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Chr14 Normal NT_039609.1 AGGTGACACCGACCC 22151118 AI047808 22161117 22317478 -9999 22161117 22317478 -9999 22210365 22314848 -59247
Chr7 Complement NT_039428.1 AGCTCAAGTTGACCT 19713052 Cib1 19703187 19697653 -9865 19703054 19697859 -9998 19703054 19697859 -9998
Chr7 Complement NT_039391.1 AGTTCATATTGACCA 205689 LOC333185 195691 166713 -9998 195691 166713 -9998 195691 166713 -9998
Chr4 Normal NT_039260.1 TGGTCACTCTGTCCC 510157 LOC329830 520154 557802 -9997 520154 557802 -9997 520283 557771 -10126
Chr10 Normal NT_039496.1 AGGCCAGGGTGACCT 5837512 Cnn2 5847475 5854263 -9963 5847508 5854263 -9996 5847552 5853488 -10040
Chr12 Normal NT_039551.1 AAGTCACAATGACCC 30154811 1110008B24Rik 30164806 30177166 -9995 30164806 30177166 -9995 30165117 30177087 -10306
Chr10 Complement NT_039500.1 AGGTCATTGTGACCC 25412418 Glipr1 25408072 25390685 -4346 25402423 25390685 -9995 25402259 25390756 -10159
Chr17 Normal NT_039649.1 AGGTCAGCTCGATCT 1707624 LOC214489 1717619 1718959 -9995 1717619 1718959 -9995 1717653 1718142 -10029
Chr5 Normal NT_039307.1 TTGTCAAAGTGACCT 1009763 LOC243061 1019755 1062538 -9992 1019755 1062538 -9992 1019755 1062538 -9992
Chr13 Normal NT_039586.1 GGGTCAGTTTGTCCC 256766 2210404D11Rik 266757 309029 -9991 266757 309029 -9991 266797 306113 -10031
Chr5 Complement NT_039302.1 GGGTCAGGCTGACGA 873843 LOC242929 863855 802722 -9988 863855 802722 -9988 863855 802722 -9988
Chr5 Complement NT_039301.1 GGGTCCGGTTGACCA 866268 Eif2b 856283 850766 -9985 856283 850766 -9985 856221 850799 -10047
Chr9 Normal NT_039477.1 GGCTCATGGTGACCA 6575979 Pl6-pending 6585963 6590674 -9984 6585963 6590674 -9984 6586497 6590084 -10518
Chr5 Complement NT_039316.1 GGGTAGAGATGACCT 1139882 MGC30809 1136261 1127141 -3621 1129900 1127150 -9982 1129866 1127670 -10016
Chr5 Complement NT_039312.1 ATGTCAACTTGACCC 1308527 Git2 1298672 1251501 -9855 1298546 1254274 -9981 1298546 1254274 -9981
Chr8 Normal NT_039467.1 AGATCAGACTGACCT 7118415 LOC234485 7128396 7135776 -9981 7128396 7135776 -9981 7128560 7135605 -10145
Chr7 Normal NT_039420.1 AAGTCACAGTGACCT 3901972 1810054O13Rik 3911908 3916055 -9936 3911947 3916055 -9975 3912088 3915131 -10116
Chr2 Normal NT_039208.1 AGTTCAGGGTGACCT 22718049 2310079H06Rik 22727975 22926529 -9926 22728023 22808810 -9974 22764407 22808054 -46358
Chr1 Normal NT_039180.1 AGGTCAAGCTGACAA 11159115 D130067I03Rik 11169089 11953092 -9974 11169089 11953092 -9974 11325616 11952694 -166501
Chr6 Complement NT_039359.1 TGGTCACTCTGACCC 5668687 LOC333166 5658715 5652746 -9972 5658715 5652746 -9972 5658715 5652746 -9972
Chr4 Normal NT_039265.1 ATGTCGTGATGACCC 6677132 LOC329944 6687102 6688813 -9970 6687102 6688813 -9970 6687325 6687618 -10193
Chr11 Complement NT_039515.1 AGGTCAGTGTGGCCA 30571659 Tlx3 30561819 30559511 -9840 30561691 30559511 -9968 30561691 30559511 -9968
Chr7 Normal NT_039429.1 TGCTCATTCTGACCT 17748086 LOC269965 17758053 17758872 -9967 17758053 17758872 -9967 17758099 17758687 -10013
Chr8 Normal NT_039455.1 GGGTCAGGCTGACCT 7986789 2810407E01Rik 7996671 8012494 -9882 7996755 8012494 -9966 7996806 8012255 -10017
Chr3 Complement NT_039227.1 GGGGCAGCACGACCC 4928862 LOC207813 4918896 4802408 -9966 4918896 4802408 -9966 4918896 4802408 -9966
Chr10 Complement NT_039500.1 GGGTGAAACTGACCA 30533061 LOC268347 30523095 30522602 -9966 30523095 30522602 -9966 30522990 30522634 -10071
Chr7 Complement NT_039407.1 GTGTCAGGCTGACCT 678056 LOC210147 668092 663732 -9964 668092 663732 -9964 668092 663732 -9964
Chr12 Complement NT_039539.1 AGGTCACGATGAGCT 808544 LOC217377 798580 797862 -9964 798580 797862 -9964 798363 798010 -10181
Chr9 Complement NT_039477.1 GGGTCAAAGTGTCCA 6697280 Gnai2 6687353 6666148 -9927 6687318 6666606 -9962 6687235 6667653 -10045
Chr14 Normal NT_039598.1 TGGTCATTTTGACCA 4298466 2610016F04Rik 4308343 4338896 -9877 4308427 4338894 -9961 4308431 4337776 -9965
Chr11 Complement NT_039521.1 TGGACAAGATGACCC 8864228 LOC195003 8854267 8833773 -9961 8854267 8833773 -9961 8854267 8833773 -9961
Chr1 Complement NT_039170.1 AGGTTGGCATGACCT 32762474 LOC329154 32752514 32593818 -9960 32752514 32593818 -9960 32752293 32595186 -10181
Chr5 Normal NT_039317.1 GGGTCTGGTTGACCA 424876 LOC330228 434835 458856 -9959 434835 458856 -9959 446077 457954 -21201
Chr12 Complement NT_039554.1 AGGTCAACTTGATCC 920735 LOC195708 910777 910320 -9958 910777 910320 -9958 910777 910320 -9958
Chr2 Normal NT_039208.1 AGGTCAGACTGGCCA 24665887 LOC241559 24675845 24858948 -9958 24675845 24689594 -9958 24675943 24689594 -10056
Chr6 Complement NT_039350.1 CGGTAATCCTGACCC 1402533 AJ237586 1392576 1340144 -9957 1392576 1340144 -9957 1392080 1344624 -10453
Chr18 Complement NT_039674.1 TTGTCACCTTGACCT 52619813 LOC225543 52609856 52590398 -9957 52609856 52590398 -9957 52609856 52590398 -9957
Chr7 Complement NT_039429.1 CTGTCACTCTGACCT 17544920 AI060904 17550637 17497491 5717 17534966 17497491 -9954 17531385 17499728 -13535
Chr11 Normal NT_039520.1 GGGTCAGGGTGATCC 31476955 1300011C24Rik 31486908 31491871 -9953 31486908 31491871 -9953 31487129 31491050 -10174
Chr2 Complement NT_039208.1 GGGTCGTGCTGCCCC 24830869 Ext2 24820921 24693402 -9948 24820917 24693402 -9952 24811703 24693902 -19166
Chr19 Normal NT_039689.1 AGCTCGTTTTGACCT 4047327 LOC240657 4057279 4058600 -9952 4057279 4058600 -9952 4057279 4058600 -9952
Chr15 Normal NT_039618.1 AGGTCAGCATGACTT 11962310 LOC332075 11972262 12009030 -9952 11972262 12009030 -9952 11972262 12009030 -9952
Chr7 Complement NT_039446.1 AGTTCAGACCGACCC 100148 Rps16 90198 88252 -9950 90196 88252 -9952 90144 88309 -10004
Chr4 Normal NT_039259.1 TGGTCAATTTGACCA 9559692 LOC213784 9569643 9577662 -9951 9569643 9577662 -9951 9569643 9577635 -9951
Chr18 Normal NT_039674.1 AGGTCGTTGTGAGCT 34009241 Ik 34019191 34032169 -9950 34019191 34032169 -9950 34019307 34031968 -10066
Chr5 Normal NT_039311.1 GGGTGGTGGTGACCT 195710 1110001J12Rik 198601 224598 -2891 205658 224598 -9948 205919 222471 -10209
Chr13 Normal NT_039585.1 AGCTCATGTTGACCT 2521908 LOC238647 2531856 2551639 -9948 2531856 2551639 -9948 2531856 2551639 -9948
Chr15 Normal NT_039621.1 GGGTAGAGATGACCC 20550025 LOC268809 20559973 20560721 -9948 20559973 20560721 -9948 20560190 20560342 -10165
Chr3 Complement NT_039234.1 GGGTCAAAGAGACCT 24435815 Sema4a 24425868 24400468 -9947 24425868 24400468 -9947 24419512 24401166 -16303
Chr5 Complement NT_039308.1 AGGTCAAGATGTCCC 13470303 LOC231589 13460357 13396837 -9946 13460357 13396837 -9946 13460357 13396837 -9946
Chr9 Normal NT_039482.1 AGGTAGTACTGACCC 8036985 Snrk 8032240 8084731 4745 8046931 8084731 -9946 8052042 8082432 -15057
Chr17 Normal NT_039658.1 GGGTCTATATGACCA 20833326 Socs5 20843272 20870989 -9946 20843272 20870989 -9946 20869379 20870989 -36053
Chr9 Normal NT_039473.1 AGGTCTGGTTGACCT 4431933 Cd3d 4441791 4446409 -9858 4441876 4446334 -9943 4441876 4446334 -9943
Chr6 Complement NT_039340.1 AGGTCAATATGTCCA 9533141 LOC214263 9523198 9516521 -9943 9523198 9516521 -9943 9523198 9516521 -9943
Chr5 Complement NT_039307.1 GGGTCATCATGACAT 10595920 4732406D01Rik 10585979 10475216 -9941 10585979 10475216 -9941 10544880 10477679 -51040
Chr8 Normal NT_039467.1 AGGTCAGGGTTACCC 33453751 4933405L10Rik 33463692 33465645 -9941 33463692 33465645 -9941 33463833 33465498 -10082
Chr14 Normal NT_039598.1 TGGTCACAGTGAACT 647645 4933409E02Rik 657585 711486 -9940 657585 711486 -9940 657807 709478 -10162
Chr3 Normal NT_039226.1 GGTTCACTGTGACCT 15242 LOC229022 25182 152839 -9940 25182 152839 -9940 25182 152839 -9940
Chr7 Normal NT_039420.1 AGGTCTCAATGACCA 464870 2010110O04Rik 474809 489454 -9939 474809 489454 -9939 474866 488675 -9996
Chr4 Complement NT_039258.1 ATGTCACTCTGACCT 7295673 LOC242318 7285734 7257712 -9939 7285734 7257712 -9939 7285734 7257712 -9939
Chr8 Complement NT_039467.1 TGGTCACGGTGACCG 48548706 LOC272551 48538769 48521619 -9937 48538769 48521619 -9937 48538769 48521619 -9937
Chr10 Normal NT_039502.1 TCGTCATCCTGACCT 5791029 Prim1 5800923 5815783 -9894 5800966 5815783 -9937 5801000 5815538 -9971
Chr17 Normal NT_039649.1 GGGTCAGGTTGTCCC 1645663 1110018H23Rik 1655596 1657870 -9933 1655596 1657870 -9933 1655881 1657828 -10218
Chr2 Complement NT_039210.1 AGGTCATAAAGACCT 4128050 LOC207180 4118117 4117632 -9933 4118117 4117632 -9933 4118117 4117632 -9933
Chr14 Complement NT_039595.1 GGGTCAGAGTGCCCA 10697975 Ube2e1 10688089 10638702 -9886 10688044 10638722 -9931 10687375 10639315 -10600
Chr8 Normal NT_039467.1 GGGTCAACCTGAGCA 32330022 Car7 32333844 32349485 -3822 32339951 32349485 -9929 32340030 32348823 -10008
ChrX Normal NT_039711.1 AGCTCAGGATGACCT 6501254 LOC245538 6511182 6566126 -9928 6511182 6566126 -9928 6565082 6566126 -63828
Chr5 Complement NT_039299.1 TGGTCACTGTGAACT 2782356 LOC330046 2772428 2705866 -9928 2772428 2705866 -9928 2772428 2705866 -9928
Chr6 Normal NT_039353.1 GGGTCCCTCTGACCC 2121765 LOC232210 2131692 2154363 -9927 2131692 2154363 -9927 2132248 2154064 -10483
Chr16 Complement NT_039624.1 GGATCAAGTTGACCT 56707466 LOC328698 56697539 56683246 -9927 56697539 56683246 -9927 56697539 56683246 -9927
Chr1 Complement NT_039170.1 GGGTCACATTGCCCG 52903884 B230363K08Rik 52893960 52880574 -9924 52893960 52881663 -9924 52891469 52883557 -12415
Chr19 Normal NT_039684.1 AGGTCAAGCTGTCCA 1198182 1200008A18Rik 1207854 1213499 -9672 1208105 1213362 -9923 1208134 1213293 -9952
Chr2 Normal NT_039208.1 AGGTCAGCCTGGCCT 425088 1700048E23Rik 434897 481923 -9809 435011 442442 -9923 440776 441501 -15688
Chr7 Complement NT_039413.1 AGGTCCTTGTGACCA 3722853 4930479M11Rik 3712930 3712075 -9923 3712930 3712075 -9923 3712873 3712398 -9980
Chr6 Normal NT_039355.1 TAGTCAGGGTGACCT 13861319 LOC269797 13871242 13871739 -9923 13871242 13871739 -9923 13871405 13871446 -10086
Chr17 Complement NT_039643.1 AGGTCAATATGTCCT 2308671 LOC224565 2298750 2287434 -9921 2298750 2287434 -9921 2298750 2287434 -9921
Chr17 Normal NT_039641.1 GGGTCTTACTGACCA 1036287 4930432N10Rik 1046207 1047994 -9920 1046207 1047994 -9920 1047368 1047682 -11081
Chr4 Normal NT_039264.1 AAGTCACCCTGACCC 15377841 LOC230639 15387761 15400234 -9920 15387761 15400234 -9920 15387761 15400234 -9920
Chr15 Complement NT_039621.1 GGGTCGGCTTGAACT 40902770 LOC328566 40892850 40890402 -9920 40892850 40890402 -9920 40892039 40891761 -10731
Chr7 Normal NT_039433.1 AGGTCACTCTGACAG 13091248 C730027J19Rik 13101166 13110004 -9918 13101166 13110004 -9918 13103461 13109957 -12213
Chr19 Complement NT_039687.1 TGGTCCCTGTGACCC 7954509 Gcnt1 7960822 7914851 6313 7944592 7914851 -9917 7919067 7917781 -35442
Chr11 Complement NT_039520.1 TGGTCAGCATGACCC 36523786 Eral1 36513895 36506902 -9891 36513870 36506902 -9916 36511879 36507577 -11907
Chr11 Complement NT_039521.1 TGGTCAGCATGAACT 12710564 D11Ertd99e 12700649 12694638 -9915 12700649 12699671 -9915 12700628 12700041 -9936
Chr5 Normal NT_039306.1 CGGTCACTTTAACCT 1591697 Kit 1601550 1683080 -9853 1601612 1683080 -9915 1601640 1680906 -9943
Chr18 Normal NT_039674.1 AGGTCCTAGTGACCG 34995606 Pcdh13 34936312 35116240 59294 35005521 35116240 -9915 34936312 35114499 59294
Chr18 Complement NT_039674.1 AGGTCATCATGAGCC 34050660 LOC213236 34040748 34038206 -9912 34040748 34038206 -9912 34040197 34038567 -10463
Chr8 Complement NT_039461.1 AGGTCATGCTGATCT 7202967 LOC215339 7193056 7190896 -9911 7193056 7190896 -9911 7193056 7190896 -9911
Chr8 Normal NT_039467.1 AGGGCAGTGTGACCT 44206945 LOC244662 44216856 44360103 -9911 44216856 44360103 -9911 44216856 44360103 -9911
Chr14 Complement NT_039595.1 TGGTCACAGTGACAC 8929755 Rarb 8920026 8776698 -9729 8919844 8776698 -9911 8919670 8780066 -10085
Chr8 Normal NT_039456.1 GGGTGAATCTGACCT 5460459 9530074E10Rik 5470101 5508135 -9642 5470369 5508135 -9910 5470495 5506750 -10036
Chr9 Complement NT_039472.1 AGCTCACCCTGACCT 1037282 LOC330889 1027374 974710 -9908 1027374 974710 -9908 1027374 974710 -9908
Chr9 Complement NT_039482.1 AGGTCGAGATGAACT 5819474 Cx3cr1 5809568 5790562 -9906 5809568 5792540 -9906 5793620 5792556 -25854



Chr18 Normal NT_039674.1 GTGTCACAGTGACCT 34232092 Pcdha@ 34204652 34462024 27440 34241998 34462024 -9906 34204652 34459623 27440
Chr2 Normal NT_039206.1 TGGTCAGAATAACCT 3281014 MOR127-4 3290918 3293560 -9904 3290918 3291871 -9904 3290918 3291871 -9904
Chr5 Normal NT_039312.1 GGGTCATCTTCACCC 1319594 1100001D10Rik 1300045 1330922 19549 1329497 1330920 -9903 1329792 1330181 -10198
Chr9 Normal NT_039474.1 TGATCAGGCTGACCT 19338942 1810073J13Rik 19348845 19379676 -9903 19348845 19379335 -9903 19360705 19378698 -21763
Chr18 Complement NT_039676.1 GAGTCAAACTGACCA 3801442 LOC225773 3791540 3783565 -9902 3791540 3783565 -9902 3791540 3783565 -9902
Chr1 Complement NT_039169.1 AGGCCACAGTGACCA 6690568 C030033M19Rik 6680667 6585778 -9901 6680667 6585778 -9901 6680654 6587949 -9914
Chr5 Normal NT_039307.1 GGGTCAGACTTACCA 14375323 LOC330121 14385224 14386704 -9901 14385224 14386704 -9901 14386061 14386381 -10738
Chr2 Normal NT_039205.1 AGGTCACTTAGACCT 3120008 Lcn5-pending 3129908 3133007 -9900 3129908 3133007 -9900 3129930 3132904 -9922
Chr16 Complement NT_039624.1 AGGTCAACCTCACCT 42828739 LOC328685 42818839 42815342 -9900 42818839 42815342 -9900 42816171 42815899 -12568
Chr4 Normal NT_039268.1 AGGTCAGCTTTACCC 252009 LOC194188 261907 262188 -9898 261907 262188 -9898 261907 262188 -9898
ChrX Normal NT_039711.1 AGGTCAGGTTGGCCT 6501285 LOC245538 6511182 6566126 -9897 6511182 6566126 -9897 6565082 6566126 -63797
Chr11 Complement NT_039520.1 AGGTCAACTTGATCC 6897756 LOC276792 6887859 6810177 -9897 6887859 6810177 -9897 6887859 6810177 -9897
Chr6 Normal NT_039361.1 AGGTCACCATGACAG 767152 1700023A16Rik 777047 798360 -9895 777047 798360 -9895 779536 798301 -12384
Chr10 Complement NT_039502.1 AGGTCTTTCTGACCC 5101533 LOC216443 5091640 5076088 -9893 5091640 5076088 -9893 5091483 5076148 -10050
Chr14 Normal NT_039606.1 ATGTCAACTTGACCC 17113999 LOC239171 17123890 17126232 -9891 17123890 17126232 -9891 17123890 17126232 -9891
Chr7 Complement NT_039428.1 TGGCCAATCTGACCC 12738077 LOC330564 12728188 12721865 -9889 12728188 12721865 -9889 12728106 12721924 -9971
Chr17 Normal NT_039661.1 TGGTCAACTTGATCC 603313 LOC333728 613202 635409 -9889 613202 635409 -9889 613202 635409 -9889
Chr1 Normal NT_039185.1 CGGTCACTCTGACTC 15231833 Adamts4 15241719 15251934 -9886 15241719 15251219 -9886 15242110 15250475 -10277
Chr5 Complement NT_039312.1 ATGTCAACTTGACCC 2574684 Prkab1 2564872 2553959 -9812 2564798 2553959 -9886 2564619 2555017 -10065
Chr16 Complement NT_039625.1 GGATCAAGTTGACCT 16747482 LOC328717 16737598 16736352 -9884 16737598 16736352 -9884 16737598 16736352 -9884
Chr12 Complement NT_039549.1 AGGTGGTTGTGACCC 3062859 LOC268542 3052976 3051604 -9883 3052976 3051604 -9883 3052799 3052389 -10060
Chr18 Complement NT_039674.1 AGGTCACTCTCACCT 32118012 5830462I21Rik 32108130 32104962 -9882 32108130 32104962 -9882 32107231 32106866 -10781
Chr11 Normal NT_039520.1 TGGACACCCTGACCC 10171365 LOC327922 10181247 10192384 -9882 10181247 10192384 -9882 10181247 10192384 -9882
Chr18 Normal NT_039674.1 AGGTCAAAGTGACAC 17769083 Dsg2 17778921 17829324 -9838 17778963 17827814 -9880 17779132 17827338 -10049
Chr3 Complement NT_039230.1 TGGTCATCATGACTT 7868983 D3Ucla1 7859214 7855330 -9769 7859106 7855330 -9877 7858845 7857180 -10138
Chr9 Complement NT_039475.1 AGGTAGAACTGACCC 6302799 Mod1 6292944 6177711 -9855 6292922 6177711 -9877 6292875 6179072 -9924
Chr4 Complement NT_039260.1 AGGTCAGCGTGAGCA 645374 E130306D19 635536 632021 -9838 635498 632021 -9876 635482 632553 -9892
Chr10 Normal NT_039501.1 AGGTCAGAGAGACCC 3952420 LOC327836 3962294 3998553 -9874 3962294 3998553 -9874 3962294 3998553 -9874
Chr10 Normal NT_039491.1 GAGTCAGAGTGACCT 5575907 Plagl1 5560238 5600133 15669 5585781 5600133 -9874 5594423 5598510 -18516
Chr15 Complement NT_039621.1 TGGTCATGGTGTCCT 50944365 Chkl 50934492 50930960 -9873 50934492 50930960 -9873 50934193 50931183 -10172
Chr10 Complement NT_039491.1 AGGTCACCATGACAC 10126690 LOC237294 10116817 10019050 -9873 10116817 10019050 -9873 10116817 10019050 -9873
Chr16 Normal NT_039624.1 GGGTCGATGTGTCCT 12339993 Cebpd 12349864 12351399 -9871 12349864 12351399 -9871 12350940 12351399 -10947
Chr6 Normal NT_039343.1 ATGTCATTGTGACCC 7328353 LOC232011 7338223 7387724 -9870 7338223 7387724 -9870 7338223 7387724 -9870
Chr17 Complement NT_039658.1 GGGACGACCTGACCT 9616782 LOC240169 9606912 9547478 -9870 9606912 9547478 -9870 9606912 9547478 -9870
Chr4 Normal NT_039268.1 AGGTCAGCTTGATCT 2848216 LOC330000 2858086 2862792 -9870 2858086 2862792 -9870 2858961 2859317 -10745
Chr14 Complement NT_039596.1 TGTTCATTCTGACCT 4866796 LOC218832 4883998 4845919 17202 4856927 4845919 -9869 4853961 4847749 -12835
Chr12 Normal NT_039539.1 TGGTCAGGGTGACTT 14289592 LOC328065 14299460 14301868 -9868 14299460 14301868 -9868 14299696 14300445 -10104
Chr12 Complement NT_039553.1 AGGTCACAGAGACCA 6456490 LOC331862 6446622 6440576 -9868 6446622 6440576 -9868 6446622 6440576 -9868
Chr6 Normal NT_039353.1 AGGTCACTTTCACCA 210708 Figla 220575 224380 -9867 220575 224380 -9867 220629 224260 -9921
Chr4 Complement NT_039265.1 AGGTCGGAGTGAGCC 4795435 LOC332937 4785569 4766396 -9866 4785569 4766396 -9866 4785569 4766396 -9866
Chr11 Complement NT_039520.1 GGGTCACAGTCACCG 13715822 Atox1 13708375 13690759 -7447 13705959 13691470 -9863 13705921 13695329 -9901
Chr2 Complement NT_039209.1 AGGTCAGCCTGCCCC 32426439 LOC271860 32416576 32390244 -9863 32416576 32390244 -9863 32416576 32390244 -9863
Chr15 Complement NT_039621.1 TGGTCAAGGTGACAT 41107870 1300006C06Rik 41098034 41084442 -9836 41098009 41084444 -9861 41097107 41086269 -10763
Chr2 Normal NT_039209.1 AGCTCAGGCTGACCA 21925607 4933406J08Rik 21935467 22014533 -9860 21935467 21955586 -9860 21935484 21954151 -9877
Chr17 Normal NT_039649.1 TGTTCACAGTGACCT 3239567 A930001N09Rik 3249424 3307036 -9857 3249424 3307036 -9857 3270765 3305556 -31198
Chr4 Normal NT_039266.1 GGGTCAAACTGACAG 5862212 2610528B01Rik 5872068 5873792 -9856 5872068 5873792 -9856 5873282 5873560 -11070
Chr2 Complement NT_039206.1 GGGTGGTGCTGACCT 1762855 LOC241320 1753000 1684268 -9855 1753000 1684268 -9855 1753000 1684268 -9855
Chr2 Normal NT_039202.1 GGATCAAGTTGACCA 4578020 LOC332562 4587873 4696076 -9853 4587873 4696076 -9853 4587873 4696076 -9853
Chr2 Normal NT_039222.1 AGGTCACCTTGGCCG 37833 2010009K05Rik 47683 80079 -9850 47683 68399 -9850 59427 68022 -21594
Chr9 Complement NT_039474.1 AGGTCAAACTGTCCT 5823229 4930425N13Rik 5827912 5806429 4683 5813379 5806429 -9850 5813320 5806828 -9909
Chr9 Complement NT_039472.1 AGGTCACAAGGACCT 226507 LOC333365 216657 213955 -9850 216657 213955 -9850 216657 213955 -9850
Chr1 Normal NT_039184.1 AGGTCATTGTGACTG 5154178 Ncf2 5163897 5193082 -9719 5164026 5192345 -9848 5164122 5192206 -9944
Chr7 Complement NT_039436.1 TGGTCACTGTCACCC 1955279 Hrmp1-pending 1945432 1944130 -9847 1945432 1944130 -9847 1945376 1944403 -9903
Chr9 Normal NT_039473.1 AGGTCACGCTGTCCC 208668 LOC244813 218515 287310 -9847 218515 287310 -9847 279368 287310 -70700
Chr7 Complement NT_039420.1 GGGTCGGCATGTCCC 2286816 Ruvbl2 2277298 2264527 -9518 2276970 2264632 -9846 2276938 2264654 -9878
Chr19 Complement NT_039684.1 GGGTCATGCGGACCT 2582920 2410001H17Rik 2573075 2566707 -9845 2573075 2566707 -9845 2573075 2567670 -9845
Chr2 Complement NT_039210.1 AGGTCAGGATGCCCT 4595871 Bfzb-pending 4594598 4502879 -1273 4586026 4502890 -9845 4566475 4504375 -29396
Chr14 Complement NT_039606.1 CGGTCCACATGACCT 15947723 E130206H14Rik 15942697 15922053 -5026 15937880 15924265 -9843 15937870 15924576 -9853
Chr4 Complement NT_039262.1 AGGTCAGGATGTCCC 22925855 5031434M05Rik 22916013 22516461 -9842 22916013 22516461 -9842 22915904 22516638 -9951
Chr15 Normal NT_039617.1 GGGTCAGGGTGACTT 5073215 2410089E03Rik 5083056 5109998 -9841 5083056 5109998 -9841 5083198 5109696 -9983
ChrX Complement NT_039726.1 AGGTCAGCCTGAGCA 9470743 Egfl6 9460902 9398197 -9841 9460902 9398197 -9841 9460713 9399051 -10030
Chr10 Complement NT_039491.1 GGGTCAGGGTGACTT 1933876 LOC327723 1924035 1919762 -9841 1924035 1919762 -9841 1921803 1921510 -12073
Chr19 Normal NT_039692.1 CAGTCATGATGACCT 6778998 0710008C12Rik 6788831 6791070 -9833 6788836 6791070 -9838 6789113 6790918 -10115
Chr1 Complement NT_039172.1 GGGTCATTCTGACTA 4484153 LOC271720 4474315 4473911 -9838 4474315 4473911 -9838 4474315 4473911 -9838
Chr10 Normal NT_039502.1 AGTTCATACTGACCA 4842609 LOC216439 4852446 4868847 -9837 4852446 4868847 -9837 4852446 4868847 -9837
Chr10 Normal NT_039500.1 AGGTCAGGATGATCC 11939721 LOC237489 11949558 12055994 -9837 11949558 12055994 -9837 11949558 12055994 -9837
Chr2 Normal NT_039212.1 TGGTCACCTTGATCC 425564 LOC329577 435401 653897 -9837 435401 450725 -9837 435530 450691 -9966
Chr11 Complement NT_039515.1 AGGTCAATATGAACT 26683600 2010316F05Rik 26673764 26671786 -9836 26673764 26671786 -9836 26673731 26671982 -9869
Chr2 Complement NT_039208.1 GAGTCACCATGACCA 7874341 D830007G01Rik 7864505 7855015 -9836 7864505 7855015 -9836 7862140 7855970 -12201
Chr13 Complement NT_039578.1 GGGTCAGTCTTACCT 18055413 LOC271092 18045578 18023589 -9835 18045578 18023589 -9835 18045578 18023589 -9835
Chr7 Complement NT_039413.1 AGATCACACTGACCT 1589058 LOC233038 1579224 1575668 -9834 1579224 1575668 -9834 1579105 1575706 -9953
Chr2 Complement NT_039206.1 AGGTCAACTTGACAC 5291586 Nr6a1 5281752 5121012 -9834 5281752 5121374 -9834 5154927 5122287 -136659
Chr15 Complement NT_039621.1 AGGTCCTAATGACCT 46186437 LOC328576 46176604 46170967 -9833 46176604 46170967 -9833 46171418 46171014 -15019
Chr11 Complement NT_039520.1 GAGTCAAATCGACCT 36132249 LOC331761 36122416 36119356 -9833 36122416 36119356 -9833 36122416 36119356 -9833
Chr6 Normal NT_039341.1 GGTTCATTTTGACCC 12495962 Olfr47 12505795 12506760 -9833 12505795 12506760 -9833 12505795 12506760 -9833
Chr1 Normal NT_039186.1 TGGTCACTCTGACCA 510935 1810030J14Rik 520765 523119 -9830 520765 523119 -9830 520819 523035 -9884
Chr8 Complement NT_039467.1 AGGTGGAACTGACCT 45348778 LOC234778 45338948 45334164 -9830 45338948 45334164 -9830 45338880 45334173 -9898
Chr13 Normal NT_039578.1 GGCTCACAGTGACCT 10467185 LOC214158 10477013 10485936 -9828 10477013 10485936 -9828 10477013 10485936 -9828
Chr14 Complement NT_039599.1 GGGTCACCCTGGCCC 6689950 LOC332003 6680126 6679514 -9824 6680126 6679514 -9824 6680126 6679514 -9824
Chr14 Normal NT_039606.1 GGTTCAACCTGACCC 25567091 LOC211255 25576913 25578985 -9822 25576913 25578985 -9822 25576913 25578985 -9822
Chr17 Normal NT_039663.1 ATGTCAGATTGACCA 134475 Pcg-pending 144297 145673 -9822 144297 145673 -9822 144939 145289 -10464
Chr19 Complement NT_039684.1 AGGTCAGGCTGAGCT 639768 ORF6 629947 628674 -9821 629947 628674 -9821 629917 628718 -9851
Chr11 Complement NT_039520.1 GGGTCACTGGGACCT 8685077 Rufy1 8675257 8625644 -9820 8675257 8633449 -9820 8675251 8633961 -9826
Chr2 Complement NT_039212.1 CTGTCATTATGACCC 2883582 Dido1 2873763 2844837 -9819 2873763 2844837 -9819 2853417 2847313 -30165
Chr18 Normal NT_039674.1 TGGTTATCTTGACCT 2016927 Svil 2026745 2098126 -9818 2026745 2098126 -9818 2026797 2097810 -9870
Chr11 Normal NT_039520.1 AGGTCAGCCTGCCCT 11559023 2410141K03Rik 11568840 11577452 -9817 11568840 11577452 -9817 11568852 11576744 -9829
Chr3 Complement NT_039238.1 GGGTCACTCTGCCCG 3034119 A330041G23Rik 3024302 3018034 -9817 3024302 3018034 -9817 3020130 3019234 -13989
Chr7 Complement NT_039400.1 GGGTCACCATGCCCA 566244 Vasp 562266 547342 -3978 556427 547342 -9817 552426 548121 -13818
Chr11 Normal NT_039521.1 AGGTGGCCTTGACCT 26240565 LOC217302 26250381 26258202 -9816 26250381 26258202 -9816 26250381 26258202 -9816
Chr3 Normal NT_039226.1 TGGACACTGTGACCC 6520 LOC229021 16335 25006 -9815 16335 25006 -9815 16335 25006 -9815
Chr8 Complement NT_039467.1 TGGTCAAAGTGGCCT 7971191 LOC244536 7961376 7780865 -9815 7961376 7780865 -9815 7961376 7780865 -9815
Chr2 Complement NT_039208.1 AGGTGAAACTGACCA 17190348 LOC269300 17180533 17169818 -9815 17180533 17169818 -9815 17180533 17169818 -9815
Chr12 Complement NT_039552.1 GGGTCGGCCTGTCCC 15334428 LOC271045 15324613 15304966 -9815 15324613 15304966 -9815 15324613 15304966 -9815
Chr4 Complement NT_039261.1 GGGTCAGTCTGACCC 9525066 Edg2 9515595 9396103 -9471 9515252 9396103 -9814 9465785 9398452 -59281
Chr19 Normal NT_039687.1 GGGACATGGTGACCA 338490 Fads3 348304 367017 -9814 348304 367017 -9814 348488 364843 -9998



Chr17 Complement NT_039655.1 AGGTCAGGCTGACAC 13214420 4921525D22 13204608 13139541 -9812 13204608 13139541 -9812 13204566 13139598 -9854
Chr14 Complement NT_039599.1 AGGCCACACTGACCT 4440511 LOC218997 4430700 4430109 -9811 4430700 4430109 -9811 4430700 4430109 -9811
Chr9 Complement NT_039473.1 AGGTTGTGGTGACCC 3811551 Hmbs 3803539 3795625 -8012 3801741 3795625 -9810 3801029 3795947 -10522
Chr6 Normal NT_039341.1 AGGCCAGACTGACCT 11503427 Casp2 11513185 11530693 -9758 11513236 11530693 -9809 11513321 11528674 -9894
Chr15 Normal NT_039621.1 TGGTCAGCGTGATCT 1229858 LOC328531 1239667 1255020 -9809 1239667 1255020 -9809 1247198 1253699 -17340
Chr4 Complement NT_039266.1 AGGTCATCTCGCCCT 1709639 Gmeb1 1709383 1672947 -256 1699832 1672947 -9807 1699782 1673693 -9857
Chr1 Normal NT_039170.1 CTGTCAGTGTGACCC 23586676 LOC329134 23596483 23597172 -9807 23596483 23597172 -9807 23596483 23597172 -9807
Chr2 Normal NT_039209.1 GGGACAGAATGACCT 44367959 Sec23b 44374795 44413917 -6836 44377766 44408920 -9807 44377766 44408919 -9807
Chr11 Complement NT_039520.1 GGGTCCTCATGACCG 18642168 A730055F12Rik 18632384 18506194 -9784 18632363 18509495 -9805 18632287 18509572 -9881
Chr4 Normal NT_039261.1 GGGTAGGGCTGACCT 8239431 LOC329854 8249236 8256424 -9805 8249236 8256424 -9805 8249258 8256391 -9827
Chr12 Complement NT_039551.1 TGGTCAGCCTGTCCT 25133392 9430078K24Rik 25123588 25115874 -9804 25123588 25115874 -9804 25116593 25116309 -16799
Chr11 Complement NT_039521.1 GGGTCAGCATGACTC 29292859 Tk1 29283195 29272629 -9664 29283056 29272629 -9803 29282882 29273054 -9977
Chr2 Complement NT_039205.1 CGGCCAAGGTGACCT 7690157 2010009K05Rik 7680356 7659637 -9801 7680356 7659637 -9801 7668615 7660013 -21542
Chr17 Complement NT_039649.1 GGGCCATCATGACCT 8075557 Wdr4 8073463 8047765 -2094 8065756 8049063 -9801 8065754 8050177 -9803
Chr10 Complement NT_039492.1 GGGTCAGATCGCCCC 20679568 LOC215957 20669768 20667334 -9800 20669768 20667334 -9800 20669122 20667524 -10446
Chr2 Normal NT_039210.1 GGGTCAAGATCACCC 2845793 LOC228801 2846036 2896113 -243 2855593 2875556 -9800 2859914 2875426 -14121
Chr14 Normal NT_039606.1 GGGCCAACATGACCT 25369234 LOC332030 25379032 25408116 -9798 25379032 25408116 -9798 25379032 25408116 -9798
Chr11 Normal NT_039520.1 AAGTCAATTTGACCT 1600180 Slu7-pending 1609960 1624203 -9780 1609978 1623457 -9798 1613587 1622417 -13407
Chr3 Complement NT_039242.1 AGGTCAGCTTGAGCT 3975105 1500009M05Rik 3965349 3948867 -9756 3965308 3948867 -9797 3965278 3950653 -9827
Chr17 Normal NT_039650.1 AGGTCAGCCTGGCCA 364782 6820401C03 374578 391969 -9796 374578 391969 -9796 382208 391969 -17426
Chr15 Complement NT_039618.1 AGGTCAACTTGATCC 497327 Il7r 487915 463726 -9412 487531 463726 -9796 487484 465422 -9843
Chr17 Complement NT_039649.1 AGGTCATTGTGATCC 7530440 LOC328794 7520647 7480917 -9793 7520647 7480917 -9793 7520626 7511333 -9814
Chr15 Normal NT_039621.1 AGGTGAGATTGACCC 43878922 Cyp2d9 43879744 44016475 -822 43888714 43893144 -9792 43888767 43893082 -9845
Chr5 Normal NT_039301.1 AGTTCAATCTGACCA 761694 LOC231098 771486 775691 -9792 771486 775691 -9792 772057 774308 -10363
Chr9 Complement NT_039473.1 GGGTCACCCTGACAA 5793613 4931429L15Rik 5783822 5766951 -9791 5783822 5766951 -9791 5772559 5767611 -21054
Chr2 Normal NT_039206.1 GGGTGAATGTGACCT 3520140 LOC227794 3529930 3660898 -9790 3529930 3530853 -9790 3529930 3530853 -9790
Chr15 Complement NT_039618.1 CGGTCATTATGACTC 1453342 1110064N10Rik 1443637 1432510 -9705 1443555 1433913 -9787 1441065 1434058 -12277
Chr5 Complement NT_039325.1 AGGTCAAAGAGACCC 743540 LOC330244 733753 728466 -9787 733753 728466 -9787 733753 728466 -9787
Chr11 Complement NT_039521.1 GGATCAAGTTGACCA 33355471 LOC328050 33345685 33345151 -9786 33345685 33345151 -9786 33345588 33345268 -9883
Chr2 Normal NT_039213.1 AGATCATACTGACCT 157281 LOC332714 167066 92446 -9785 167066 181315 -9785 167066 181315 -9785
Chr5 Complement NT_039316.1 AGGTCAACTTCACCA 1990596 LOC330221 1980812 1967133 -9784 1980812 1967133 -9784 1980615 1967167 -9981
Chr13 Complement NT_039590.1 AGGTCAGGAGGACCA 143653 LOC328305 133870 126568 -9783 133870 126568 -9783 133870 126568 -9783
Chr18 Complement NT_039674.1 TGGCCAAGGTGACCC 60934793 LOC225620 60925011 60923243 -9782 60925011 60923245 -9782 60924116 60923544 -10677
Chr18 Complement NT_039674.1 AGGTCAACTTGATCC 29327139 Myo7b 29317360 29239530 -9779 29317360 29239530 -9779 29301951 29239556 -25188
Chr7 Normal NT_039420.1 GGGTCAGTTTGCCCA 2267900 Gys1 2277513 2299369 -9613 2277678 2298252 -9778 2277728 2298127 -9828
Chr15 Complement NT_039617.1 TGGTCACTTTGCCCC 2423210 LOC332063 2413432 2390232 -9778 2413432 2390232 -9778 2413432 2390232 -9778
Chr17 Normal NT_039649.1 GGGTCATAATGACAG 2775167 Luc7l 2784906 2814769 -9739 2784943 2813004 -9776 2785015 2812417 -9848
Chr6 Complement NT_039340.1 TGGTCATTGTGAACT 11538999 Ppp1r3a 11529286 11487558 -9713 11529223 11487558 -9776 11529223 11491620 -9776
Chr2 Normal NT_039209.1 AGGTCAAATTGACAT 18499005 Disp2-pending 18508576 18565105 -9571 18508775 18524032 -9770 18514919 18521683 -15914
Chr3 Normal NT_039242.1 TGGTCACATTCACCC 13971770 LOC242251 13981538 14069540 -9768 13981538 14069540 -9768 13981538 14069540 -9768
Chr4 Complement NT_039262.1 ATGTCAAGATGACCA 5662022 LOC329864 5652255 5610319 -9767 5652255 5610319 -9767 5652255 5610319 -9767
Chr2 Normal NT_039209.1 AGGTCTTATCGACCT 31023628 Pank2 31033395 31261844 -9767 31033395 31067586 -9767 31033425 31067218 -9797
Chr3 Complement NT_039230.1 AGGTCAAACTGACTT 6980491 LOC245868 6970725 6970119 -9766 6970725 6970119 -9766 6970670 6970236 -9821
Chr1 Normal NT_039170.1 GGGTCAGGCTGCCCC 18281504 LOC269184 18291270 18292721 -9766 18291270 18292721 -9766 18291448 18291894 -9944
Chr12 Normal NT_039553.1 AGGTCAGGGTGAGCG 6417408 LOC215630 6426668 6429244 -9260 6427172 6429244 -9764 6427376 6427822 -9968
Chr9 Complement NT_039472.1 AGTTCAGAGTGACCA 25860011 LOC235237 25850247 25844921 -9764 25850247 25844921 -9764 25846937 25844921 -13074
Chr15 Complement NT_039621.1 AGGTCAGAGTGACTG 44110699 1300007K12Rik 44100957 44095098 -9742 44100936 44095662 -9763 44100884 44095732 -9815
Chr9 Normal NT_039482.1 GGGTCAGTTTCACCT 7678271 2310024D23Rik 7688033 7689202 -9762 7688033 7689202 -9762 7688033 7689202 -9762
Chr2 Normal NT_039209.1 TGGTCAGCTTGAACC 28572480 2610301K12Rik 28582023 28659708 -9543 28582239 28615697 -9759 28587018 28615248 -14538
Chr3 Complement NT_039234.1 AAGTCAGGATGACCG 26522743 Npr1 26512984 26497824 -9759 26512984 26498328 -9759 26512973 26498328 -9770
ChrX Complement NT_039726.1 AGATCAAGGTGACCT 8196161 LOC237213 8186405 7988086 -9756 8186405 7988086 -9756 8185817 7989351 -10344
Chr7 Complement NT_039436.1 AGGACAGACTGACCT 2100097 Sigirr-pending 2090342 2086616 -9755 2090342 2086616 -9755 2090228 2086781 -9869
Chr4 Complement NT_039268.1 GGGCCGCCCTGACCT 4667785 Espn 4681389 4650244 13604 4658031 4650343 -9754 4658031 4650343 -9754
Chr4 Normal NT_039266.1 TGGTTAAACTGACCT 5013341 4930555I21Rik 5021897 5064910 -8556 5023094 5064910 -9753 5033516 5063760 -20175
Chr14 Complement NT_039606.1 GGGTCAAGAAGACCT 992439 LOC328412 982686 980292 -9753 982686 980292 -9753 980912 980462 -11527
Chr9 Normal NT_039476.1 AGGTCAGGCTGATCT 6747179 LOC195672 6756931 6780704 -9752 6756931 6780704 -9752 6756931 6780704 -9752
Chr9 Normal NT_039474.1 GGGTCACAGTGACGG 2349646 Pstpip1 2359396 2399015 -9750 2359396 2399015 -9750 2359829 2398859 -10183
Chr11 Normal NT_039521.1 AAGTCACCCTGACCA 33279118 4930451E13Rik 33288867 33295408 -9749 33288867 33295408 -9749 33288923 33295154 -9805
Chr1 Complement NT_039173.1 TGGTCAATACGACCC 1478860 Akp5 1469272 1466219 -9588 1469112 1466219 -9748 1469112 1466220 -9748
Chr13 Complement NT_039589.1 AGGTAAGAGTGACCA 1758270 LOC238703 1748523 1682090 -9747 1748523 1682090 -9747 1748523 1682090 -9747
Chr9 Complement NT_039473.1 TGGTAAGCTTGACCT 3844346 LOC219083 3834611 3833980 -9735 3834600 3834017 -9746 3834476 3834020 -9870
Chr19 Complement NT_039687.1 GGCTCACCATGACCT 557905 LOC225909 548160 533429 -9745 548160 533429 -9745 548016 536060 -9889
Chr1 Normal NT_039171.1 TGGTCATTGTGTCCT 307968 LOC209865 317712 323091 -9744 317712 323091 -9744 317712 323091 -9744
Chr14 Normal NT_039606.1 TGGTCACATTGAACT 6587830 AI428804 6597573 6634400 -9743 6597573 6633695 -9743 6597640 6632625 -9810
Chr14 Complement NT_039598.1 TGGTCAGTGTGCCCT 6266108 LOC218897 6256365 6245559 -9743 6256365 6245559 -9743 6256345 6245806 -9763
Chr6 Normal NT_039359.1 GGGTCACCATGAGCT 4594295 LOC243682 4604036 4614808 -9741 4604036 4614808 -9741 4613910 4614653 -19615
Chr7 Normal NT_039428.1 AGGCCAGGCTGACCT 21338850 Tm6sf1 21332587 21373609 6263 21348591 21373604 -9741 21348909 21372944 -10059
Chr2 Normal NT_039205.1 AGGCCAGCCTGACCT 10008474 AI426465 10017634 10055846 -9160 10018212 10052025 -9738 10018362 10049715 -9888
Chr7 Complement NT_039420.1 AGGTGGGCCTGACCT 1375337 MGC28149 1365600 1342047 -9737 1365600 1342047 -9737 1365550 1342165 -9787
Chr4 Complement NT_039266.1 TAGTCACTTTGACCT 8675121 LOC329967 8665385 8638426 -9736 8665385 8638426 -9736 8665252 8640523 -9869
Chr19 Normal NT_039687.1 TGGTCAACTTGATCC 9746589 LOC332370 9756325 9806412 -9736 9756325 9806412 -9736 9756325 9806412 -9736
Chr1 Complement NT_039199.1 AGGTAGTCCTGACCC 171423 Icos 161688 140452 -9735 161688 140452 -9735 161656 141851 -9767
Chr8 Complement NT_039467.1 AGGTAAATATGACCC 8368610 Gab1 8359729 8243601 -8881 8358876 8244990 -9734 8358853 8245496 -9757
ChrX Normal NT_039706.1 GGATCAAGTTGACCA 1973754 LOC245445 1983485 2112651 -9731 1983485 2112651 -9731 1983485 2112651 -9731
Chr11 Complement NT_039521.1 AGGTCACATTAACCT 19226430 Cacng4 19216996 19156018 -9434 19216701 19157017 -9729 19216701 19157017 -9729
Chr2 Normal NT_039210.1 TTGTCAACTTGACCC 1122222 Rem 1131874 1142917 -9652 1131951 1139684 -9729 1133017 1139638 -10795
Chr2 Complement NT_039205.1 TCGTCATTGTGACCC 8289887 LOC241300 8280159 8212769 -9728 8280159 8212769 -9728 8280159 8212769 -9728
Chr3 Complement NT_039226.1 GTGTCAAGTTGACCA 11737491 LOC329600 11727765 11722781 -9726 11727765 11722781 -9726 11726144 11722836 -11347
Chr18 Complement NT_039674.1 AGATCAAGCTGACCT 58887672 LOC328967 58877947 58862025 -9725 58877947 58862025 -9725 58877544 58863071 -10128
Chr9 Normal NT_039472.1 TGGTCACGCTGAACT 8523252 LOC245891 8532975 8547305 -9723 8532975 8547305 -9723 8532975 8547305 -9723
Chr19 Normal NT_039692.1 AGGCCAGCCTGACCT 7478939 MGC25352 7488662 7498298 -9723 7488662 7498298 -9723 7488719 7497604 -9780
Chr12 Complement NT_039548.1 AAGTCACCATGACCA 2071029 Vig1-pending 2061349 2048052 -9680 2061306 2050605 -9723 2061297 2050703 -9732
Chr2 Normal NT_039208.1 AGTTCAGGCTGACCT 22191046 Acp2 22200768 22262525 -9722 22200768 22210621 -9722 22200782 22208587 -9736
Chr7 Normal NT_039419.1 CAGTCATTATGACCT 66601 LOC233184 76321 105101 -9720 76321 105101 -9720 76321 105101 -9720
Chr11 Normal NT_039520.1 GGGTCAGCTTGACCG 40286238 5530401A14Rik 40295957 40329862 -9719 40295957 40329862 -9719 40298935 40329308 -12697
Chr9 Normal NT_039475.1 AGGTAATTGTGACCT 6757990 LOC244958 6767709 6781853 -9719 6767709 6781853 -9719 6767709 6781853 -9719
Chr3 Normal NT_039226.1 AGGTCAACTTGATCC 12075895 LOC241893 12085612 12115883 -9717 12085612 12115883 -9717 12085612 12115883 -9717
Chr11 Complement NT_039520.1 TGGTCAACTTCACCT 36993976 1810014L12Rik 36984260 36975343 -9716 36984260 36975343 -9716 36984178 36976062 -9798
Chr11 Normal NT_039521.1 AGGTCAGCATGACCG 21816756 Map2k6 21826472 21940982 -9716 21826472 21940982 -9716 21826754 21940210 -9998
Chr2 Normal NT_039205.1 AGCTCAGGGTGACCC 7526290 LOC329378 7536004 7565458 -9714 7536004 7545537 -9714 7536053 7545178 -9763
Chr1 Normal NT_039170.1 CTGTCACAGTGACCT 21858091 LOC212187 21867804 21891721 -9713 21867804 21891721 -9713 21891407 21891721 -33316
Chr4 Normal NT_039265.1 GGGGCAGCACGACCC 5061556 Sfpq 5070437 5099283 -8881 5071269 5080163 -9713 5071300 5079847 -9744
Chr2 Complement NT_039209.1 CTGTCACTATGACCC 48273102 C1qr1 48263475 48256634 -9627 48263390 48256634 -9712 48263270 48261089 -9832
Chr14 Normal NT_039606.1 TGGTCAGGTTGACCT 25567201 LOC211255 25576913 25578985 -9712 25576913 25578985 -9712 25576913 25578985 -9712
Chr4 Complement NT_039259.1 TGGTCAAGGAGACCT 18706129 Dctn3 18696478 18687754 -9651 18696419 18687906 -9710 18696417 18688126 -9712



Chr7 Complement NT_039428.1 AGATCAGACTGACCA 5037806 LOC215370 5028097 4994912 -9709 5028097 4994912 -9709 5028097 4994912 -9709
Chr1 Normal NT_039170.1 TGGTCAAGGTGTCCC 47569632 LOC227245 47579341 47585833 -9709 47579341 47585833 -9709 47584878 47585833 -15246
Chr19 Normal NT_039692.1 GGGTCAAGATGATCT 8195515 6330577E15Rik 8205222 8209053 -9707 8205222 8209053 -9707 8205273 8208483 -9758
Chr5 Complement NT_039316.1 GGGTCAGGATGTCCA 1139607 MGC30809 1136261 1127141 -3346 1129900 1127150 -9707 1129866 1127670 -9741
Chr19 Normal NT_039692.1 AGGCCAGCCTGACCT 7478939 LOC329069 7488645 7499327 -9706 7488645 7499327 -9706 0 0 7478939
Chr1 Complement NT_039185.1 AGGCCATCATGACCT 2834520 1600012P17Rik 2825207 2812449 -9313 2824815 2812449 -9705 2814602 2813610 -19918
Chr16 Normal NT_039624.1 GGGGCAATGTGACCC 27859499 LOC224095 27869203 27871037 -9704 27869203 27871037 -9704 27869383 27869832 -9884
Chr16 Normal NT_039625.1 TGGTCACCTTGTCCC 24995754 LOC328723 25005458 25006241 -9704 25005458 25006241 -9704 25005569 25005862 -9815
Chr18 Normal NT_039674.1 AGGTCAGCCTGATCT 34232295 Pcdha@ 34204652 34462024 27643 34241998 34462024 -9703 34204652 34459623 27643
Chr13 Normal NT_039578.1 TGGTCATGATGTCCC 10448407 Hist1h1a 10458109 10458855 -9702 10458109 10458855 -9702 10458158 10458799 -9751
Chr6 Complement NT_039355.1 AGGTCAACTTGATCC 212069 LOC279415 202367 157860 -9702 202367 157860 -9702 202367 157860 -9702
Chr6 Complement NT_039343.1 AGGTCAACTTGACCC 9212630 V1rc16 9202929 9202018 -9701 9202929 9202018 -9701 9202929 9202018 -9701
Chr18 Complement NT_039674.1 TGGTCAGACTGACCA 61856900 LOC328975 61847204 61845332 -9696 61847204 61845332 -9696 61846896 61845892 -10004
Chr11 Complement NT_039520.1 TGGTCAGACTGAGCT 44735438 LOC192860 44725743 44711677 -9695 44725743 44711677 -9695 44724193 44723864 -11245
Chr2 Complement NT_039209.1 GGTTCGCACTGACCC 25491250 LOC271849 25481555 25449318 -9695 25481555 25449318 -9695 25480784 25452230 -10466
Chr9 Complement NT_039472.1 AGGTCACATTTACCA 1904553 4931406C07Rik 1899433 1876408 -5120 1894859 1876408 -9694 1894724 1877887 -9829
Chr12 Normal NT_039549.1 TAGTCAAGTTGACCC 11410904 LOC238162 11420596 11490395 -9692 11420596 11490395 -9692 11420596 11490395 -9692
Chr3 Complement NT_039227.1 TGGTCAACTTGATCC 8505615 LOC229149 8495924 8469334 -9691 8495924 8469334 -9691 8495924 8469334 -9691
Chr7 Complement NT_039395.1 AGATCAGGCTGACCC 1126718 9330104G04Rik 1117029 1113532 -9689 1117029 1113532 -9689 1114732 1114460 -11986
ChrX Normal NT_039701.1 AGGTCAGTCAGACCT 1464934 LOC333512 1474622 1514710 -9688 1474622 1514710 -9688 1474622 1514710 -9688
Chr4 Complement NT_039260.1 TGGTCACATTGTCCC 3286886 3010020C06 3277253 3254510 -9633 3277199 3254510 -9687 3274329 3255623 -12557
Chr1 Complement NT_039183.1 AGGTGGTAGTGACCC 1583375 LOC240784 1573688 1383516 -9687 1573688 1383516 -9687 1573688 1383516 -9687
Chr17 Normal NT_039650.1 TGGTCACTTTGCCCC 2462315 LOC209793 2471999 2472925 -9684 2471999 2472925 -9684 2471999 2472925 -9684
Chr7 Complement NT_039400.1 AGGTGACCATGACCA 1250482 2210010C17Rik 1240799 1226940 -9683 1240799 1231541 -9683 1234917 1231587 -15565
Chr7 Normal NT_039420.1 GGGTCAGTGTGCCCG 1678946 Lobel-pending 1688524 1694818 -9578 1688628 1694809 -9682 1691979 1694136 -13033
Chr16 Complement NT_039625.1 GGATCAAGTTGACCT 16714556 LOC224383 16704874 16703628 -9682 16704874 16703628 -9682 16704874 16703628 -9682
Chr4 Complement NT_039260.1 AGGTCATCATCACCA 2934744 LOC230130 2925062 2915750 -9682 2925062 2915750 -9682 2925062 2915750 -9682
Chr7 Normal NT_039414.1 TGGTCACATTGCCCT 2069782 Slc7a9 2079322 2096288 -9540 2079464 2096288 -9682 2080085 2096185 -10303
Chr17 Normal NT_039658.1 GGGTTGACTTGACCT 12137444 LOC225021 12147125 12149101 -9681 12147125 12149101 -9681 12147142 12148590 -9698
Chr3 Complement NT_039238.1 GGGTAGCAGTGACCC 2917765 4930573H18Rik 2908085 2853628 -9680 2908085 2853628 -9680 2907789 2853950 -9976
Chr7 Normal NT_039413.1 GGCTCACACTGACCC 3491544 Nphs1 3499213 3528526 -7669 3501224 3528019 -9680 3501224 3528019 -9680
Chr10 Normal NT_039502.1 AGGTCAGTCTGAGCT 5036307 2310042E05Rik 5045986 5061832 -9679 5045986 5061832 -9679 5046173 5061379 -9866
Chr8 Normal NT_039455.1 GGGTCTTTTTGACCC 11414068 Cln8 11423563 11435371 -9495 11423746 11432948 -9678 11429697 11431863 -15629
Chr7 Normal NT_039435.1 AGGTCACTGTCACCA 3576809 LOC212067 3586487 3782944 -9678 3586487 3782944 -9678 3586487 3782944 -9678
Chr4 Normal NT_039266.1 GGGTCAGAGTAACCT 8863861 LOC212570 8873535 8877970 -9674 8873535 8877970 -9674 8873535 8877970 -9674
Chr1 Complement NT_039174.1 AGATCAGGCTGACCT 7230263 LOC227421 7220589 7211396 -9674 7220589 7211396 -9674 7220589 7211396 -9674
Chr5 Complement NT_039317.1 GGGTCAGCCTCACCT 577893 E130309D02Rik 568275 554123 -9618 568220 554129 -9673 568009 554717 -9884
Chr3 Normal NT_039227.1 TGGTCAAGATGAACT 12508993 LOC208635 12518188 12520716 -9195 12518666 12520716 -9673 12519326 12519595 -10333
Chr10 Normal NT_039492.1 TGGGCATCTTGACCT 6810039 LOC212449 6819712 6834483 -9673 6819712 6834483 -9673 6819712 6834483 -9673
Chr1 Normal NT_039180.1 GGGTCAGAGTGACCT 15062549 1810033K10Rik 15071901 15080539 -9352 15072221 15077987 -9672 15072505 15077646 -9956
Chr9 Normal NT_039477.1 AGGTCAGCCTGATCT 7389557 Gpx1 7399007 7400369 -9450 7399229 7400369 -9672 7399266 7400089 -9709
Chr17 Complement NT_039657.1 TGGTCAGCCTGCCCC 9875009 LOC213738 9865338 9828760 -9671 9865338 9828760 -9671 9865338 9828760 -9671
Chr8 Normal NT_039467.1 AGGTGAGGGTGACCG 33924473 LOC330836 33934144 33953748 -9671 33934144 33953748 -9671 33934182 33951682 -9709
ChrX Complement NT_039700.1 AGTTCAGCCTGACCT 12253663 Elk1 12243993 12227563 -9670 12243993 12228331 -9670 12235167 12228854 -18496
Chr6 Complement NT_039343.1 GGATCAAGTTGACCT 20197444 LOC232047 20187774 20186635 -9670 20187774 20186635 -9670 20187774 20186635 -9670
Chr7 Complement NT_039414.1 AGGTCAAGCTGATCT 1488167 LOC233108 1478497 1439252 -9670 1478497 1439252 -9670 1478497 1439252 -9670
Chr12 Complement NT_039551.1 GGGTCACTATGACAT 29654516 1110038I05Rik 29644900 29624620 -9616 29644847 29624620 -9669 29644836 29626341 -9680
Chr15 Normal NT_039621.1 TGGTCTCTATGACCC 61228966 Accn2 61238635 61267951 -9669 61238635 61267951 -9669 61263377 61265958 -34411
Chr5 Normal NT_039312.1 AGGTCATCCTGACAG 711633 AW743042 721300 723722 -9667 721300 723722 -9667 721680 722587 -10047
Chr19 Complement NT_039684.1 GGGTTGATGTGACCC 821718 AW491445 812717 804758 -9001 812052 804758 -9666 811870 805534 -9848
Chr19 Complement NT_039692.1 AGGTCAGTATTACCT 11984466 LOC213500 11974800 11693735 -9666 11974800 11693735 -9666 11974800 11693735 -9666
Chr9 Complement NT_039472.1 GGGTCAGAGTGGCCT 1712443 LOC244698 1702777 1644252 -9666 1702777 1644252 -9666 1702777 1644252 -9666
Chr2 Complement NT_039211.1 GGCTCAAGGTGACCC 3101292 1700030G11Rik 3091628 3081991 -9664 3091628 3081991 -9664 3091399 3082094 -9893
Chr4 Complement NT_039262.1 GCGTCGAAGTGACCT 21184440 LOC230344 21174777 21139502 -9663 21174777 21155500 -9663 21174762 21156418 -9678
Chr2 Normal NT_039208.1 AGGTCAATATCACCT 3112684 2310021G01Rik 3122305 3190101 -9621 3122345 3133017 -9661 3122417 3131876 -9733
Chr10 Normal NT_039491.1 GGGTCAGTTTGACAG 7398446 LOC215802 7408106 7408549 -9660 7408106 7408549 -9660 7408106 7408549 -9660
Chr18 Normal NT_039676.1 AGGCCAGCCTGACCA 2092191 LOC269041 2101850 2102378 -9659 2101850 2102378 -9659 2101850 2102378 -9659
Chr11 Normal NT_039521.1 AGATCAGGCTGACCT 10452509 Igfbp4 10462033 10473350 -9524 10462167 10472288 -9658 10462167 10472288 -9658
Chr1 Normal NT_039186.1 AGGTCAGCTTGACAC 2659753 LOC332542 2669411 2676039 -9658 2669411 2676039 -9658 2669411 2676039 -9658
Chr13 Normal NT_039589.1 TGGTCAGAGTGACCG 2916711 LOC271128 2926368 3018596 -9657 2926368 3018596 -9657 2926368 3018596 -9657
Chr1 Normal NT_039185.1 AGGTCCGCCCGACCT 5632012 LOC269134 5641665 5653355 -9653 5641665 5653355 -9653 5645760 5653355 -13748
Chr14 Normal NT_039606.1 GGGTCACTATGACCG 26186429 LOC239192 26196078 26217683 -9649 26196078 26217683 -9649 26196078 26217683 -9649
ChrX Normal NT_039700.1 GGGACACCATGACCA 1967540 3110038L01Rik 1976868 1979291 -9328 1977188 1979283 -9648 1977828 1978376 -10288
Chr6 Complement NT_039343.1 AAGTCACCCTGACCC 9985047 LOC232028 9975399 9975070 -9648 9975399 9975070 -9648 9975399 9975070 -9648
Chr6 Complement NT_039353.1 TGGTCATCCTCACCC 2441798 LOC243530 2432150 2414159 -9648 2432150 2414159 -9648 2432150 2414159 -9648
Chr8 Normal NT_039455.1 AGGTCACGATGACAA 6457628 1110065L07Rik 6467273 6479696 -9645 6467273 6479696 -9645 6476882 6477895 -19254
Chr6 Complement NT_039360.1 GGTTCATCTTGACCA 2091319 LOC232485 2081676 2010831 -9643 2081676 2010831 -9643 2081676 2010831 -9643
Chr17 Normal NT_039666.1 AGGTCAACTTGATCC 54291 LOC193772 63932 74770 -9641 63932 74770 -9641 63932 74770 -9641
Chr11 Complement NT_039521.1 AGGTTACTCTGACCA 12169069 Rab5c 12159430 12136251 -9639 12159430 12136251 -9639 12141320 12137287 -27749
Chr2 Complement NT_039209.1 GGATCAGGCTGACCT 21095596 LOC212641 21085958 21077359 -9638 21085958 21077359 -9638 21085372 21080242 -10224
Chr6 Complement NT_039340.1 TGGTCATTTTGATCC 23455012 LOC232652 23445375 23303760 -9637 23445375 23303760 -9637 23445375 23303760 -9637
Chr4 Complement NT_039267.1 AGATCACAGTGACCA 281674 4930569K13Rik 272038 255248 -9636 272038 255248 -9636 259546 256178 -22128
Chr17 Normal NT_039650.1 ATGTCAGATTGACCA 56784 Pcg-pending 66420 67796 -9636 66420 67796 -9636 67062 67412 -10278
Chr8 Normal NT_039467.1 GGGTCTTCTCGACCC 11152528 LOC234533 11162163 11162835 -9635 11162163 11162835 -9635 11162163 11162835 -9635
Chr5 Complement NT_039316.1 GGCTCACAGTGACCT 3945291 Mmd2 3937852 3918821 -7439 3935656 3918821 -9635 3935656 3920076 -9635
Chr9 Complement NT_039472.1 AGGTCTATCTGACCA 9133468 Rp9h 9123834 9103825 -9634 9123834 9103848 -9634 9123712 9104167 -9756
Chr5 Complement NT_039314.1 AGCTCACATTGACCT 189656 Asl 180037 166993 -9619 180023 166993 -9633 179745 167045 -9911
Chr10 Normal NT_039495.1 GAGTCACGGTGACCT 12467272 LOC194826 12476244 12932575 -8972 12476905 12932575 -9633 12931267 12931536 -463995
Chr7 Normal NT_039395.1 GGGTCTGGATGACCA 363329 Slc8a2 372962 398019 -9633 372962 398019 -9633 372962 398015 -9633
Chr2 Complement NT_039208.1 AGTTCAGGGTGACCT 22718049 D2Ertd391e 22708417 22672467 -9632 22708417 22672467 -9632 22693827 22674227 -24222
Chr9 Complement NT_039482.1 TGGTCACAGTGACCC 4906935 LOC194484 4897303 4893108 -9632 4897303 4893108 -9632 4894274 4893294 -12661
Chr13 Normal NT_039579.1 AGGTCATTCTGATCC 636486 2010012D11Rik 646076 682813 -9590 646117 682813 -9631 646139 682502 -9653
Chr3 Normal NT_039234.1 GGGTCGTGCTGCCCC 20008137 LOC329689 20017768 20020293 -9631 20017768 20020293 -9631 20019162 20019449 -11025
Chr7 Normal NT_039452.1 AGGTCAGTTTGACCT 189635 LOC333636 199266 214963 -9631 199266 214963 -9631 199266 214963 -9631
Chr17 Normal NT_039649.1 TGGTCATCCTGACTC 1019661 C630036E02Rik 1029290 1038711 -9629 1029290 1038711 -9629 1032258 1037259 -12597
Chr2 Normal NT_039210.1 TGGTCTCAATGACCC 11571142 LOC195488 11580771 11610556 -9629 11580771 11582051 -9629 11580771 11582051 -9629
Chr11 Normal NT_039515.1 TGGTCACGGTGACCT 17725175 LOC237686 17734803 17745642 -9628 17734803 17745642 -9628 17734803 17745642 -9628
Chr2 Normal NT_039205.1 CTGTCAAGGTGACCT 9420830 2810003C17Rik 9430428 9534480 -9598 9430455 9453593 -9625 9430503 9451142 -9673
Chr2 Complement NT_039210.1 TGGTCATTGTAACCT 17464951 AW536104 17455326 17443505 -9625 17455326 17443505 -9625 17455319 17444876 -9632
Chr2 Normal NT_039210.1 GGGTCGCTCTGAGCT 13487929 2410003H12Rik 13497225 13515571 -9296 13497552 13501406 -9623 13499369 13500736 -11440
Chr19 Complement NT_039687.1 AGGTCAGACTGATCC 14257931 1700028P14Rik 14248309 14154753 -9622 14248309 14154753 -9622 14248223 14154849 -9708
Chr11 Complement NT_039520.1 AGTTCATATTGACCT 36523492 Eral1 36513895 36506902 -9597 36513870 36506902 -9622 36511879 36507577 -11613
Chr11 Complement NT_039520.1 AGGTCACTTTCACCA 37971513 Evi2 37964136 37946910 -7377 37961891 37960282 -9622 37950272 37948938 -21241
Chr1 Complement NT_039189.1 CGTTCACCCTGACCC 7924563 LOC241020 7914942 7913185 -9621 7914942 7913185 -9621 7914942 7913185 -9621
Chr10 Normal NT_039502.1 AGGTGACTCTGACCA 5642514 CRAD-L 5652099 5662835 -9585 5652134 5662835 -9620 5652179 5662609 -9665



Chr2 Normal NT_039205.1 AGGTCAGGCTGATCT 142933 LOC241269 152553 208823 -9620 152553 208823 -9620 152553 208823 -9620
Chr11 Complement NT_039520.1 AGGTCATCCTTACCT 13287887 Anxa6 13278269 13223783 -9618 13278269 13223783 -9618 13266382 13224290 -21505
Chr15 Normal NT_039621.1 AGGTCAGTGTGACAT 46313037 LOC239564 46322655 46323656 -9618 46322655 46323656 -9618 46322655 46323656 -9618
Chr14 Complement NT_039598.1 CTGTCATTCTGACCC 821164 LOC238985 811548 781108 -9616 811548 781108 -9616 811548 781108 -9616
Chr12 Complement NT_039539.1 GGGGCAGAATGACCT 2077198 LOC238040 2067583 2062766 -9615 2067583 2062766 -9615 2067583 2062766 -9615
Chr15 Normal NT_039621.1 AGGTCAGGGAGACCT 60143773 LOC332129 60153386 60173798 -9613 60153386 60173798 -9613 60153386 60173798 -9613
Chr3 Complement NT_039226.1 AGGTCAACTTGATCC 12075895 LOC195509 12066283 12065540 -9612 12066283 12065540 -9612 12066283 12065540 -9612
Chr3 Complement NT_039242.1 TTGTCATCTTGACCT 7147314 LOC229875 7138061 7135818 -9253 7137703 7135818 -9611 7137471 7137148 -9843
Chr2 Complement NT_039209.1 GTGTCAAGTTGACCA 20874942 LOC241626 20865331 20842524 -9611 20865331 20842524 -9611 20865331 20842524 -9611
Chr10 Normal NT_039492.1 AGGACAGGGTGACCA 1539589 LOC276742 1549200 1550276 -9611 1549200 1550276 -9611 1549200 1550276 -9611
Chr17 Normal NT_039649.1 AGGTCACACTGACTG 9855768 1700029I08Rik 9865378 9866747 -9610 9865378 9866747 -9610 9865450 9866697 -9682
Chr9 Complement NT_039474.1 AGGTCAATATGAACT 4128747 Dri2 4119137 4075255 -9610 4119137 4075412 -9610 4119064 4077417 -9683
Chr17 Normal NT_039655.1 AGGTCAGTCTGGCCT 8061693 Trem2b 8071303 8076771 -9610 8071303 8076771 -9610 8071303 8076771 -9610
Chr5 Complement NT_039299.1 TAGTCACCTTGACCT 8784960 Cdk5 8775396 8760046 -9564 8775351 8771041 -9609 8775297 8771188 -9663
Chr11 Complement NT_039520.1 AGGTCTGCATGACCT 13862170 Glra1 13853026 13759067 -9144 13852561 13759641 -9609 13852561 13759641 -9609
Chr17 Complement NT_039655.1 GGATCAAGTTGACCA 13055301 LOC240114 13045692 13043301 -9609 13045692 13043301 -9609 13045692 13043301 -9609
Chr17 Normal NT_039662.1 TGCTCACACTGACCT 1299196 Ddah2 1308791 1311796 -9595 1308804 1311796 -9608 1309868 1311513 -10672
Chr7 Normal NT_039400.1 TGGTCATTTTTACCC 1025766 LOC232948 1035374 1036679 -9608 1035374 1036679 -9608 1035967 1036320 -10201
Chr17 Complement NT_039649.1 AGGTCACAGTGTCCC 1870798 LOC328781 1861191 1860078 -9607 1861191 1860078 -9607 1860902 1860240 -9896
Chr12 Complement NT_039539.1 GGGGCAAAGTGACCA 8773720 LOC331801 8764115 8648432 -9605 8764115 8648432 -9605 8764115 8648432 -9605
Chr15 Complement NT_039621.1 AGCTCAGGCTGACCT 59355191 Hdac7a 59381571 59326495 26380 59345592 59327474 -9599 59345592 59327528 -9599
Chr9 Normal NT_039472.1 TGGTCAGGATGACCT 5050870 Mbd3l2 5047534 5062379 3336 5060469 5062379 -9599 5060522 5061990 -9652
ChrX Complement NT_039716.1 TGCTCATCATGACCT 4508997 5630401M14Rik 4499399 4449357 -9598 4499399 4449357 -9598 4499095 4450833 -9902
Chr17 Normal NT_039649.1 TGCTCACACTGACCT 11509742 Ddah2 11519327 11522332 -9585 11519340 11522332 -9598 11520404 11522049 -10662
Chr6 Complement NT_039358.1 AGGTCAAGATGCCCC 151787 Klra2 142190 105473 -9597 142190 105473 -9597 140237 105561 -11550
Chr21 Complement NT_039757.1 TGGTCATGATGACTC 58599 LOC194868 49002 9410 -9597 49002 9410 -9597 49002 9410 -9597
Chr12 Normal NT_039551.1 AGGTCACAGTGACAT 26832297 1700029M07Rik 26841893 26875628 -9596 26841893 26875628 -9596 26842046 26874236 -9749
Chr11 Complement NT_039521.1 AGATCAGGCTGACCT 10452509 Top2a 10442976 10411626 -9533 10442913 10412441 -9596 10442864 10412481 -9645
Chr8 Complement NT_039467.1 AGGGCACTGTGACCA 32102198 Cklf 32092651 32080730 -9547 32092603 32080730 -9595 32092526 32081090 -9672
Chr1 Complement NT_039185.1 TGTTCAAGGTGACCT 10426683 LOC226601 10417088 10375975 -9595 10417088 10375975 -9595 10417088 10375975 -9595
Chr13 Normal NT_039587.1 TGGTCAGGCTGGCCT 588637 2300006M17Rik 560302 645618 28335 598230 618919 -9593 598454 618303 -9817
Chr15 Complement NT_039621.1 GGATCAACTTGACCA 15113183 LOC223570 15103590 15056916 -9593 15103590 15056916 -9593 15103590 15056916 -9593
Chr5 Normal NT_039339.1 AGGTAAACATGACCG 5176 Cxcl11 12492 18534 -7316 14768 18534 -9592 14828 17298 -9652
Chr5 Normal NT_039312.1 GGGCCGACTTGACCT 8077777 C030022K24Rik 8075577 8148362 2200 8087364 8119657 -9587 8113504 8119431 -35727
Chr9 Normal NT_039482.1 AGGTCAGGATAACCC 4876688 LOC331039 4886275 4887738 -9587 4886275 4887738 -9587 4886606 4887034 -9918
Chr5 Complement NT_039307.1 GGGTCAATCTCACCC 11134924 Ugt2b5 11125353 11109979 -9571 11125337 11109979 -9587 11125325 11110232 -9599
ChrX Normal NT_039713.1 AGGCCAACTTGACCT 9189305 LOC237013 9198533 9230043 -9228 9198891 9230043 -9586 9199071 9199517 -9766
Chr14 Normal NT_039609.1 GGGTTGGAATGACCC 23707362 LOC223261 23716944 23722101 -9582 23716944 23722101 -9582 23716944 23722101 -9582
Chr5 Complement NT_039316.1 AGGTGGGTATGACCT 2755827 LOC243318 2746246 2685689 -9581 2746246 2685689 -9581 2746246 2685689 -9581
Chr15 Complement NT_039620.1 GGGTCATCCTGACTC 4192858 LOC328528 4183279 4153906 -9579 4183279 4153906 -9579 4183241 4166926 -9617
Chr18 Normal NT_039674.1 AGGTCACAATGACTT 62044561 LOC332329 62054140 62077601 -9579 62054140 62077601 -9579 62054140 62077601 -9579
Chr3 Complement NT_039239.1 AGATCATGCTGACCT 9308335 LOC329734 9298758 9293866 -9577 9298758 9293866 -9577 9296239 9295922 -12096
Chr6 Complement NT_039350.1 AGATCATGCTGACCA 869017 1700011F03Rik 859441 853608 -9576 859441 853608 -9576 858211 853783 -10806
Chr8 Normal NT_039460.1 CTGTCATATTGACCC 1909425 LOC244458 1919001 1926926 -9576 1919001 1926926 -9576 1919001 1926926 -9576
Chr6 Normal NT_039350.1 AGGTCAGAGCGCCCC 3274973 LOC232095 3284548 3327957 -9575 3284548 3327957 -9575 3284548 3327957 -9575
Chr16 Normal NT_039624.1 AGGTCAGATTGACTT 1834403 LOC239692 1843978 2159259 -9575 1843978 2159259 -9575 1843978 2159259 -9575
Chr11 Complement NT_039530.1 GGGTCTCTGTGACCA 32138 LOC333841 22566 17173 -9572 22566 17173 -9572 22566 17173 -9572
Chr5 Complement NT_039305.1 GGGTCAACTTGATCC 7729452 AB041544 7719881 7610533 -9571 7719881 7610559 -9571 7719695 7611564 -9757
Chr16 Complement NT_039624.1 GGGTGGGAGTGACCT 7041569 LOC332140 7031998 7027032 -9571 7031998 7027032 -9571 7031998 7027032 -9571
Chr19 Normal NT_039695.1 GGGACGGCGTGACCC 885 LOC333644 10456 44829 -9571 10456 44829 -9571 10456 44829 -9571
Chr7 Normal NT_039436.1 GGCTCACAGCGACCC 2065678 Pkp3 2073689 2085949 -8011 2075249 2085949 -9571 2075341 2085606 -9663
Chr7 Complement NT_039413.1 TGGTCACTCTGAGCT 2328812 Spint2 2319241 2293630 -9571 2319241 2293630 -9571 2318907 2293960 -9905
Chr14 Normal NT_039614.1 GGATCAAGTTGACCA 848169 LOC279872 857738 861123 -9569 857738 861123 -9569 857738 861123 -9569
Chr10 Normal NT_039496.1 AGGCCGGCCTGACCT 7189112 2510012J08Rik 7197391 7199882 -8279 7198680 7199882 -9568 7198972 7199803 -9860
Chr15 Normal NT_039621.1 AAGTCATCCTGACCC 35846379 LOC239534 35855947 35900789 -9568 35855947 35900789 -9568 35855947 35900789 -9568
Chr6 Normal NT_039341.1 TGGTCACTGGGACCC 15275534 LOC232775 15285100 15332289 -9566 15285100 15332289 -9566 15285100 15332289 -9566
Chr4 Normal NT_039266.1 GGGACAAGATGACCT 6672048 LOC332951 6681614 6714230 -9566 6681614 6714230 -9566 6681614 6714230 -9566
Chr1 Complement NT_039186.1 AGGTCAGCTTGACAC 2659753 LOC278820 2650188 2635727 -9565 2650188 2635727 -9565 2650188 2635727 -9565
Chr18 Complement NT_039674.1 AGGTCATATAGACCC 3990007 LOC210719 3980443 3910606 -9564 3980443 3910606 -9564 3978210 3912471 -11797
Chr7 Normal NT_039420.1 AGGTCACCATGACCA 2631273 LOC243968 2639569 2648059 -8296 2640835 2648059 -9562 2645223 2647929 -13950
Chr11 Normal NT_039521.1 AGGTCTCACTGACCG 29806443 LOC194961 29816003 29832852 -9560 29816003 29832852 -9560 29816003 29832852 -9560
Chr7 Normal NT_039436.1 AGGTCAGTTTTACCA 1928143 LOC212974 1936558 1942825 -8415 1937703 1942823 -9560 1938505 1942040 -10362
Chr8 Complement NT_039467.1 AGGTCAACTTGATCC 21134156 LOC330825 21124596 21122277 -9560 21124596 21122277 -9560 21123478 21122834 -10678
Chr4 Complement NT_039264.1 GGGTCTCTGTGACCA 17920869 7420700M05Rik 17911315 17903519 -9554 17911315 17903519 -9554 17911228 17904790 -9641
Chr4 Normal NT_039268.1 GGGTCATATTGGCCC 8765077 2310042D19Rik 8774570 8780009 -9493 8774629 8780009 -9552 8775703 8778522 -10626
Chr19 Complement NT_039684.1 TGGTCAAACTAACCC 615597 2610036L13Rik 606161 599371 -9436 606045 599371 -9552 605981 600416 -9616
Chr7 Complement NT_039433.1 GGGTGAGCATGACCT 17515326 9430065N20Rik 17505774 17484687 -9552 17505774 17484687 -9552 17505115 17485021 -10211
Chr19 Normal NT_039684.1 GGCTCAAGGTGACCC 1198554 1200008A18Rik 1207854 1213499 -9300 1208105 1213362 -9551 1208134 1213293 -9580
Chr5 Complement NT_039312.1 GGGACAATGTGACCT 1961746 LOC330175 1952195 1950292 -9551 1952195 1950292 -9551 1951350 1951078 -10396
Chr17 Complement NT_039658.1 TGGCCAGATTGACCC 15677798 LOC278748 15668248 15643952 -9550 15668248 15643952 -9550 15668248 15643952 -9550
Chr11 Complement NT_039520.1 ATGTCAAGGTGACCT 23077083 LOC195077 23067537 23035572 -9546 23067537 23035572 -9546 23067537 23035572 -9546
Chr2 Normal NT_039208.1 AAGTCACCCTGACCA 18889339 LOC228273 18898885 18925140 -9546 18898885 18899765 -9546 18898885 18899765 -9546
Chr17 Normal NT_039655.1 AGGTCAGTCTGGCCT 8061693 Trem2c 8071237 8076959 -9544 8071237 8076959 -9544 0 0 8061693
Chr16 Complement NT_039630.1 GGGCCACAGTGACCC 182072 LOC239733 172529 171104 -9543 172529 171104 -9543 172529 171104 -9543
Chr5 Normal NT_039312.1 GGGTCAGTGTGAACT 8233988 LOC330185 8243531 8245421 -9543 8243531 8245421 -9543 8243813 8244292 -9825
Chr17 Normal NT_039655.1 AGGTCAGTCTGGCCT 8061693 Trem2a 8071159 8077018 -9466 8071236 8077018 -9543 0 0 8061693
Chr3 Complement NT_039228.1 AGGTCACCGTGGCCA 8925430 LOC241954 8915888 8875795 -9542 8915888 8875795 -9542 8915888 8875795 -9542
Chr10 Normal NT_039502.1 AGGCCAGCCTGACCG 5625397 RDH-S2 5634939 5646798 -9542 5634939 5646798 -9542 5635032 5645958 -9635
Chr7 Complement NT_039433.1 AGGTCAGCCTGATCT 21287087 2410015N17Rik 21277573 21273842 -9514 21277546 21273842 -9541 21277502 21273914 -9585
Chr17 Complement NT_039656.1 AGGTCGCATTGACCA 1980828 AL024077 1971287 1957133 -9541 1971287 1957133 -9541 1971196 1957444 -9632
Chr1 Complement NT_039173.1 AGGTTATGCTGACCC 1546977 Ecel1 1538932 1530073 -8045 1537436 1530329 -9541 1537400 1530398 -9577
Chr19 Complement NT_039692.1 GGGTCACGCCGTCCC 6200445 LOC213015 6190904 6169103 -9541 6190904 6169103 -9541 6190904 6169103 -9541
Chr9 Complement NT_039474.1 AGGTCAGGCTTACCA 17292841 Lipc 17283570 17142759 -9271 17283301 17142882 -9540 17283295 17142897 -9546
Chr9 Complement NT_039472.1 AGGTCATCATGACTG 7200416 LOC244720 7190877 7188818 -9539 7190877 7188818 -9539 7190212 7189703 -10204
Chr16 Normal NT_039625.1 GGGGCAGCACGACCC 24049588 LOC332200 24059127 24059402 -9539 24059127 24059402 -9539 24059127 24059402 -9539
Chr4 Complement NT_039262.1 GGGTCATGTTGACTT 26072196 Mllt3 26289814 26029011 217618 26062657 26029017 -9539 26289637 26030359 217441
Chr3 Complement NT_039239.1 TGGTCACATTGAGCC 167720 Hsd3b2 158182 142868 -9538 158182 142868 -9538 150166 145112 -17554
Chr2 Complement NT_039210.1 TGGGCAGAGTGACCC 12546400 LOC329556 12536862 12533196 -9538 12536862 12533196 -9538 12534558 12534208 -11842
ChrX Complement NT_039709.1 TGGTCAACTTGATCC 1632097 LOC331447 1622559 1621927 -9538 1622559 1621927 -9538 1622559 1621927 -9538
Chr11 Complement NT_039520.1 TGGTCACTTTGTCCC 38338073 LOC331764 38328535 38292380 -9538 38328535 38292380 -9538 38328535 38292380 -9538
Chr9 Normal NT_039477.1 GGGCCAAGTCGACCT 7125562 Mst1 7135075 7139621 -9513 7135100 7139621 -9538 7135100 7139556 -9538
Chr10 Normal NT_039496.1 AGGTCAGCTTGAACT 6118824 Dazap1 6124760 6154621 -5936 6128361 6154621 -9537 6128414 6154621 -9590
Chr17 Complement NT_039638.1 GGGTCGTGCTGCCCC 2155723 LOC332212 2146188 2062664 -9535 2146188 2062664 -9535 2146188 2062664 -9535
Chr2 Complement NT_039205.1 AGGCCAGGCTGACCC 1961877 Pax8 1952386 1897348 -9491 1952343 1897348 -9534 1951884 1898335 -9993
Chr9 Complement NT_039475.1 AGGTCACTGTGACTT 2745712 Hmgn3 2736339 2699600 -9373 2736179 2699600 -9533 2736099 2700043 -9613



Chr12 Complement NT_039552.1 TGGTCACAATGAGCT 15009339 LOC271043 14999807 14993207 -9532 14999807 14993207 -9532 14999807 14993207 -9532
Chr9 Normal NT_039473.1 AGGTCACAGTGTCCC 12601023 4932432N04Rik 12610551 12614034 -9528 12610551 12614034 -9528 12611400 12611693 -10377
Chr9 Normal NT_039473.1 AGCTCACCCTGACCG 3691687 LOC270150 3701214 3707721 -9527 3701214 3707719 -9527 3701214 3707658 -9527
Chr2 Normal NT_039208.1 AGGTCACGCTGGCCC 10381186 LOC329437 10390712 10553534 -9526 10390712 10412762 -9526 10390712 10412762 -9526
Chr1 Complement NT_039171.1 AGGTCAGTTTGAGCC 2262640 2900005C20Rik 2253115 2250776 -9525 2253115 2250776 -9525 0 0 -2262640
Chr15 Complement NT_039621.1 AGGTCACCACGACCT 44262682 1300006E06Rik 44253208 44249016 -9474 44253159 44249021 -9523 44253087 44249091 -9595
Chr2 Complement NT_039208.1 ATGTCACCATGACCA 22244348 Ddb2 22234825 22209431 -9523 22234825 22209431 -9523 22234663 22209795 -9685
Chr15 Complement NT_039621.1 AGGTCAACTTGATCC 44187560 LOC271299 44178037 44176779 -9523 44178037 44176779 -9523 44178037 44176779 -9523
Chr14 Complement NT_039598.1 GGGCCAAGCTGACCT 4760409 LOC328373 4750887 4749586 -9522 4750887 4749586 -9522 4750177 4749899 -10232
Chr2 Normal NT_039210.1 AGGACACTGTGACCA 13488031 2410003H12Rik 13497225 13515571 -9194 13497552 13501406 -9521 13499369 13500736 -11338
Chr7 Complement NT_039400.1 CGGTCATCCTGACCT 860560 LOC232947 851039 819570 -9521 851039 819570 -9521 850674 820144 -9886
Chr9 Complement NT_039474.1 GGGTCATGCTAACCA 4128653 Dri2 4119137 4075255 -9516 4119137 4075412 -9516 4119064 4077417 -9589
Chr15 Normal NT_039621.1 AGGTCAGGGGGACCC 60393135 LOC223887 60402651 60410617 -9516 60402651 60410617 -9516 60402679 60403724 -9544
Chr14 Complement NT_039599.1 TGGACACGGTGACCT 6349622 LOC239085 6340106 6320565 -9516 6340106 6320565 -9516 6340106 6320565 -9516
Chr16 Normal NT_039625.1 AGGTCAGGCTGGCCT 28852328 1110051N18Rik 28848660 28871536 3668 28861843 28871536 -9515 28865836 28870384 -13508
Chr11 Complement NT_039520.1 AGGTCAGGTTAACCC 28727126 4930563C04Rik 28717613 28699888 -9513 28717613 28710213 -9513 28717594 28710261 -9532
Chr2 Normal NT_039210.1 GGGTCACCATCACCC 7141256 LOC228850 7150769 7172553 -9513 7150769 7170350 -9513 7155880 7169112 -14624
Chr5 Normal NT_039312.1 GGGTCAATATGACTA 8975477 Vps29 8984965 8993551 -9488 8984990 8993551 -9513 8985051 8993187 -9574
Chr18 Normal NT_039674.1 CGGTCACCATGAGCC 59538933 LOC225609 59548445 59552707 -9512 59548445 59552707 -9512 59548807 59552398 -9874
Chr10 Normal NT_039500.1 GGGTGAAACTGACCA 30533061 LOC327825 30542569 30545770 -9508 30542569 30545770 -9508 30542883 30543185 -9822
Chr4 Complement NT_039260.1 GGGTTGGCCTGACCT 4198309 LOC269533 4189119 4165976 -9190 4188802 4165976 -9507 4188799 4166491 -9510
Chr12 Complement NT_039553.1 GGGACAGTGTGACCC 8924905 LOC217886 8915399 8914036 -9506 8915399 8914036 -9506 8915314 8914036 -9591
ChrX Normal NT_039709.1 CGGTCTCATTGACCT 11964233 LOC245501 11973739 11985496 -9506 11973739 11985496 -9506 11973739 11985496 -9506
Chr2 Complement NT_039209.1 TGGTCTACTTGACCT 20608745 Ttbk1 20599677 20478672 -9068 20599239 20489744 -9506 20571881 20499621 -36864
Chr2 Complement NT_039209.1 TGGACATGCTGACCT 5791820 LOC212394 5782318 5725857 -9502 5782318 5725857 -9502 5782318 5725857 -9502
Chr17 Complement NT_039650.1 GGGTCACCTTGAACA 980947 LOC328810 971447 971106 -9500 971447 971106 -9500 971447 971106 -9500
Chr2 Complement NT_039210.1 GGGTTGCAATGACCC 12546359 LOC329556 12536862 12533196 -9497 12536862 12533196 -9497 12534558 12534208 -11801
Chr9 Normal NT_039473.1 TGGGCAGCTTGACCC 12861176 B130009M24Rik 12870672 12885116 -9496 12870672 12885116 -9496 12884209 12884643 -23033
ChrX Normal NT_039700.1 AGGTCAGTCTGACCC 4732437 LOC331388 4741933 4748562 -9496 4741933 4748562 -9496 4747684 4747998 -15247
Chr16 Complement NT_039625.1 AGGTCACAGTGTCCA 2978690 LOC332190 2969194 2720980 -9496 2969194 2720980 -9496 2969194 2720980 -9496
Chr8 Normal NT_039464.1 TGGTCAACTTGACCT 323437 1110012M11Rik 332924 338337 -9487 332932 338028 -9495 332976 337826 -9539
Chr8 Normal NT_039467.1 GGGTCACAGTGTCCC 48502742 AI323585 48512237 48521309 -9495 48512237 48521309 -9495 48512656 48518536 -9914
Chr16 Complement NT_039624.1 GGGTCATTTTGACTT 16281957 MOR272-1 16272465 16271527 -9492 16272465 16271527 -9492 16272465 16271527 -9492
Chr10 Normal NT_039492.1 TGGTCAAGGTGACTT 20313416 1200002H13Rik 20322907 20346271 -9491 20322907 20346271 -9491 20322907 20344453 -9491
Chr5 Normal NT_039314.1 GGCTCACTGTGACCC 6398029 AI447729 6407519 6414017 -9490 6407519 6414017 -9490 6407825 6413118 -9796
Chr18 Complement NT_039674.1 GGGACGTAATGACCC 68080495 LOC225699 68071006 68070093 -9489 68071006 68070093 -9489 68070442 68070146 -10053
Chr11 Complement NT_039521.1 GGGTCACAATGACCC 15153589 LOC195095 15144101 15122655 -9488 15144101 15122655 -9488 15144101 15122655 -9488
Chr11 Complement NT_039521.1 AGGTCAGGTTGTCCA 28304332 Ptdsr 28294844 28288902 -9488 28294844 28288902 -9488 28294662 28289101 -9670
Chr1 Complement NT_039170.1 TGGTCATGCAGACCT 38371436 LOC227165 38361949 38356559 -9487 38361949 38356559 -9487 38361878 38361600 -9558
Chr14 Complement NT_039598.1 AGGTCAGCCTGAGCT 3721319 Cacna1d 3711833 3262254 -9486 3711833 3264379 -9486 3711778 3264379 -9541
Chr4 Complement NT_039260.1 AGGTAAGGGTGACCG 4169241 LOC230143 4159756 4157294 -9485 4159756 4157294 -9485 4159700 4157456 -9541
Chr19 Complement NT_039692.1 CAGTCAACTTGACCC 4105478 LOC332388 4095996 4060390 -9482 4095996 4060390 -9482 4095996 4060390 -9482
Chr6 Complement NT_039356.1 AGATCAGGCTGACCT 63127 C1sb 54966 42279 -8161 53647 42820 -9480 53647 42820 -9480
Chr11 Complement NT_039521.1 GGGGCAGCACGACCC 32531677 Sectm1 32522228 32512117 -9449 32522197 32513190 -9480 32514956 32513534 -16721
Chr7 Complement NT_039420.1 GGGGCAAGGTGACCA 2623590 Sult2b1 2614144 2583210 -9446 2614111 2583210 -9479 2614042 2583226 -9548
Chr8 Normal NT_039460.1 AGGTGGTGGTGACCT 1228225 LOC330753 1237703 1240984 -9478 1237703 1240984 -9478 1237703 1240984 -9478
Chr18 Complement NT_039674.1 AGGTCACTATGAGCC 53129519 LOC225550 53120042 53101904 -9477 53120042 53101904 -9477 53120042 53101904 -9477
Chr2 Complement NT_039209.1 TGGACACTCTGACCC 26273743 LOC241633 26264266 26134919 -9477 26264266 26134919 -9477 26253052 26152335 -20691
Chr11 Normal NT_039520.1 AGGTCACTACGATCC 35634103 LOC278311 35643576 35723875 -9473 35643576 35723875 -9473 35643576 35723875 -9473
Chr18 Normal NT_039674.1 AGCTCAGACTGACCA 39290011 9130023G24Rik 39299439 39402381 -9428 39299482 39402381 -9471 39299590 39400152 -9579
Chr6 Normal NT_039353.1 AGGACATGCTGACCA 592520 MGC25529 601990 676493 -9470 601991 676493 -9471 604154 668743 -11634
Chr5 Normal NT_039303.1 GGGTCAATTTCACCT 671084 1110017L09Rik 680554 766929 -9470 680554 766551 -9470 680554 766551 -9470
Chr7 Complement NT_039437.1 TGCTCAGTGTGACCC 212635 LOC330676 203165 200975 -9470 203165 200975 -9470 201832 201557 -10803
Chr18 Normal NT_039678.1 TGGTCATATTTACCC 4209764 Neto1 4218567 4326669 -8803 4219234 4325116 -9470 4219498 4323911 -9734
Chr3 Normal NT_039239.1 GGATCAAGTTGACCT 4440757 5730470L24Rik 4450221 4458395 -9464 4450226 4457462 -9469 4450290 4456290 -9533
Chr3 Complement NT_039239.1 GGGTCAAATGGACCA 6445041 Wnt2b 6435907 6418502 -9134 6435572 6420453 -9469 6435458 6420668 -9583
ChrX Normal NT_039702.1 GGGTCATCATGTCCT 369867 Kaiso-pending 379230 384178 -9363 379335 384034 -9468 381711 383726 -11844
Chr1 Complement NT_039170.1 AGGTAATGTTGACCA 41245634 LOC329172 41236167 41235134 -9467 41236167 41235134 -9467 41235799 41235593 -9835
Chr10 Normal NT_039500.1 CGGTCACCATGGCCT 29835995 Ptprb 29821082 29928471 14913 29845457 29928471 -9462 29845578 29928422 -9583
Chr17 Normal NT_039649.1 CTGTCAGAATGACCT 4711825 2810027J07 4721036 4749750 -9211 4721286 4749750 -9461 4733746 4749075 -21921
Chr17 Complement NT_039636.1 GGGGCACTGTGACCA 367247 Snx9 414234 328819 46987 357787 328819 -9460 357740 329181 -9507
Chr1 Normal NT_039174.1 AGGTTGGGCTGACCT 6190072 C230078M14 6199527 6649990 -9455 6199527 6649990 -9455 6266620 6648660 -76548
Chr4 Normal NT_039262.1 CAGTCATTTTGACCT 4975872 LOC332894 4985327 4998095 -9455 4985327 4998095 -9455 4985331 4998095 -9459
Chr11 Complement NT_039515.1 AGCTCAGGATGACCC 27369735 Spnb2 27360362 27261512 -9373 27360280 27269742 -9455 27359948 27271118 -9787
Chr13 Complement NT_039580.1 GGGTCAGGGTGACTT 4741594 LOC238616 4732140 4704942 -9454 4732140 4704942 -9454 4732140 4704942 -9454
Chr8 Normal NT_039467.1 AGGTCAACCTGACCA 4957874 AI931714 4967326 4999410 -9452 4967326 4999410 -9452 4967467 4999322 -9593
Chr13 Complement NT_039578.1 GGGTCAGGCTGTCCC 10812476 1110037D04Rik 10803025 10706785 -9451 10803025 10706785 -9451 10793412 10714493 -19064
Chr19 Normal NT_039687.1 TGGTTATATTGACCT 4112370 LOC329031 4121821 4130662 -9451 4121821 4130662 -9451 4121821 4130662 -9451
Chr8 Complement NT_039467.1 TGGTCATTGTGAGCT 45561510 4632417N05Rik 45554235 45542052 -7275 45552061 45542052 -9449 45545707 45543369 -15803
Chr10 Complement NT_039496.1 TGGTCACGAAGACCT 6457540 Klf16 6448119 6437693 -9421 6448092 6437693 -9448 6447998 6439489 -9542
Chr2 Complement NT_039211.1 AGGCCAACCTGACCT 2342769 LOC241820 2333321 2296063 -9448 2333321 2296063 -9448 2333321 2296063 -9448
ChrX Normal NT_039700.1 AGGTAATACTGACCA 1910661 LOC236649 1920107 1922516 -9446 1920107 1922516 -9446 1920120 1920596 -9459
Chr16 Normal NT_039624.1 TGGTCAACTTGATCC 31683389 A930019C19Rik 31692833 31746734 -9444 31692833 31746734 -9444 31704832 31746532 -21443
Chr18 Normal NT_039674.1 GGGTCAGAAAGACCA 9708610 LOC328901 9718051 9723196 -9441 9718051 9723196 -9441 9718319 9722855 -9709
Chr2 Complement NT_039202.1 AGGTCAAAATGACAT 12060774 4933414E04Rik 12051335 11993136 -9439 12051335 11993136 -9439 12045447 11993149 -15327
Chr19 Complement NT_039692.1 TGGTCCTCGTGACCT 4583336 2610528C06Rik 4573898 4547458 -9438 4573898 4548062 -9438 4561299 4548558 -22037
Chr9 Normal NT_039482.1 GGGTCGTTATGACAT 6231405 1500010M16Rik 6240839 6243473 -9434 6240839 6243473 -9434 6240956 6243103 -9551
Chr18 Complement NT_039674.1 GGGTCCATCTGACCA 14147599 LOC225234 14138166 14034886 -9433 14138166 14034886 -9433 14138166 14034886 -9433
ChrX Complement NT_039700.1 GGGTCTATCTGACCT 1966395 LOC236651 1956962 1944138 -9433 1956962 1944138 -9433 1956962 1944138 -9433
Chr12 Normal NT_039553.1 AGGCCATGCTGACCT 9196578 AW489976 9206008 9207049 -9430 9206008 9207049 -9430 9206333 9206644 -9755
Chr15 Normal NT_039621.1 AGGACAGGCCGACCC 39809614 Mpst 39818746 39823011 -9132 39819044 39823011 -9430 39819075 39822682 -9461
Chr10 Complement NT_039502.1 AGGTCAGTCTGAACT 6443521 Znfn1a4 6435251 6423011 -8270 6434092 6423011 -9429 6433340 6423078 -10181
Chr5 Complement NT_039307.1 CGGTCATGTTTACCT 16413081 Cxcl11 16405861 16399923 -7220 16403653 16399923 -9428 16403590 16401141 -9491
Chr15 Normal NT_039621.1 AAGTCAGGGTGACCC 57862507 4432409D24Rik 57871931 57915312 -9424 57871931 57915312 -9424 57880810 57901868 -18303
Chr6 Normal NT_039340.1 AGGTCATATTGGCCA 21429706 4930400E23Rik 21439130 21481286 -9424 21439130 21481286 -9424 21466810 21481078 -37104
Chr9 Normal NT_039477.1 GGGTCGTGATGTCCC 1453402 LOC235554 1462826 1473545 -9424 1462826 1473545 -9424 1467677 1473545 -14275
Chr8 Normal NT_039467.1 TGTTCACACTGACCC 52650669 LOC234877 52660090 52665505 -9421 52660090 52665505 -9421 52660090 52665505 -9421
Chr14 Normal NT_039609.1 GAGTCATTATGACCT 16204113 LOC239255 16213532 16260724 -9419 16213532 16260724 -9419 16213532 16260724 -9419
ChrX Normal NT_039700.1 TGATCAAGATGACCC 15119526 LOC214447 15117265 15146882 2261 15128943 15146882 -9417 15136900 15145875 -17374
Chr11 Normal NT_039521.1 GGGTCACAGCGACCT 28696968 LOC278357 28706385 28747219 -9417 28706385 28747219 -9417 28706385 28747219 -9417
Chr7 Complement NT_039429.1 GGATCAAGTTGACCA 23145555 MOR31-6 23136139 23135171 -9416 23136139 23135171 -9416 23136139 23135171 -9416
Chr2 Complement NT_039208.1 AGTTCACAGCGACCT 2202085 Dlx2 2192670 2189338 -9415 2192670 2189338 -9415 2192321 2190449 -9764
Chr3 Complement NT_039242.1 TAGTCAAGCTGACCT 21816394 LOC215722 21806983 21797365 -9411 21806983 21797365 -9411 21806983 21797365 -9411
Chr19 Complement NT_039692.1 AGGTCAGGGTGGCCT 6775213 AI837757 6765803 6763783 -9410 6765803 6763783 -9410 6764354 6763800 -10859
Chr10 Normal NT_039491.1 GGGCCACTTCGACCT 5478160 LOC215787 5487568 5501734 -9408 5487568 5501734 -9408 5487568 5501734 -9408



Chr19 Normal NT_039687.1 AGGTCAGGATGAACT 11052150 LOC240567 11061557 11120710 -9407 11061557 11120710 -9407 11061557 11120710 -9407
Chr5 Normal NT_039301.1 GGGTCAAGTTGACAT 1268959 Mrpl33 1261330 1328619 7629 1278366 1287034 -9407 1278395 1286819 -9436
Chr15 Complement NT_039618.1 GGCTCACACTGACCA 22413211 0610012A05Rik 22403977 22328498 -9234 22403805 22360000 -9406 22403643 22332461 -9568
Chr8 Normal NT_039467.1 GGGTCAGAGTTACCG 34636281 Tex292 34645687 34675351 -9406 34645687 34675351 -9406 34656268 34674999 -19987
ChrX Complement NT_039711.1 CGGTCAAGCTCACCT 6807305 Cxcr3 6798022 6795289 -9283 6797900 6795289 -9405 6797811 6795704 -9494
Chr7 Complement NT_039404.1 TGGTCAACTTGATCT 15276 LOC232953 5873 5154 -9403 5873 5154 -9403 5873 5154 -9403
Chr2 Normal NT_039206.1 AGGTCATACTGCCCA 14571864 LOC241351 14581267 14649898 -9403 14581267 14608144 -9403 14581267 14608144 -9403
Chr6 Normal NT_039347.1 AGCTCATAGTGACCT 436924 LOC243464 446327 455904 -9403 446327 455904 -9403 446327 455904 -9403
Chr6 Complement NT_039341.1 AGGTCAATTTTACCT 12589021 Og2x 12579618 12573740 -9403 12579618 12573740 -9403 12579590 12574019 -9431
Chr17 Complement NT_039636.1 TGGTCACCTTGGCCC 924879 LOC328731 915477 912636 -9402 915477 912636 -9402 915061 913823 -9818
Chr4 Normal NT_039284.1 GTGTCAGAATGACCC 12810 B230312A22Rik 22211 36063 -9401 22211 35969 -9401 31748 34938 -18938
Chr7 Complement NT_039429.1 AGGTCAGTTTGAGCT 1423100 Il16 1493634 1401152 70534 1413700 1401370 -9400 1411216 1402193 -11884
Chr15 Complement NT_039618.1 GGCTCACACTGACCA 22413211 0610012A05Rik 22403977 22328498 -9234 22403816 22331976 -9395 22403643 22332461 -9568
Chr1 Normal NT_039174.1 AGGTAATGATGACCA 10058215 LOC227435 10067609 10071289 -9394 10067609 10071289 -9394 10067609 10071289 -9394
Chr7 Normal NT_039429.1 TGGTCAAAATGAACT 23213943 Cckbr 23222992 23267626 -9049 23223334 23232730 -9391 23223334 23232730 -9391
Chr10 Complement NT_039492.1 TGGTCAGGGTGACTT 4459979 LOC215869 4450590 4448072 -9389 4450590 4448072 -9389 4450404 4448458 -9575
Chr6 Complement NT_039353.1 GGGTCATGGTGACTA 4839627 LOC232227 4830238 4800264 -9389 4830238 4800264 -9389 4830209 4800862 -9418
Chr3 Complement NT_039229.1 GAGTCATAATGACCA 4559789 LOC332759 4550400 4472735 -9389 4550400 4472735 -9389 4550400 4472735 -9389
Chr7 Normal NT_039429.1 GGGTCACATTGAACC 13222036 LOC244137 13231424 13334885 -9388 13231424 13334885 -9388 13231424 13334885 -9388
Chr7 Normal NT_039420.1 TGGTCAAAGAGACCC 2543707 Car11 2552932 2557701 -9225 2553094 2557701 -9387 2553362 2557606 -9655
Chr12 Complement NT_039539.1 GGGTTGCTCTGACCT 10289214 LOC209636 10279827 10279347 -9387 10279827 10279347 -9387 10279827 10279347 -9387
Chr11 Normal NT_039515.1 TGGTCATGTTGTCCT 15168387 LOC327872 15177774 15185173 -9387 15177774 15185173 -9387 15178583 15178876 -10196
Chr17 Complement NT_039649.1 GGCTCAGAATGACCA 763298 1600002H07Rik 753912 748172 -9386 753912 748172 -9386 752847 748792 -10451
ChrX Normal NT_039702.1 AGGTCAACTTGATCC 11088417 LOC236782 11097802 11098992 -9385 11097802 11098992 -9385 11097802 11098992 -9385
Chr5 Normal NT_039307.1 GGGTCAAGTTGACAC 16637894 D5Ertd593e 16647278 16651616 -9384 16647278 16651616 -9384 16647336 16650706 -9442
Chr4 Normal NT_039284.1 AGGTAAGAACGACCT 58678 Vcp 67871 88409 -9193 68062 88409 -9384 68200 87844 -9522
Chr13 Normal NT_039586.1 AGGTCAGCCTGATCT 5102788 LOC214821 5112171 5142958 -9383 5112171 5142958 -9383 5112171 5142958 -9383
Chr18 Complement NT_039676.1 TGGTCAGAATGACAT 866118 LOC240423 856735 840643 -9383 856735 840643 -9383 856735 840643 -9383
Chr7 Complement NT_039413.1 AGGTCACAGTCACCA 2003814 Actn4 1994476 1925383 -9338 1994432 1925383 -9382 1994335 1926356 -9479
Chr11 Normal NT_039521.1 AGGTTGAAGTGACCC 31052971 4932417H02Rik 31062352 31357739 -9381 31062352 31357739 -9381 31062464 31355814 -9493
Chr11 Complement NT_039521.1 TGGTCACTCTGACTC 7392669 LOC328002 7383288 7380028 -9381 7383288 7380028 -9381 7382089 7381769 -10580
Chr17 Complement NT_039649.1 TGGTCATGGTGACCC 9191356 LOC332229 9181975 9150056 -9381 9181975 9150056 -9381 9181975 9150056 -9381
Chr4 Normal NT_039260.1 AGGTAGGAATGACCC 862841 LOC332880 872222 890440 -9381 872222 890440 -9381 872237 890440 -9396
Chr7 Normal NT_039385.1 AGGCCACCCTGACCA 1151339 6430526N21Rik 1160719 1164356 -9380 1160719 1164356 -9380 1160719 1164356 -9380
Chr1 Complement NT_039171.1 AGGTCAGTTTGAGCC 2262640 LOC269210 2253260 2252455 -9380 2253260 2252455 -9380 2253086 2252799 -9554
Chr11 Normal NT_039520.1 AGGTTGCCGTGACCT 36602913 0610030G03Rik 36611657 36614296 -8744 36612291 36614296 -9378 36612388 36613855 -9475
Chr6 Normal NT_039350.1 GGGTCAAGCTGACAG 1817992 Immt 1787167 1833224 30825 1827369 1833224 -9377 1828690 1833094 -10698
Chr9 Complement NT_039474.1 AGTTCAAGGTGACCC 6656510 LOC207597 6647134 6450507 -9376 6647134 6450507 -9376 6647134 6450507 -9376
Chr1 Complement NT_039190.1 TGGTCATCAAGACCC 727085 2810432O22Rik 717710 444657 -9375 717710 444657 -9375 706258 444780 -20827
Chr7 Normal NT_039413.1 AGGTCAGCTTTACCT 2492356 LOC243898 2501731 2516649 -9375 2501731 2516649 -9375 2501731 2516649 -9375
Chr10 Normal NT_039492.1 TGGTCAACTTGATCC 11194130 LOC327740 11203505 11216420 -9375 11203505 11216420 -9375 11208510 11215697 -14380
Chr8 Normal NT_039467.1 TGGTCTCATTGACCC 33924771 LOC330836 33934144 33953748 -9373 33934144 33953748 -9373 33934182 33951682 -9411
Chr10 Normal NT_039491.1 GGGTCAAAATGAACT 12474650 Map3k5 12484022 12605887 -9372 12484022 12605887 -9372 12484022 12605887 -9372
Chr8 Normal NT_039467.1 TGGTCAACTTGATCC 44364442 Dncl2b 44373772 44384713 -9330 44373813 44384713 -9371 44373845 44384521 -9403
Chr6 Normal NT_039353.1 AGGTCACTATGAACT 592623 MGC25529 601990 676493 -9367 601991 676493 -9368 604154 668743 -11531
Chr8 Normal NT_039467.1 GGGTCAGGTTGGCCT 11707055 4930432K21Rik 11716408 11740969 -9353 11716422 11740969 -9367 11717238 11740667 -10183
Chr1 Normal NT_039170.1 ATGTCACCTTGACCA 18091145 Il1rl1 18100511 18127354 -9366 18100511 18110050 -9366 18101499 18108774 -10354
Chr4 Normal NT_039261.1 AGGTGGCTTTGACCC 3725162 LOC242451 3734528 3746224 -9366 3734528 3746224 -9366 3734528 3746224 -9366
Chr4 Normal NT_039262.1 GGGTAGATGTGACCT 666645 Rgs3 676010 819178 -9365 676010 775999 -9365 698091 773373 -31446
Chr10 Normal NT_039491.1 GGGTCATCGTGATCT 3692 9830160H19Rik 13056 48129 -9364 13056 48129 -9364 13308 46446 -9616
Chr2 Normal NT_039205.1 AGCTCAGGGTGACCC 7526290 Set 7535654 7545537 -9364 7535654 7538201 -9364 7535679 7535990 -9389
Chr7 Normal NT_039414.1 GGGTCACCACGACAC 2207194 BC016493 2216557 2258944 -9363 2216557 2239395 -9363 2222074 2238764 -14880
Chr15 Complement NT_039618.1 AGTTCATCTTGACCA 2953748 LOC210640 2944385 2923861 -9363 2944385 2923861 -9363 2944385 2923861 -9363
Chr2 Complement NT_039208.1 AGTTCAGGCTGACCT 22191046 LOC228355 22181715 22135208 -9331 22181684 22175492 -9362 22177084 22175704 -13962
Chr7 Complement NT_039407.1 TGGTGAATGTGACCC 463640 1700008P20Rik 454280 453426 -9360 454280 453426 -9360 454242 453547 -9398
Chr14 Normal NT_039608.1 AGGTCACATTGCCCA 816183 LOC332033 825543 859882 -9360 825543 859882 -9360 825543 859882 -9360
Chr14 Complement NT_039606.1 TGGTCACTGCGACCT 702627 5330426L24Rik 693269 691095 -9358 693269 691095 -9358 692727 691789 -9900
Chr6 Complement NT_039340.1 TGGGCACAGTGACCT 11171081 LOC330269 11161723 11126181 -9358 11161723 11126181 -9358 11161723 11126181 -9358
Chr19 Complement NT_039687.1 AGTTCAGTATGACCC 2232875 LOC332364 2223519 2222847 -9356 2223519 2222847 -9356 2223465 2222847 -9410
Chr1 Normal NT_039173.1 AGGTCAGAATGACAA 5747894 4832406C22 5757219 5765002 -9325 5757249 5765002 -9355 5757379 5763265 -9485
Chr12 Normal NT_039552.1 GGGTCACGCTCACCT 10370019 AI661438 10379374 10421121 -9355 10379374 10421121 -9355 10379533 10420982 -9514
Chr1 Normal NT_039188.1 AGGTAAATTTGACCG 4081345 Srp9 4090678 4098277 -9333 4090700 4097679 -9355 4090793 4097344 -9448
Chr18 Complement NT_039674.1 AGGTCTCTATGACCA 49214361 LOC240288 49205009 49043775 -9352 49205009 49043775 -9352 49183336 49043775 -31025
Chr14 Complement NT_039606.1 GGGTCACAAGGACCT 1713673 LOC219081 1704323 1678228 -9350 1704323 1678228 -9350 1704323 1678228 -9350
Chr16 Complement NT_039634.1 GGGGCAGCACGACCC 164137 LOC333710 176459 15407 12322 154787 15407 -9350 154751 17509 -9386
Chr5 Complement NT_039317.1 GGGTGACTCTGACCA 85624 LOC231861 76275 11672 -9349 76275 11672 -9349 32230 11928 -53394
Chr7 Complement NT_039433.1 GGGTCAAGGGGACCT 19367495 4933440M02Rik 19358162 19339984 -9333 19358148 19339984 -9347 19342354 19341572 -25141
Chr15 Normal NT_039621.1 GGGACACCATGACCA 44648631 LOC277193 44657977 44660501 -9346 44657977 44660501 -9346 44658163 44660115 -9532
Chr10 Complement NT_039501.1 AGGTCAAGCTGACTG 3797022 Tmem5 3787890 3768907 -9132 3787677 3768907 -9345 3787578 3772065 -9444
Chr4 Complement NT_039268.1 TGGTCAGTCTGCCCC 6711830 1200015A19Rik 6702486 6699307 -9344 6702486 6699307 -9344 6702449 6700191 -9381
Chr1 Complement NT_039180.1 GGGTCAACATGGCCT 10187291 LOC226413 10177948 10169066 -9343 10177948 10169066 -9343 10176330 10169421 -10961
Chr10 Complement NT_039503.1 GTGTCAGTCTGACCA 337501 MOR108-1 328158 327223 -9343 328158 327223 -9343 328158 327223 -9343
Chr4 Complement NT_039264.1 GGGTCAGGCTGAGCC 18289442 Siat6 18280629 18077837 -8813 18280099 18078680 -9343 18253346 18078730 -36096
Chr16 Complement NT_039625.1 GGGGCAGCACGACCC 29496929 Hlcs 29487587 29349067 -9342 29487587 29349067 -9342 29486112 29350989 -10817
Chr14 Normal NT_039614.1 AGGTCTCAATGACCT 1012493 LOC193579 1021835 1022290 -9342 1021835 1022290 -9342 1021835 1022290 -9342
Chr19 Normal NT_039684.1 TGGACAGGATGACCC 2867831 LOC269055 2877173 2878013 -9342 2877173 2878013 -9342 2877512 2877736 -9681
Chr2 Complement NT_039204.1 AGCTCAGGTTGACCT 1438559 LOC329346 1429217 1426179 -9342 1429217 1426179 -9342 1427388 1427110 -11171
Chr9 Normal NT_039477.1 GGGTCGCCTTGCCCC 1264567 LOC208446 1273908 1305413 -9341 1273908 1305413 -9341 1280447 1305413 -15880
Chr15 Complement NT_039621.1 GGGGCACCATGACCC 58311224 LOC223855 58301883 58278003 -9341 58301883 58278003 -9341 58301883 58278003 -9341
Chr19 Normal NT_039687.1 TGGTCACTTTGCCCC 3374249 MOR202-7 3383588 3384532 -9339 3383588 3384532 -9339 3383588 3384532 -9339
Chr4 Normal NT_039268.1 GGGTCCCTATGACCC 7494072 Hes5 7503335 7505018 -9263 7503408 7504322 -9336 7503408 7504322 -9336
Chr3 Complement NT_039237.1 GGGTAACTGTGACCT 780806 1110055J05Rik 771471 769806 -9335 771471 769806 -9335 770469 770026 -10337
Chr8 Normal NT_039457.1 AGGTCATTGTGACTT 3106360 LOC234187 3115695 3141259 -9335 3115695 3141259 -9335 3115695 3141259 -9335
Chr7 Complement NT_039451.1 AGGTCAGAATGATCT 137311 Tssc4 129187 126257 -8124 127976 126257 -9335 127387 126434 -9924
Chr2 Complement NT_039210.1 TGGTCAAGGTGACTC 5692751 AI426038 5683418 5677787 -9333 5683418 5677787 -9333 5679825 5679415 -12926
Chr17 Complement NT_039661.1 GGGTCACCTTGAACC 350588 LOC333718 341260 340919 -9328 341260 340919 -9328 341260 340919 -9328
Chr7 Normal NT_039413.1 AGGTCAAGCCGGCCC 2266312 9430029K10Rik 2275638 2284815 -9326 2275638 2284815 -9326 2275676 2284678 -9364
Chr4 Normal NT_039266.1 TGGTCAAGCTGTCCC 3859257 6030430C21 3868582 3879853 -9325 3868582 3879853 -9325 3868663 3877904 -9406
Chr12 Complement NT_039551.1 AGGTCAACTTGCCCC 966663 LOC217585 957338 907590 -9325 957338 907590 -9325 957338 907590 -9325
Chr15 Complement NT_039621.1 AGGTCACTGTCACCA 39592597 2600013G09Rik 39583273 39568630 -9324 39583273 39568630 -9324 39582967 39568775 -9630
Chr11 Normal NT_039515.1 TGGTTATTCTGACCT 28153480 Asb3 28118876 28267182 34604 28162804 28265720 -9324 28162804 28265720 -9324
Chr11 Complement NT_039521.1 GGGTCTTCCCGACCC 31926043 1810049H13Rik 31916722 31915263 -9321 31916722 31915263 -9321 31916678 31915423 -9365
Chr9 Complement NT_039473.1 AAGTCAGGATGACCT 5426638 LOC214597 5417317 5399891 -9321 5417317 5399891 -9321 5416922 5401423 -9716
Chr11 Complement NT_039520.1 AGGTCAGCCTGATCT 36619458 Nek8 36610200 36599631 -9258 36610141 36600675 -9317 36610131 36600675 -9327
Chr10 Complement NT_039500.1 GGGTCACCATGCCCT 7303482 Metap2 7294260 7265403 -9222 7294167 7265708 -9315 7294164 7265826 -9318



Chr10 Complement NT_039510.1 GTGTCACCACGACCT 210895 LOC333837 201581 186078 -9314 201581 186078 -9314 201581 186078 -9314
Chr5 Complement NT_039299.1 TGGCCACTCTGACCT 8965787 Smarcd3 8978823 8946849 13036 8956473 8947026 -9314 8951234 8947152 -14553
Chr9 Normal NT_039472.1 AGGTCAGACCGAACT 27208634 LOC208629 27217946 27246739 -9312 27217946 27246739 -9312 27246323 27246739 -37689
Chr8 Normal NT_039467.1 TGGTCATAGTGACTC 21680090 LOC270086 21689401 21720124 -9311 21689401 21720124 -9311 21689534 21716543 -9444
Chr7 Normal NT_039433.1 AGGTTGAGATGACCC 11811380 4930583K01Rik 11820690 11822334 -9310 11820690 11822334 -9310 11821828 11822133 -10448
ChrX Complement NT_039719.1 AGGTCAACTTGATCC 687419 LOC237105 678109 676913 -9310 678109 676913 -9310 678109 676913 -9310
Chr10 Complement NT_039500.1 AGGTCACTATGACAT 28927376 9030625G08Rik 28918202 28903560 -9174 28918067 28905433 -9309 28917928 28906154 -9448
Chr10 Complement NT_039496.1 GTGTCGCGCTGACCT 1398075 LOC192734 1388766 1385002 -9309 1388766 1385002 -9309 1388560 1385147 -9515
Chr7 Normal NT_039433.1 GGGTCAGGCTGACTC 14242113 MGC40669 14251422 14304985 -9309 14251422 14304985 -9309 14300067 14304398 -57954
Chr1 Complement NT_039170.1 AGGGCAGGCTGACCC 51929943 LOC227286 51920635 51916490 -9308 51920635 51916490 -9308 51920635 51916490 -9308
Chr3 Complement NT_039234.1 GGGGCGAATTGACCC 23227418 Msr2 23218112 23205143 -9306 23218112 23205143 -9306 23217849 23205751 -9569
Chr11 Complement NT_039520.1 AGGGCAGGCCGACCC 27308710 4432409B16 27299405 27294040 -9305 27299405 27294040 -9305 27298677 27295543 -10033
Chr3 Normal NT_039234.1 GGGTTGCACTGACCT 26706713 S100a8 26716018 26716967 -9305 26716018 26716967 -9305 26716475 26716900 -9762
Chr14 Normal NT_039606.1 AGGTCACTTTTACCA 11774169 LOC239150 11783473 11816608 -9304 11783473 11816608 -9304 11783473 11816608 -9304
Chr1 Normal NT_039170.1 TGGTCAACTTGATCC 24045105 LOC227055 24054408 24069756 -9303 24054408 24069756 -9303 24054476 24069645 -9371
Chr8 Complement NT_039467.1 AGGTCGTAGAGACCT 51426039 LOC234858 51416736 51408390 -9303 51416736 51408464 -9303 51414012 51410896 -12027
Chr11 Complement NT_039515.1 AGGCCAGGACGACCC 5578149 LOC210437 5568848 5527210 -9301 5568848 5527210 -9301 5568766 5568386 -9383
Chr13 Normal NT_039589.1 TGGTCAAGATGACCA 3056165 LOC328285 3065466 3077752 -9301 3065466 3077752 -9301 3065466 3077752 -9301
Chr17 Normal NT_039649.1 GGGTCACAATGATCA 1995958 1700010L19Rik 2005258 2010261 -9300 2005258 2010261 -9300 2005390 2010205 -9432
Chr16 Normal NT_039624.1 AGGTCAAAGTGACTG 56948415 LOC209049 56957713 56970774 -9298 56957713 56970774 -9298 56957713 56970774 -9298
Chr6 Normal NT_039353.1 AGATCAGGCTGACCT 19881956 LOC243607 19891254 19968713 -9298 19891254 19968713 -9298 19891254 19968713 -9298
Chr16 Complement NT_039625.1 GGATCAAGTTGACCT 16747482 LOC328718 16738184 16737888 -9298 16738184 16737888 -9298 16738184 16737888 -9298
Chr9 Normal NT_039474.1 AGCTCAAAATGACCA 3599942 LOC330948 3609239 3609949 -9297 3609239 3609949 -9297 3609259 3609885 -9317
Chr3 Complement NT_039239.1 TGGTCAACTTGATCC 336127 Hao3 326832 308189 -9295 326832 308311 -9295 318437 308915 -17690
Chr17 Normal NT_039658.1 GGGTCATTCTTACCA 17521689 LOC328869 17530984 17533889 -9295 17530984 17533889 -9295 17533499 17533834 -11810
Chr13 Normal NT_039578.1 AGATCAGAGTGACCT 2467732 LOC328190 2477026 2497422 -9294 2477026 2497422 -9294 2494155 2496553 -26423
Chr5 Complement NT_039297.1 TGGTTAAGATGACCC 3496611 LOC269619 3487318 3469088 -9293 3487318 3469088 -9293 3487318 3469088 -9293
Chr9 Normal NT_039474.1 AGGTCAAGTTCACCT 7794757 LOC330957 7804049 7833547 -9292 7804049 7833547 -9292 7804049 7833547 -9292
Chr14 Complement NT_039606.1 AGGTCACACTTACCC 16795955 Fgf17 16786664 16781566 -9291 16786664 16781566 -9291 16786649 16781566 -9306
Chr17 Complement NT_039649.1 TGGTCACTGCGACCT 588703 LOC213171 579412 577907 -9291 579412 577907 -9291 579386 578299 -9317
Chr11 Normal NT_039521.1 TGGGCACTCTGACCC 28446273 LOC237992 28455564 28514274 -9291 28455564 28514274 -9291 28455667 28514274 -9394
Chr13 Normal NT_039580.1 AGGTTAAAATGACCC 7955714 LOC238628 7965005 7983440 -9291 7965005 7983440 -9291 7965005 7983440 -9291
ChrX Normal NT_039700.1 GGGTCAGAGAGACCT 3333348 LOC333494 3342638 3346097 -9290 3342638 3346097 -9290 3342638 3346097 -9290
Chr12 Complement NT_039551.1 AGGTAGGCCTGACCC 2028719 9930033G19Rik 2019430 1529995 -9289 2019430 1530068 -9289 2018897 1531057 -9822
Chr6 Normal NT_039356.1 GGTTCAGCTTGACCA 4336414 Dcl1 4345677 4354938 -9263 4345703 4354938 -9289 4345724 4354640 -9310
Chr6 Normal NT_039341.1 CGGTCACACTCACCC 9677221 LOC330292 9686510 9688111 -9289 9686510 9688111 -9289 9687068 9687358 -9847
Chr11 Complement NT_039520.1 AGGTCACTCTGAGCT 17452505 A230051G13 17443218 17436914 -9287 17443218 17436914 -9287 17443170 17437744 -9335
Chr4 Normal NT_039258.1 GGGACAGAGTGACCT 6929363 LOC207443 6938650 6976297 -9287 6938650 6976297 -9287 6938650 6976297 -9287
Chr7 Complement NT_039388.1 AGGTCAGACTGCCCC 517865 2210018M03Rik 509000 484494 -8865 508580 495215 -9285 508417 495536 -9448
Chr1 Complement NT_039167.1 AGGACACTTTGACCC 6727831 Mybl1 6718548 6687426 -9283 6718548 6687426 -9283 6718293 6694923 -9538
Chr2 Normal NT_039209.1 AGGTCACGGTGATCA 30166691 1700020A23Rik 30175970 30177907 -9279 30175970 30176778 -9279 30176257 30176729 -9566
Chr15 Complement NT_039621.1 GGGTCATTCTCACCT 60154230 Adcy6 60144953 60130091 -9277 60144953 60130091 -9277 60144858 60132289 -9372
Chr10 Complement NT_039492.1 GGATCAAGTTGACCT 18950568 AI326867 18941292 18827356 -9276 18941292 18827356 -9276 18941103 18827706 -9465
Chr2 Normal NT_039210.1 AGGTCATCTTGACAG 602576 1700127B04Rik 611844 655211 -9268 611849 615914 -9273 611855 615306 -9279
Chr18 Complement NT_039678.1 GTGTCAACTTGACCC 2475009 LOC240478 2468120 2428613 -6889 2465736 2428613 -9273 2458442 2429686 -16567
Chr11 Complement NT_039521.1 AGGTCATCACGACCA 13030229 LOC328014 13020957 13015497 -9272 13020957 13015497 -9272 13020886 13015678 -9343
Chr7 Normal NT_039436.1 GGCTCAAAATGACCA 314746 LOC212111 324017 514756 -9271 324017 514751 -9271 324297 513532 -9551
Chr10 Normal NT_039491.1 AGGTCAATGTCACCA 14572956 LOC215852 14582226 14582828 -9270 14582226 14582828 -9270 14582226 14582828 -9270
Chr5 Normal NT_039318.1 GGGTCAAGTTGACAG 670580 Nptx2 679753 691449 -9173 679847 690587 -9267 679915 690350 -9335
Chr9 Normal NT_039474.1 AGGTCAGCCTGAACA 4530548 1810015E19Rik 4539812 4549319 -9264 4539812 4549319 -9264 4539887 4548640 -9339
Chr2 Normal NT_039210.1 AGGTCAGAGTGTCCA 18175165 LOC241803 18184427 18464236 -9262 18184427 18237293 -9262 18184427 18237293 -9262
Chr4 Normal NT_039261.1 TTGTCAATGTGACCC 10763113 4732481H14Rik 10772372 10867056 -9259 10772372 10867056 -9259 10772593 10865490 -9480
Chr8 Normal NT_039456.1 GGGTCAGTCTAACCA 202780 Defb2 212039 215595 -9259 212039 215595 -9259 212072 215539 -9292
Chr3 Normal NT_039242.1 AGGTCATCTTGAGCT 23329363 1700013E18Rik 23338621 23376525 -9258 23338621 23376525 -9258 23338832 23376256 -9469
Chr4 Normal NT_039266.1 AGGTCACACTGACCC 7728372 Hp1bp3 7737311 7764168 -8939 7737628 7764168 -9256 7742643 7762755 -14271
Chr8 Complement NT_039467.1 AGGTGACAATGACCA 52292684 Pgbd5 52332799 52268853 40115 52283430 52268853 -9254 52283430 52269313 -9254
Chr11 Normal NT_039521.1 GGGACAAGCTGACCT 13351950 LOC194960 13361202 13361600 -9252 13361202 13361600 -9252 13361202 13361600 -9252
Chr3 Complement NT_039230.1 AGATCGCTTTGACCC 420458 LOC211252 411206 362027 -9252 411206 362027 -9252 411206 362027 -9252
Chr6 Complement NT_039343.1 AGGTCATCCTGAGCT 8501665 MGC36672 8492413 8489629 -9252 8492413 8489629 -9252 8492391 8490982 -9274
Chr15 Complement NT_039618.1 AGGACAGCGTGACCG 18505224 LOC328514 18495973 18493819 -9251 18495973 18493819 -9251 18495703 18495410 -9521
Chr2 Complement NT_039211.1 GGGTCAAGATGACTC 91018 4930470P17Rik 81768 58225 -9250 81768 58225 -9250 80914 58298 -10104
Chr4 Normal NT_039266.1 GGGTTAGGGTGACCC 9984386 LOC329970 9993636 9998580 -9250 9993636 9998580 -9250 9997841 9998146 -13455
Chr4 Complement NT_039265.1 TGGTCATTCTGAGCT 8490994 pS1D 8481744 8437599 -9250 8481744 8437789 -9250 8475989 8438343 -15005
Chr11 Complement NT_039520.1 AGGTGAACTTGACCC 21242180 LOC268422 21232931 21213194 -9249 21232931 21213194 -9249 21232931 21213194 -9249
Chr17 Complement NT_039658.1 GGGTCACTCTGAGCT 22963010 Fshr 22953825 22737332 -9185 22953762 22737550 -9248 22953762 22737550 -9248
Chr1 Complement NT_039189.1 GGGTCAGCCCGGCCT 7783989 LOC226845 7774741 7773516 -9248 7774741 7773516 -9248 7774646 7773966 -9343
Chr9 Complement NT_039472.1 GGATCAAGTTGACCA 22547297 9230110F15Rik 22538050 22532228 -9247 22538050 22532228 -9247 22537961 22532921 -9336
Chr8 Complement NT_039467.1 AAGTCAACCTGACCT 6303504 LOC234474 6294257 6293696 -9247 6294257 6293696 -9247 6294098 6293763 -9406
Chr9 Complement NT_039475.1 AGGTCATGCTGGCCT 8091432 Nsap1l-pending 8083824 8053257 -7608 8082185 8057066 -9247 8082179 8057553 -9253
Chr6 Normal NT_039355.1 AGGTCAACTTGATCC 14139180 LOC269799 14148426 14161186 -9246 14148426 14161186 -9246 14148542 14160493 -9362
Chr10 Normal NT_039491.1 GGGTCACGGTGACCC 2114025 LOC237271 2123270 2154886 -9245 2123270 2154886 -9245 2123270 2154886 -9245
Chr16 Normal NT_039625.1 GGGTCAATTTGAACG 29483714 LOC239973 29492957 29542508 -9243 29492957 29542508 -9243 29492957 29542508 -9243
Chr2 Normal NT_039207.1 TGGTCAACTTGATCC 2936121 Slc4a10 2945308 3332193 -9187 2945362 3225493 -9241 2945413 3216256 -9292
Chr6 Normal NT_039355.1 GGGGCAAGATGACCC 6807031 Wdr10 6816271 6884176 -9240 6816271 6884176 -9240 6816470 6883807 -9439
ChrX Complement NT_039710.1 GGGTCGTGCTGCCCC 489282 LOC331468 480043 477972 -9239 480043 477972 -9239 480043 477972 -9239
Chr11 Normal NT_039521.1 GGGCCAGACTGACCT 9856083 LOC268479 9865268 9873802 -9185 9865320 9873799 -9237 9869200 9873434 -13117
Chr6 Normal NT_039340.1 AGGTCAGAGCGGCCT 26320868 LOC232664 26320757 26350579 111 26330104 26350537 -9236 26337165 26350317 -16297
Chr3 Normal NT_039254.1 GGGTCAAGGTCACCT 104647 LOC280043 113882 119321 -9235 113882 119321 -9235 114687 118052 -10040
Chr6 Normal NT_039343.1 TGGTCAGGGTGACTT 5440189 LOC333105 5449424 5485683 -9235 5449424 5485683 -9235 5449424 5485683 -9235
Chr3 Normal NT_039234.1 TGGTCATGTTGTCCC 24031742 LOC329695 24040976 24046654 -9234 24040976 24046654 -9234 24046004 24046309 -14262
Chr9 Normal NT_039480.1 AGTTCAAGGCGACCC 4307347 4933411B09Rik 4316579 4318018 -9232 4316579 4318018 -9232 4317573 4317890 -10226
Chr12 Normal NT_039551.1 GGGTCAGTACGACCA 10297130 LOC238214 10306362 10317011 -9232 10306362 10317011 -9232 10306362 10317011 -9232
Chr14 Normal NT_039609.1 AGGACATCCTGACCT 7324380 4930449E01Rik 7333609 7340455 -9229 7333609 7340455 -9229 7333730 7340205 -9350
Chr10 Normal NT_039496.1 AGGTGACCATGACCA 1761362 AI267078 1770590 1774981 -9228 1770590 1774981 -9228 1773555 1774831 -12193
Chr3 Complement NT_039242.1 AGGTCATTTTGACAG 21600234 Siat7e 21591006 21427841 -9228 21591006 21427841 -9228 21590813 21428201 -9421
Chr19 Normal NT_039687.1 GGGTCGTGCTGCCCC 2947112 Mpeg1 2956339 2960835 -9227 2956339 2959082 -9227 2957849 2958901 -10737
Chr2 Complement NT_039209.1 AGGTCAGGCTGCCCC 17996728 4933432K11Rik 17987506 17935440 -9222 17987506 17935440 -9222 17983969 17935637 -12759
Chr16 Complement NT_039624.1 AGGTCAGGCCGACCT 47594929 LOC332180 47585709 47548390 -9220 47585709 47548390 -9220 47585709 47548390 -9220
Chr10 Normal NT_039496.1 GTGTCATGCTGACCC 3913063 Icosl 3922182 3932347 -9119 3922281 3932347 -9218 3922347 3930725 -9284
Chr6 Complement NT_039350.1 AGGTCATATTGACAT 13826955 LOC232165 13817737 13797839 -9218 13817737 13797839 -9218 13817737 13797839 -9218
Chr8 Complement NT_039456.1 GGGACACCATGACCA 1662812 AB041568 1653648 1637930 -9164 1653596 1637930 -9216 1653368 1642463 -9444
Chr13 Normal NT_039578.1 GGGCCGGGCTGACCC 11741229 LOC195208 11750445 11899968 -9216 11750445 11899968 -9216 11750712 11899959 -9483
Chr3 Normal NT_039230.1 AGGCCATCCTGACCA 3612201 Osf2-pending 3621417 3651329 -9216 3621417 3651324 -9216 3621435 3650591 -9234
Chr19 Complement NT_039692.1 AGGACAGCATGACCT 689824 Pycs 680698 642723 -9126 680608 642723 -9216 677815 643586 -12009
Chr6 Complement NT_039340.1 AGGTAATACTGACCA 2227110 Pdk4 2217952 2204969 -9158 2217895 2204969 -9215 2217779 2207066 -9331



Chr7 Normal NT_039388.1 TGATCAGGTTGACCT 1358684 LOC213032 1367898 1403365 -9214 1367898 1403365 -9214 1394025 1403365 -35341
Chr2 Complement NT_039209.1 GCGTCACTATGACCA 32357203 2310032D16Rik 32347990 32298950 -9213 32347990 32298950 -9213 32320341 32300419 -36862
Chr10 Complement NT_039495.1 TGGTCAGCATGACCC 11174224 Cdc2a 11165033 11148630 -9191 11165011 11150300 -9213 11162128 11150495 -12096
Chr18 Complement NT_039674.1 AGTTCATGTTGACCT 61923750 Nars 61914537 61897554 -9213 61914537 61897554 -9213 61914438 61898414 -9312
Chr19 Complement NT_039692.1 GGGTCAGGGTGAGCG 20077811 LOC329078 20068599 20038062 -9212 20068599 20038062 -9212 20038630 20038358 -39181
Chr8 Complement NT_039467.1 TGGTCAAAATGATCT 33731248 Slc12a4 33722100 33699510 -9148 33722037 33699510 -9211 33722037 33699999 -9211
Chr6 Complement NT_039353.1 ACGTCAGGATGACCC 14259401 Tpt1 14250190 14249378 -9211 14250190 14249378 -9211 14250093 14249575 -9308
Chr15 Normal NT_039621.1 AGGTCACCTTAACCC 53458823 LOC223810 53468032 53470359 -9209 53468032 53470359 -9209 53468032 53470359 -9209
Chr1 Complement NT_039189.1 GGGTCATGGTGTCCT 3225645 Tgfb2 3216438 3126683 -9207 3216438 3127533 -9207 3215223 3129339 -10422
Chr7 Normal NT_039446.1 AGGTCAGGCTGGCCT 119712 2810403L02Rik 128916 135440 -9204 128916 135133 -9204 128930 135030 -9218
Chr18 Complement NT_039674.1 AGGTCAGCCTGAGCA 29408366 4933435E02Rik 29400792 29392839 -7574 29399162 29392839 -9204 29393279 29392989 -15087
Chr15 Normal NT_039621.1 GAGTCACTCTGACCG 60213316 LOC332130 60222520 60239275 -9204 60222520 60239275 -9204 60222634 60239275 -9318
Chr16 Normal NT_039625.1 GGGTCAGACCGTCCT 28403818 LOC332205 28413022 28475643 -9204 28413022 28475643 -9204 28413022 28475643 -9204
Chr4 Complement NT_039260.1 AGGTCGTTCTTACCT 146275 Vcp 137072 116545 -9203 137072 116545 -9203 136759 117110 -9516
ChrX Complement NT_039709.1 AGGTCAACTTGATCC 6022561 LOC211970 6013360 6010884 -9201 6013360 6010884 -9201 6012982 6011834 -9579
Chr7 Complement NT_039400.1 AGCTCAGCTTGACCT 98415 Psg19 89215 80493 -9200 89215 80493 -9200 89021 80750 -9394
Chr8 Normal NT_039467.1 AGGTCAGATTGTCCC 11707224 4930432K21Rik 11716408 11740969 -9184 11716422 11740969 -9198 11717238 11740667 -10014
Chr18 Normal NT_039678.1 GGGTCACACTGACTC 2343448 LOC332352 2352646 2364519 -9198 2352646 2364519 -9198 2352646 2364519 -9198
Chr7 Normal NT_039429.1 GTGTCAGATTGACCC 18326153 Ucp3 18328873 18342314 -2720 18335349 18340990 -9196 18335349 18340990 -9196
Chr3 Normal NT_039234.1 TGCTCACGCTGACCC 25242188 Muc1 25251383 25255700 -9195 25251383 25255700 -9195 25251451 25255429 -9263
Chr9 Complement NT_039473.1 GGGTCATGGTGGCCC 9706233 LOC235336 9697040 9696102 -9193 9697040 9696102 -9193 9697040 9696102 -9193
Chr1 Complement NT_039174.1 TGGTCAACTTGATCC 23659529 LOC329235 23650336 23647608 -9193 23650336 23647608 -9193 23650336 23647608 -9193
Chr11 Normal NT_039520.1 GGGTCAAGTTGACAA 46192911 D230016K05 46200517 46210926 -7606 46202101 46210926 -9190 46204522 46209920 -11611
Chr4 Normal NT_039290.1 AGTTCAGGTTGACCT 45945 LOC230664 55134 58514 -9189 55134 58514 -9189 55134 58514 -9189
Chr7 Normal NT_039395.1 AGATCAGGCTGACCT 1048658 Strn4 1057846 1082948 -9188 1057846 1082924 -9188 1058311 1081931 -9653
Chr5 Complement NT_039315.1 GGGTCACATTGACTA 482005 6430598A04Rik 472818 467226 -9187 472818 467226 -9187 472723 467894 -9282
Chr11 Complement NT_039515.1 AGGTCACCTTAACCA 19376722 LOC216565 19423989 19087615 47267 19367535 19087615 -9187 19367288 19088568 -9434
Chr11 Complement NT_039515.1 TTGTCACCTTGACCT 29889394 1700007I06Rik 29884710 29875380 -4684 29880208 29875380 -9186 29880149 29875424 -9245
Chr13 Complement NT_039586.1 GGGCCAGAGCGACCT 244988 D13Wsu177e 235802 229919 -9186 235802 229919 -9186 235699 231007 -9289
Chr5 Complement NT_039301.1 CAGTCAATTTGACCC 133077 Otof 123892 27603 -9185 123892 27603 -9185 123788 27603 -9289
Chr19 Complement NT_039684.1 ATGTCGTGGTGACCC 2112747 Pcx 2187453 2076149 74706 2103563 2076149 -9184 2096324 2076558 -16423
Chr12 Normal NT_039551.1 TGGTCATGATGTCCC 26832710 1700029M07Rik 26841893 26875628 -9183 26841893 26875628 -9183 26842046 26874236 -9336
Chr7 Normal NT_039445.1 TGGGCAGAGTGACCC 352752 4933428C20Rik 361935 362951 -9183 361935 362951 -9183 362444 362725 -9692
Chr11 Normal NT_039520.1 AGGACAGAGTGACCC 41824115 LOC276952 41833298 41844647 -9183 41833298 41844647 -9183 41836374 41842565 -12259
Chr9 Complement NT_039471.1 AGGTCAACTTGATCC 9150512 LOC234928 9141330 9004017 -9182 9141330 9004017 -9182 9141330 9004017 -9182
Chr3 Complement NT_039242.1 TGCTCAACATGACCC 15095409 4921536I21Rik 15087470 15046920 -7939 15086228 15046920 -9181 15086090 15052953 -9319
Chr8 Complement NT_039456.1 GGGTCTGGCTGACCT 12250071 1700104B16Rik 12240891 12239610 -9180 12240891 12239610 -9180 12239944 12239621 -10127
Chr18 Normal NT_039674.1 GGTTCATGCTGACCC 40631542 LOC240246 40640721 40658855 -9179 40640721 40658855 -9179 40649244 40658855 -17702
Chr11 Complement NT_039520.1 AGGCCAGGCTGACCT 36608235 Traf4 36599056 36592925 -9179 36599056 36592925 -9179 36598965 36593441 -9270
Chr11 Normal NT_039521.1 CTGTCACCATGACCC 111856 LOC193280 121034 124989 -9178 121034 124989 -9178 121283 122390 -9427
Chr1 Normal NT_039174.1 AGGTCAACTTGATCC 13054112 Serpinb5 13063271 13085434 -9159 13063290 13084195 -9178 13072370 13084080 -18258
ChrX Complement NT_039703.1 GGGTCAATTCGAGCC 1997456 LOC278185 1988280 1927354 -9176 1988280 1927354 -9176 1975319 1927354 -22137
Chr8 Normal NT_039467.1 GGGTCGTGCTGCCCC 47254794 0610007A03Rik 47263937 47268357 -9143 47263968 47268357 -9174 47264006 47265161 -9212
Chr1 Normal NT_039180.1 GGGTCACTCAGACCC 14225490 A630065K24Rik 14234207 14242960 -8717 14234664 14241178 -9174 14234880 14240395 -9390
Chr2 Complement NT_039211.1 TGGTCATTCAGACCT 3995780 Ctsz 3986606 3975098 -9174 3986606 3975098 -9174 3986502 3975476 -9278
Chr7 Normal NT_039413.1 AGGTCACAATGACAC 1833285 Hnrpl 1840354 1853786 -7069 1842459 1853786 -9174 1842550 1853452 -9265
Chr13 Normal NT_039586.1 TGGTTACTATGACCC 3820968 5133401N09Rik 3830141 3837187 -9173 3830141 3837187 -9173 3830206 3836269 -9238
Chr12 Complement NT_039549.1 AGGTCAGAGTGAACT 13433520 LOC217579 13424347 13378434 -9173 13424347 13378434 -9173 0 0 -13433520
Chr3 Normal NT_039234.1 GGGTCAAGGTCACCT 26285823 LOC229539 26294994 26301168 -9171 26294994 26301168 -9171 26295799 26299814 -9976
Chr2 Complement NT_039206.1 TGGTCAAGAAGACCC 3498854 MOR158-1 3489683 3488730 -9171 3489683 3488730 -9171 3489683 3488730 -9171
Chr15 Complement NT_039621.1 AGGTCACACTGGCCT 45588679 4833426H19Rik 45579513 45568694 -9166 45579513 45568694 -9166 45579451 45569502 -9228
Chr13 Normal NT_039590.1 TGGTCAACTTGATCC 12475863 A930019D11Rik 12485029 12693960 -9166 12485029 12693960 -9166 12491922 12566873 -16059
Chr9 Normal NT_039474.1 CTGTCACCTTGACCT 5104118 LOC330953 5113283 5149057 -9165 5113283 5149057 -9165 5148714 5149031 -44596
Chr4 Complement NT_039268.1 GGGTCATATTGGCCC 8765077 LOC330011 8755913 8753420 -9164 8755913 8753420 -9164 8755843 8753656 -9234
Chr7 Normal NT_039437.1 AGATCATTCTGACCT 1325540 Tssc4 1333493 1336423 -7953 1334704 1336423 -9164 1335293 1336246 -9753
Chr17 Normal NT_039638.1 GGGTAAATATGACCC 721165 T2 730328 757059 -9163 730328 757059 -9163 746600 756871 -25435
Chr15 Complement NT_039621.1 GGGTCATGCTAACCA 19738156 Anxa13 19728995 19675181 -9161 19728995 19675181 -9161 19728951 19675544 -9205
Chr13 Complement NT_039578.1 TGGTCAACTTGATCC 14484531 1600017N11Rik 14475372 14468063 -9159 14475372 14468063 -9159 14475317 14468268 -9214
Chr13 Normal NT_039579.1 AGGTCAACTTGATCC 5567386 LOC238595 5576545 5586828 -9159 5576545 5586828 -9159 5576545 5586828 -9159
Chr5 Normal NT_039312.1 TGGTCACAGTGACCC 1084662 LOC330172 1093821 1136782 -9159 1093821 1136782 -9159 1136466 1136768 -51804
Chr2 Complement NT_039210.1 GGGCCAGGGTGACCC 6906719 LOC228846 6897561 6864090 -9158 6897561 6864090 -9158 6897425 6864300 -9294
Chr16 Complement NT_039624.1 GGATCAAGATGACCT 6885838 LOC239714 6876681 6841464 -9157 6876681 6841464 -9157 6876681 6841464 -9157
Chr9 Complement NT_039473.1 GGGTCGTACTGGCCT 8405596 Htr3a 8396503 8384685 -9093 8396440 8384685 -9156 8396369 8385169 -9227
ChrX Normal NT_039715.1 AAGTCATCCTGACCC 5330273 LOC215640 5339429 5339786 -9156 5339429 5339786 -9156 5339429 5339786 -9156
Chr4 Complement NT_039268.1 AGGCCAGCCTGACCT 4852177 LOC230942 4843021 4841186 -9156 4843021 4841186 -9156 4842183 4841336 -9994
Chr7 Normal NT_039413.1 AGCTCAGGGTGACCT 3059185 LOC330501 3068341 3071687 -9156 3068341 3071687 -9156 3069886 3070161 -10701
Chr10 Complement NT_039510.1 TGGTCATGGTCACCT 388930 AI267078 379775 374999 -9155 379775 374999 -9155 376776 375146 -12154
Chr7 Normal NT_039436.1 TGGTCAACTTGATCC 1254568 LOC244235 1263722 1266151 -9154 1263722 1266151 -9154 1263722 1266151 -9154
Chr6 Complement NT_039356.1 TGATCACTGTGACCC 4123199 LOC272311 4114045 4104633 -9154 4114045 4104633 -9154 4114045 4104633 -9154
Chr16 Normal NT_039624.1 AGGTCAGGGTGGCCT 17945267 Ephb3 17954420 17972968 -9153 17954420 17972968 -9153 17954835 17972181 -9568
Chr7 Complement NT_039428.1 AGGTCAGCTTGACTA 21023840 2900076A07Rik 21014690 21012478 -9150 21014690 21012478 -9150 21012820 21012482 -11020
Chr19 Normal NT_039684.1 AGGTCACCTTGATCC 444574 LOC225849 453724 461805 -9150 453724 461805 -9150 454741 461188 -10167
Chr2 Complement NT_039209.1 AGGACAGCATGACCA 30843858 Adam33 30834709 30821720 -9149 30834709 30822004 -9149 30834409 30822183 -9449
Chr3 Complement NT_039234.1 TGGTCCGAATGACCT 25130927 Fdps 25122877 25114533 -8050 25121778 25114533 -9149 25121753 25114587 -9174
Chr11 Normal NT_039515.1 GGGTCTCTCTGACCT 15943978 LOC237678 15953124 15953525 -9146 15953124 15953525 -9146 15953124 15953525 -9146
ChrX Complement NT_039713.1 AGGTGATTATGACCT 11234675 LOC237025 11225530 11217237 -9145 11225530 11217237 -9145 11225451 11224258 -9224
Chr8 Complement NT_039467.1 AGGTCCTGCTGACCT 54887408 4930547K05Rik 54878312 54854396 -9096 54878264 54854396 -9144 54878232 54856648 -9176
Chr19 Normal NT_039689.1 AGGTTATATTGACCC 334779 4632427C23Rik 343922 365504 -9143 343922 365504 -9143 344159 364213 -9380
Chr2 Complement NT_039205.1 ATGTCATAGTGACCA 9573530 A130092J06Rik 9564387 9547394 -9143 9564387 9547394 -9143 9563530 9549752 -10000
Chr1 Complement NT_039185.1 GGGTCATCTTGACAG 432405 LOC332527 423262 392706 -9143 423262 392706 -9143 423262 392706 -9143
Chr7 Complement NT_039420.1 AGGTGGGCATGACCC 2062740 Sgy1-pending 2053941 2049344 -8799 2053598 2049344 -9142 2053371 2049408 -9369
Chr3 Normal NT_039242.1 AGGTCATTTTGTCCT 3880685 4933425K02Rik 3889797 3939674 -9112 3889825 3934931 -9140 3890536 3934057 -9851
Chr11 Normal NT_039521.1 GGGTCACACTGCCCC 48395 LOC195135 57534 91699 -9139 57534 91699 -9139 57534 91699 -9139
Chr1 Complement NT_039167.1 AGGTAGGCCTGACCC 7967027 LOC211718 7957888 7956176 -9139 7957888 7956176 -9139 7956923 7956639 -10104
Chr1 Normal NT_039172.1 TGGTCCTCCTGACCT 243690 LOC329189 252827 254793 -9137 252827 254793 -9137 253831 254307 -10141
Chr11 Complement NT_039521.1 AGGTCACCTTGACAC 14770868 2310069I04Rik 14761953 14753732 -8915 14761732 14753732 -9136 14754282 14754073 -16586
Chr10 Complement NT_039492.1 GGCTCACTGTGACCT 15069631 LOC215913 15060497 15015478 -9134 15060497 15015478 -9134 15060497 15015478 -9134
Chr14 Normal NT_039606.1 TGGTCAGAAAGACCT 25567781 LOC211255 25576913 25578985 -9132 25576913 25578985 -9132 25576913 25578985 -9132
Chr4 Complement NT_039258.1 GGGTCACTGTAACCA 18486764 2610029I01Rik 18477635 18467808 -9129 18477635 18467808 -9129 18477543 18468827 -9221
Chr4 Complement NT_039262.1 GGGTCAGCTTGACAC 6448326 LOC242496 6439198 6279270 -9128 6439198 6279270 -9128 6439198 6279270 -9128
Chr4 Normal NT_039262.1 CGGCCATTTTGACCT 22107061 LOC329875 22116189 22117453 -9128 22116189 22117453 -9128 22116910 22117212 -9849
Chr9 Complement NT_039473.1 TGGTCATTTTGACCC 382355 LOC330930 373227 370026 -9128 373227 370026 -9128 373177 370026 -9178
Chr15 Normal NT_039621.1 AGGTTAATGTGACCT 13858684 1810038N03Rik 13867811 13886801 -9127 13867811 13886801 -9127 13867876 13886532 -9192
Chr7 Complement NT_039433.1 AGGTCAAGTTGCCCC 19511056 2510027N19Rik 19502009 19478142 -9047 19501931 19478142 -9125 19501931 19478252 -9125
Chr2 Complement NT_039210.1 GGGTCAAAGTGCCCG 16963107 LOC241794 16953986 16947422 -9121 16953986 16947422 -9121 16953986 16947422 -9121



Chr7 Complement NT_039413.1 AGGCCAGCCTGACCT 1344407 2810403L02Rik 1335287 1328758 -9120 1335287 1329067 -9120 1335273 1329170 -9134
Chr4 Normal NT_039264.1 AGTTCAGGTTGACCT 17281821 LOC230664 17290940 17294320 -9119 17290940 17294320 -9119 17290940 17294320 -9119
Chr19 Complement NT_039684.1 ATGTCGTGGTGACCC 2112682 Pcx 2187453 2076149 74771 2103563 2076149 -9119 2096324 2076558 -16358
Chr7 Normal NT_039391.1 TGGTCAACTTGATCC 221176 V1rg6 230295 231212 -9119 230295 231212 -9119 230295 231212 -9119
Chr3 Normal NT_039234.1 AGATCAACCTGACCC 26774798 LOC242097 26783915 26796885 -9117 26783915 26796885 -9117 26783915 26796885 -9117
Chr12 Complement NT_039552.1 TGGTCCCTGTGACCT 14252202 Lgmn 14243202 14197171 -9000 14243086 14197184 -9116 14226545 14197655 -25657
Chr17 Normal NT_039657.1 GGGTCACCCTGACTG 230616 LOC224907 239732 244835 -9116 239732 244583 -9116 239810 244583 -9194
Chr7 Normal NT_039433.1 TGGGCAGAGTGACCC 3015004 4933428C20Rik 3024117 3025133 -9113 3024117 3025133 -9113 3024626 3024907 -9622
Chr2 Complement NT_039209.1 TTGTCAACTTGACCC 46345283 A230067G21 46336170 46244220 -9113 46336170 46244220 -9113 46336065 46245702 -9218
Chr10 Complement NT_039494.1 AGGTCATCCTAACCC 8787438 LOC327754 8778327 8730453 -9111 8778327 8730453 -9111 8778327 8730453 -9111
Chr2 Normal NT_039210.1 AGGTCATTCTTACCC 3894798 Dncl2a 3903908 3935296 -9110 3903908 3906410 -9110 3903908 3906101 -9110
Chr10 Complement NT_039495.1 AGTTCATATTGACCT 11174120 Cdc2a 11165033 11148630 -9087 11165011 11150300 -9109 11162128 11150495 -11992
Chr1 Normal NT_039170.1 AGGTCATGTTGACTG 33518818 LOC227120 33527927 33597085 -9109 33527927 33582844 -9109 33528010 33582778 -9192
Chr13 Complement NT_039580.1 AGGCCACTCTGACCT 10115437 LOC238634 10106328 10101085 -9109 10106328 10101085 -9109 10106328 10101085 -9109
Chr4 Normal NT_039266.1 TGGTCACTCTGACCA 3066929 Nr0b2 3076002 3079147 -9073 3076037 3078848 -9108 3076037 3078848 -9108
Chr11 Complement NT_039520.1 TGGCCATCTTGACCT 505686 Gabra6 496643 482009 -9043 496579 482009 -9107 496339 482831 -9347
Chr1 Complement NT_039173.1 GGGTCAGTCTGACTC 3651628 LOC241155 3642521 3641721 -9107 3642521 3641721 -9107 3642521 3641721 -9107
Chr8 Complement NT_039455.1 GGGTCAGGCTGACCT 7986789 Rab20 7977682 7952769 -9107 7977682 7952769 -9107 7977559 7953244 -9230
Chr17 Complement NT_039661.1 AGCTCATCCTGACCT 16440 LOC193766 7334 4075 -9106 7334 4075 -9106 7194 4105 -9246
Chr17 Complement NT_039655.1 TGGTCAACTTGATCC 11832775 LOC211460 11823670 11744524 -9105 11823670 11744524 -9105 11823670 11744524 -9105
Chr5 Complement NT_039305.1 AGGTAGTTATGACCT 11043227 LOC330081 11034122 11030339 -9105 11034122 11030339 -9105 11033541 11033011 -9686
Chr9 Complement NT_039475.1 AGGTAATTGTGACCT 6757990 LOC244956 6748886 6744367 -9104 6748886 6744367 -9104 6748886 6744367 -9104
Chr7 Normal NT_039433.1 AGGTCACCATGATCC 22356152 LOC210686 22365255 22397783 -9103 22365255 22397783 -9103 22365255 22397783 -9103
Chr6 Complement NT_039361.1 TGGTCAGGGTCACCC 255345 Itpr5 246246 28166 -9099 246246 28166 -9099 246124 29513 -9221
Chr12 Normal NT_039551.1 GGATCAAGTTGACCT 14105842 LOC238229 14114941 14143915 -9099 14114941 14143915 -9099 14114941 14143915 -9099
Chr17 Complement NT_039661.1 GGATCAAGTTGACCA 498127 LOC277278 489029 487420 -9098 489029 487420 -9098 488251 488108 -9876
Chr18 Complement NT_039674.1 AGGTCACAGTGACAC 3921301 LOC328891 3912204 3886065 -9097 3912204 3886065 -9097 3912151 3886195 -9150
Chr8 Normal NT_039456.1 CTGTCATACTGACCC 332792 1700112P19Rik 341888 346130 -9096 341888 346130 -9096 345309 345980 -12517
Chr16 Complement NT_039625.1 GGATCAAGTTGACCT 16714556 LOC224384 16705460 16705164 -9096 16705460 16705164 -9096 16705460 16705164 -9096
Chr15 Normal NT_039621.1 AGGACACTATGACCC 47329186 1600025P05Rik 47338279 47356545 -9093 47338279 47356545 -9093 47338329 47356332 -9143
Chr17 Complement NT_039649.1 AGCTCAAGCTGACCC 2271146 Chl12-pending 2262053 2253577 -9093 2262053 2253682 -9093 2261988 2253799 -9158
Chr6 Normal NT_039350.1 GGTTCAGCTTGACCT 11278472 LOC277884 11287565 11289081 -9093 11287565 11289081 -9093 11288529 11288813 -10057
Chr3 Normal NT_039255.1 ATGTCAACTTGACCC 28614 LOC333772 37702 42440 -9088 37702 42440 -9088 42024 42365 -13410
Chr12 Normal NT_039548.1 AGGTCATTCTAACCT 5615580 2310075M15Rik 5624667 5645814 -9087 5624667 5645808 -9087 5624780 5643727 -9200
Chr8 Complement NT_039460.1 CGGTCAATCTGACCC 3663630 4933409N07Rik 3654543 3485548 -9087 3654543 3493054 -9087 3504956 3493217 -158674
Chr17 Complement NT_039656.1 GGGTTATAGTGACCC 1347310 LOC212351 1338224 1315140 -9086 1338224 1315140 -9086 1338224 1315140 -9086
Chr2 Complement NT_039209.1 AGGTAAGAATGACCG 4366771 LOC241593 4357685 4355188 -9086 4357685 4355188 -9086 4356044 4355565 -10727
Chr16 Normal NT_039625.1 TGGTCTGATTGACCT 25127453 Sod1 25136538 25142593 -9085 25136538 25142593 -9085 25136865 25142264 -9412
Chr7 Normal NT_039420.1 GGGTCTCCATGACCA 2247285 2900040K06Rik 2256369 2259328 -9084 2256369 2259328 -9084 2258120 2258749 -10835
Chr17 Complement NT_039649.1 AGGCCAGCCTGACCT 8887226 Akap8 8878154 8860677 -9072 8878142 8861656 -9084 8878104 8862258 -9122
Chr2 Normal NT_039209.1 TGGTCAGCATGGCCC 47823373 LOC241708 47832456 48221188 -9083 47832456 47859226 -9083 47832456 47859226 -9083
Chr1 Normal NT_039171.1 AGGTCAGCCTGACAC 377098 Inha 386131 389291 -9033 386180 389095 -9082 386180 389095 -9082
Chr9 Normal NT_039474.1 AGGTCAACTTGACAC 14624593 LOC208530 14633675 14823105 -9082 14633675 14823105 -9082 14633675 14823105 -9082
Chr19 Complement NT_039687.1 AGGTCAGGGTGACAT 1186328 R74613 1177455 1165208 -8873 1177246 1165208 -9082 1170690 1165453 -15638
Chr11 Complement NT_039520.1 AGGCCAGCCTGACCT 36626182 LOC268449 36617101 36614463 -9081 36617101 36614463 -9081 36617068 36614508 -9114
Chr4 Complement NT_039259.1 TGGTCAACTTGATCC 13523184 LOC332873 13514105 13437482 -9079 13514105 13437482 -9079 13514105 13437482 -9079
Chr3 Normal NT_039239.1 AGGTCAGCCTGTCCA 4539668 LOC229665 4548746 4553744 -9078 4548746 4553744 -9078 4548779 4553728 -9111
Chr13 Complement NT_039589.1 GAGTCAAGTTGACCA 12564469 LOC218372 12555392 12554832 -9077 12555392 12554832 -9077 12555392 12554832 -9077
Chr18 Complement NT_039674.1 AGGTCATGATGAGCC 45326612 LOC332317 45317535 45314351 -9077 45317535 45314351 -9077 45317535 45314351 -9077
Chr4 Normal NT_039264.1 TGGTCAGAATGTCCC 7756980 LOC272082 7766056 7804853 -9076 7766056 7804853 -9076 7766056 7804853 -9076
Chr15 Complement NT_039621.1 AGGTAGGCCTGACCC 64787935 LOC239681 64778861 64736388 -9074 64778861 64736388 -9074 64778817 64736388 -9118
Chr4 Complement NT_039264.1 GGGTCAGCAGGACCT 18548958 LOC245875 18539884 18537838 -9074 18539884 18537838 -9074 18539225 18538048 -9733
Chr2 Complement NT_039209.1 AGATCAGGCTGACCA 48564309 Napb 48555235 48517425 -9074 48555235 48517425 -9074 48555131 48520164 -9178
Chr14 Complement NT_039609.1 TGGTCATGCAGACCT 16184573 LOC223200 16175501 16173789 -9072 16175501 16173789 -9072 16175501 16173789 -9072
Chr5 Normal NT_039305.1 GGGTCTATGTGACCA 11643274 LOC231234 11652346 11659697 -9072 11652346 11659697 -9072 11652346 11659697 -9072
Chr7 Normal NT_039429.1 AGGTCACAGTGACAC 1504950 LOC233426 1513966 1515940 -9016 1514022 1515940 -9072 1514049 1514780 -9099
Chr2 Complement NT_039209.1 AGCTCAGGCTGACCT 11925086 4932438M10 11916015 11904672 -9071 11916015 11904672 -9071 11915905 11904912 -9181
Chr16 Normal NT_039624.1 GGGTCAAGGTCACCA 11153893 Snai2 11162873 11166415 -8980 11162964 11166415 -9071 11163004 11165326 -9111
Chr14 Complement NT_039598.1 GGGTCGTGCTGCCCC 5618801 1700024G13Rik 5609731 5597582 -9070 5609731 5597582 -9070 5609692 5598092 -9109
Chr2 Normal NT_039205.1 AGGTCAGCCTGACAG 356729 Tptf-pending 359630 404303 -2901 365799 404237 -9070 365821 404009 -9092
Chr4 Normal NT_039266.1 TAGTCAAGATGACCT 8498460 4632413C14Rik 8507529 8593801 -9069 8507529 8593801 -9069 8525188 8593153 -26728
Chr6 Complement NT_039358.1 AGGTCATACTTACCT 197288 2010012C16Rik 188220 179365 -9068 188220 179365 -9068 188135 179605 -9153
Chr9 Normal NT_039474.1 GGGTGACAGTGACCA 6995612 5430431G03Rik 7004554 7031815 -8942 7004679 7031520 -9067 7004768 7031047 -9156
Chr3 Normal NT_039234.1 AGGTCAGTGAGACCC 23895938 LOC229505 23905005 23909741 -9067 23905005 23909741 -9067 23905139 23909406 -9201
Chr7 Normal NT_039439.1 TGGTCAACTTGATCC 2580 LOC333254 11647 60728 -9067 11647 60728 -9067 11647 60728 -9067
Chr14 Complement NT_039609.1 GGGGCAAAGTGACCA 18169526 LOC239264 18160460 18117262 -9066 18160460 18117262 -9066 18160460 18117262 -9066
Chr18 Normal NT_039676.1 AGGTCACTTTGAGCA 2089502 LOC271544 2098568 2099096 -9066 2098568 2099096 -9066 2098568 2099096 -9066
Chr1 Complement NT_039167.1 GGGGCATGTTGACCC 10932016 LOC271614 10922950 10914542 -9066 10922950 10914542 -9066 10922950 10914542 -9066
Chr9 Complement NT_039472.1 GGATCAACTTGACCA 4881427 LOC333367 4872362 4797824 -9065 4872362 4797824 -9065 4872362 4797824 -9065
Chr4 Complement NT_039261.1 AGGACATCCTGACCT 8875690 D630039A03Rik 8866627 8864497 -9063 8866627 8864497 -9063 8866617 8866114 -9073
Chr10 Complement NT_039500.1 GGGTTGTTCTGACCT 11151724 LOC327804 11142662 11140781 -9062 11142662 11140781 -9062 11141774 11141427 -9950
Chr14 Complement NT_039606.1 AGGTCACCTGGACCA 12615029 LOC328434 12605968 12602769 -9061 12605968 12602769 -9061 12603906 12603634 -11123
Chr7 Normal NT_039433.1 AAGTCATAATGACCG 21162333 LOC233885 21171389 21181224 -9056 21171389 21181224 -9056 21171389 21181224 -9056
Chr4 Complement NT_039266.1 AGGTCAGGAGGACCT 1518077 LOC269587 1509022 1357182 -9055 1509022 1358042 -9055 1504408 1360268 -13669
Chr4 Normal NT_039266.1 AGGTCATCCTGACCT 7946652 0610009K11Rik 7955706 7963280 -9054 7955706 7960918 -9054 7955775 7960695 -9123
Chr17 Complement NT_039649.1 AGGTCACTCAGACCC 4281905 Pse-pending 4272914 4258138 -8991 4272852 4258233 -9053 4264232 4258652 -17673
Chr8 Normal NT_039455.1 TGGTCACTCTGAGCC 6458221 1110065L07Rik 6467273 6479696 -9052 6467273 6479696 -9052 6476882 6477895 -18661
Chr6 Normal NT_039343.1 GGCTCACTCTGACCA 370095 Imap38 379147 380759 -9052 379147 380759 -9052 379282 380022 -9187
Chr4 Complement NT_039264.1 AGGACAGGCTGACCT 6627123 Bsnd-pending 6618073 6609086 -9050 6618073 6609086 -9050 6617781 6610672 -9342
Chr3 Complement NT_039228.1 AGGACAATGTGACCT 7653233 LOC329623 7644183 7637178 -9050 7644183 7637178 -9050 7637543 7637247 -15690
Chr17 Complement NT_039649.1 AGCTCAGACTGACCC 11305196 Stk19 11296146 11283199 -9050 11296146 11283199 -9050 11296083 11283452 -9113
Chr13 Normal NT_039585.1 AGGCCAGTCTGACCC 1690287 Syk 1685172 1737501 5115 1699337 1737501 -9050 1699357 1734527 -9070
Chr17 Complement NT_039662.1 AGCTCAGACTGACCC 1094698 Stk19 1085712 1072767 -8986 1085649 1073052 -9049 1085649 1073052 -9049
Chr9 Complement NT_039477.1 AGTTCAGGCTGACCA 5537512 Adprtl3 5528762 5522212 -8750 5528464 5522212 -9048 5527834 5523092 -9678
Chr17 Complement NT_039655.1 CGGTCAATTTGTCCT 6160865 AW048023 6151819 6149902 -9046 6151819 6149902 -9046 6150289 6149933 -10576
Chr4 Normal NT_039265.1 AGGTCAGCTTGGCCT 8011600 LOC230771 8020645 8022148 -9045 8020645 8022148 -9045 8020789 8021598 -9189
Chr11 Complement NT_039521.1 AGGTCTTGGTGACCT 31815062 LOC268899 31807147 31804350 -7915 31806017 31804350 -9045 31806750 31805049 -8312
Chr5 Complement NT_039302.1 GGGTCAAGAAGACCC 1948280 0610009O03Rik 1939299 1935759 -8981 1939236 1935759 -9044 1938877 1936009 -9403
Chr7 Complement NT_039436.1 AGGTCAGCCTCACCT 2284457 Sct 2275442 2274639 -9015 2275415 2274639 -9042 2275407 2274719 -9050
ChrX Normal NT_039716.1 GGGTCTGTCTGACCA 1501357 1700014N06Rik 1510397 1511445 -9040 1510397 1511445 -9040 1510436 1511110 -9079
Chr11 Normal NT_039520.1 GGGTCAAAGTGACTT 26834740 LOC215720 26810616 26851963 24124 26843780 26851963 -9040 26843804 26851711 -9064
Chr2 Complement NT_039208.1 GGGTCATCCTTACCT 21235852 MOR229-1 21226813 21225885 -9039 21226813 21225885 -9039 21226813 21225885 -9039
Chr15 Complement NT_039618.1 TGCTCACAATGACCC 3377984 LOC328499 3368947 3366117 -9037 3368947 3366117 -9037 3366964 3366635 -11020
Chr1 Complement NT_039180.1 GGGTCAGGAAGACCA 17228561 Elf3 17219657 17214661 -8904 17219525 17214668 -9036 17218861 17215353 -9700
Chr15 Complement NT_039621.1 CGGTCACCTTGAACT 45588548 4833426H19Rik 45579513 45568694 -9035 45579513 45568694 -9035 45579451 45569502 -9097



Chr4 Normal NT_039263.1 AGTTCACTCTGACCA 10316184 LOC332919 10325217 10328859 -9033 10325217 10328859 -9033 10325217 10328859 -9033
Chr15 Complement NT_039621.1 CGGGCAAACTGACCC 40191483 Mfng 40182527 40164887 -8956 40182451 40164888 -9032 40182278 40165583 -9205
Chr7 Normal NT_039437.1 AGGTCATGCTGCCCC 3166027 Fgf15 3174972 3179475 -8945 3175058 3179475 -9031 3175205 3178474 -9178
Chr13 Complement NT_039585.1 AGGTTGCCGTGACCT 2389776 Ror2 2380977 2201830 -8799 2380745 2202738 -9031 2380745 2202738 -9031
Chr8 Normal NT_039455.1 AGGTCAAGAAGACCC 110371 4021401A16Rik 119190 124146 -8819 119401 122518 -9030 121915 122481 -11544
Chr4 Complement NT_039266.1 GGGTCAGAGTGAGCG 3159108 LOC230800 3154966 3129605 -4142 3150078 3129605 -9030 3150008 3131268 -9100
Chr6 Normal NT_039355.1 GGGTCACACTTACCC 7597305 MGC6835 7606276 7608428 -8971 7606334 7608428 -9029 7607333 7607950 -10028
Chr7 Normal NT_039420.1 CGGTCATTGTGAACC 781464 Klk8 790488 794852 -9024 790488 794852 -9024 790507 794809 -9043
Chr14 Normal NT_039598.1 GGGTCATGTTGAACC 7403050 LOC239030 7412073 7414229 -9023 7412073 7414229 -9023 7412073 7414229 -9023
Chr4 Normal NT_039258.1 ATGTCACTCTGACCT 7295673 LOC332853 7304696 7333287 -9023 7304696 7333287 -9023 7304696 7333287 -9023
Chr14 Normal NT_039606.1 GGGTCAGCTTGAGCT 2204180 LOC277154 2213201 2216068 -9021 2213201 2216068 -9021 2213322 2214293 -9142
Chr9 Normal NT_039472.1 GGATCAAGTTGACCT 24979585 MOR170-6 24988604 24989545 -9019 24988604 24989545 -9019 24988604 24989545 -9019
Chr17 Complement NT_039649.1 AGGTCGTAGGGACCC 2271071 Chl12-pending 2262053 2253577 -9018 2262053 2253682 -9018 2261988 2253799 -9083
Chr2 Normal NT_039208.1 TGGTCAACCTGATCC 13843570 LOC241516 13852588 14397084 -9018 13852588 13917763 -9018 13852588 13917763 -9018
Chr10 Normal NT_039494.1 GGGTCACGTGGACCC 5274372 B630009I04Rik 5283389 5311216 -9017 5283389 5311216 -9017 5300316 5310608 -25944
Chr1 Normal NT_039170.1 AGGTCAGGATGAACT 13956210 D430024K22Rik 13965177 13981473 -8967 13965225 13977971 -9015 13976014 13977647 -19804
Chr1 Normal NT_039170.1 GGGTCCTCCTGACCA 52573459 1700112N14Rik 52582472 52592901 -9013 52582472 52592901 -9013 52583483 52591865 -10024
Chr2 Complement NT_039209.1 AGGTCATGAGGACCC 48929037 LOC277490 48920025 48911164 -9012 48920025 48911164 -9012 48920025 48911164 -9012
Chr11 Normal NT_039521.1 GTGTCACTTTGACCT 12855104 Rpl27 12863999 12867297 -8895 12864116 12867228 -9012 12864426 12867188 -9322
Chr10 Complement NT_039501.1 AGGACAAGCTGACCC 512508 1810038L18Rik 503497 502052 -9011 503497 502052 -9011 502425 502132 -10083
Chr8 Normal NT_039467.1 GGGTCAGTGTGTCCT 50762403 BC021611 50761028 50803143 1375 50771414 50803143 -9011 50771447 50802797 -9044
ChrX Complement NT_039710.1 GGGGCAAAGTGACCA 463038 LOC278085 454027 452984 -9011 454027 452984 -9011 454027 452984 -9011
Chr18 Normal NT_039674.1 GGGTGGGCGTGACCC 7246185 LOC332281 7255194 7318798 -9009 7255194 7318798 -9009 7255194 7318798 -9009
Chr14 Normal NT_039606.1 TGATCAGGCTGACCT 1552584 5430405K24Rik 1561592 1581034 -9008 1561592 1581034 -9008 1574253 1580847 -21669
Chr5 Normal NT_039325.1 TGGTCATCATAACCC 769345 LOC330245 778350 789517 -9005 778350 789517 -9005 778350 789517 -9005
Chr3 Complement NT_039239.1 GGGTCAAGTTGACAT 9465934 LOC329735 9456930 9452192 -9004 9456930 9452192 -9004 9452608 9452267 -13326
Chr19 Complement NT_039687.1 AGGTCAGTTAGACCC 12070983 Gda 12062065 11979402 -8918 12061980 11979805 -9003 12061883 11981535 -9100
Chr5 Complement NT_039314.1 GGGACACAGTGACCG 4937622 LOC214292 4928620 4926938 -9002 4928620 4926938 -9002 4928620 4926938 -9002
Chr14 Normal NT_039609.1 AGGTCAACACGAGCC 21597998 LOC239280 21607000 21654100 -9002 21607000 21654100 -9002 21607000 21654100 -9002
Chr11 Complement NT_039520.1 AGATCAGGCTGACCT 16902227 2210407C18Rik 16895831 16887965 -6396 16893226 16887965 -9001 16892634 16888084 -9593
Chr9 Normal NT_039473.1 AGCTCACAATGACCT 12925777 4930550C14Rik 12932828 12962294 -7051 12934777 12962294 -9000 12937553 12962054 -11776
Chr17 Complement NT_039667.1 GGGTCAGCTTGATCT 115868 LOC333879 106869 100458 -8999 106869 100458 -8999 106869 100458 -8999
Chr3 Normal NT_039230.1 GGATCGACCTGACCC 1983821 LOC329639 1992818 2029638 -8997 1992818 2029638 -8997 2024443 2028497 -40622
Chr8 Normal NT_039455.1 AGGTCAGAGCGGCCC 7015310 LOC244282 7024306 7062014 -8996 7024306 7062014 -8996 7024306 7062014 -8996
Chr13 Complement NT_039578.1 AGCTCAGGCTGACCT 11474323 LOC328211 11465327 11464277 -8996 11465327 11464277 -8996 11465277 11464840 -9046
Chr8 Complement NT_039462.1 GGCTCAGGGTGACCT 6046762 Pik3r2 6037766 6028985 -8996 6037766 6028985 -8996 6036062 6029435 -10700
Chr5 Normal NT_039297.1 GGGCCATTGTGACCT 5126757 Steap 5135753 5149078 -8996 5135753 5149078 -8996 5142393 5148984 -15636
Chr9 Normal NT_039477.1 TGGTCAATGTGACCT 2121778 LOC331017 2130773 2133348 -8995 2130773 2133348 -8995 2130826 2131250 -9048
Chr4 Normal NT_039264.1 AGGCCAGCCTGACCT 7218588 D030010E02 7227582 7238439 -8994 7227582 7238439 -8994 7228399 7237929 -9811
Chr9 Complement NT_039472.1 TAGTCATCTTGACCT 1381201 Gbif-pending 1373804 1368923 -7397 1372207 1369424 -8994 1372112 1370393 -9089
Chr13 Normal NT_039589.1 TGGACAGGTTGACCC 4057272 LOC238711 4066265 4075701 -8993 4066265 4075701 -8993 4066265 4075701 -8993
Chr2 Complement NT_039206.1 AGGCCACTCTGACCA 17931065 LOC241370 17922072 17872303 -8993 17922072 17872303 -8993 17922072 17872303 -8993
Chr18 Normal NT_039674.1 AGGTCACTTTGAACT 9077062 LOC328900 9086054 9089223 -8992 9086054 9089223 -8992 9086445 9088116 -9383
Chr4 Complement NT_039268.1 AGGTCATGCTGCCCT 1364978 LOC332960 1355986 1274069 -8992 1355986 1274069 -8992 1355986 1274069 -8992
Chr2 Complement NT_039209.1 TGGTCACCGTGGCCC 3745653 LOC241588 3736662 3736264 -8991 3736662 3736264 -8991 3736662 3736264 -8991
Chr13 Complement NT_039585.1 AGGTCAACTTGATCC 3058410 LOC268658 3049420 3047202 -8990 3049420 3047202 -8990 3048143 3047943 -10267
Chr8 Normal NT_039462.1 AGGTCAGGCTGGCCA 5483826 Sfrs14 5492816 5538441 -8990 5492816 5518867 -8990 5495273 5518830 -11447
Chr6 Complement NT_039360.1 AGGTGAACCTGACCT 3417511 5730419I09Rik 3408523 3318962 -8988 3408523 3318962 -8988 3388117 3320042 -29394
Chr2 Complement NT_039206.1 AGGTGAATATGACCA 23933091 LOC271788 23924103 23923732 -8988 23924103 23923732 -8988 23924103 23923732 -8988
Chr17 Normal NT_039664.1 AGGTCAGGATGAGCT 49555 LOC333747 58543 61802 -8988 58543 61802 -8988 58683 61772 -9128
Chr7 Complement NT_039395.1 AGGTCATACTGGCCA 169501 Sepw1 160590 155388 -8911 160514 155388 -8987 160468 158042 -9033
Chr1 Complement NT_039189.1 AGGGCACCCTGACCT 6069145 Kcnk2 6060510 5920892 -8635 6060159 5920892 -8986 6059628 5922745 -9517
Chr12 Complement NT_039551.1 TGCTCAGGATGACCT 31283135 Tgfb3 31274549 31252444 -8586 31274150 31252444 -8985 31273542 31253396 -9593
Chr13 Normal NT_039590.1 GGATCAAGTTGACCA 585116 A130038L21Rik 594054 707968 -8938 594100 707968 -8984 594221 707549 -9105
Chr7 Normal NT_039420.1 TGGTCACCATGACCA 2252043 LOC269911 2261027 2262808 -8984 2261027 2262808 -8984 2261044 2262506 -9001
Chr11 Complement NT_039521.1 TGGTCAACTTGACTT 18383887 LOC217255 18374905 18374559 -8982 18374905 18374559 -8982 18374905 18374559 -8982
Chr4 Complement NT_039266.1 GGGTCACATGGACCT 9945142 LOC329969 9936161 9933515 -8981 9936161 9933515 -8981 9935728 9935237 -9414
Chr19 Normal NT_039687.1 TGGTCAGATTTACCC 10817404 LOC271566 10826383 10952241 -8979 10826383 10952241 -8979 10826383 10952241 -8979
Chr5 Normal NT_039312.1 CGGTCAATCTGACAT 1950404 Msi1h 1959381 1984572 -8977 1959381 1984572 -8977 1959444 1981868 -9040
Chr10 Complement NT_039495.1 AGGTCATCTTCACCT 8270361 LOC211453 8261387 8032914 -8974 8261387 8032914 -8974 8261387 8032914 -8974
Chr11 Normal NT_039521.1 AGGTAGAGCTGACCC 14824634 LOC237953 14833608 14843665 -8974 14833608 14843665 -8974 14833608 14843665 -8974
Chr4 Complement NT_039264.1 AGGTCAGACTTACCT 18529532 6430407N22 18520559 18508798 -8973 18520559 18508798 -8973 18520214 18513659 -9318
Chr11 Complement NT_039520.1 GGGACACGATGACCC 38523453 Crlf3 38514480 38480024 -8973 38514480 38480024 -8973 38514437 38481006 -9016
Chr9 Complement NT_039473.1 TGGGCATCCTGACCT 8991345 E330017O07Rik 8982372 8933214 -8973 8982372 8933214 -8973 8980874 8934599 -10471
Chr3 Complement NT_039239.1 GGGGCAAAATGACCA 6235643 LOC277632 6226670 6225757 -8973 6226670 6225757 -8973 6226542 6226336 -9101
Chr19 Normal NT_039687.1 AGCTCGGGCTGACCT 316049 1200014K04Rik 321820 345135 -5771 325019 345135 -8970 325105 341295 -9056
Chr18 Normal NT_039674.1 TGGCCATGCTGACCC 50773477 LOC328956 50782447 50783777 -8970 50782447 50783777 -8970 50782485 50782757 -9008
Chr3 Normal NT_039239.1 GGGTCACGCTGACGC 8894657 LOC242153 8903626 8904399 -8969 8903626 8904399 -8969 8903626 8904399 -8969
Chr15 Normal NT_039617.1 AGGTCAAAATGAGCA 3054245 LOC223298 3063213 3065076 -8968 3063213 3065076 -8968 3063451 3063897 -9206
Chr11 Normal NT_039520.1 AGGTGAGGCTGACCT 30341263 6720460F02Rik 30350183 30355098 -8920 30350230 30355098 -8967 30350778 30354101 -9515
Chr18 Normal NT_039674.1 GGGTCGCAGGGACCT 58400899 Pdgfrb 58409597 58449213 -8698 58409866 58449213 -8967 58424619 58447537 -23720
Chr17 Complement NT_039661.1 GGGCCACCATGACCA 16295 LOC193766 7334 4075 -8961 7334 4075 -8961 7194 4105 -9101
Chr19 Normal NT_039692.1 AGGACAGAATGACCA 1813905 LOC226118 1822866 1843173 -8961 1822866 1843173 -8961 1822951 1843173 -9046
Chr17 Normal NT_039649.1 GGGTCACGCTGACAG 1009155 3300002N10Rik 1018115 1030320 -8960 1018115 1030320 -8960 1018393 1029713 -9238
Chr2 Normal NT_039208.1 GGATCAGTATGACCA 19526165 LOC269309 19535124 19562360 -8959 19535124 19535909 -8959 19535124 19535909 -8959
Chr12 Normal NT_039549.1 GGGTAGGTGTGACCT 12900586 LOC328094 12909545 12910984 -8959 12909545 12910984 -8959 12909662 12910754 -9076
Chr7 Normal NT_039429.1 GTGTCAAATTGACCA 13831199 LOC244140 13840156 13875034 -8957 13840156 13875034 -8957 13840156 13875034 -8957
Chr7 Normal NT_039415.1 TAGTCAAGTTGACCT 182957 LOC269900 191912 193714 -8955 191912 193714 -8955 192825 192992 -9868
Chr5 Complement NT_039301.1 GGGGCATCGTGACCG 865237 Eif2b 856283 850766 -8954 856283 850766 -8954 856221 850799 -9016
Chr5 Normal NT_039318.1 GGGTCAGTTTAACCT 52308 LOC279387 61262 109807 -8954 61262 109807 -8954 61262 109807 -8954
Chr1 Complement NT_039180.1 GGGTCAGCCTGACCC 17075673 LOC329252 17066719 16947282 -8954 17066719 16947282 -8954 17066583 16947863 -9090
Chr17 Complement NT_039658.1 AGGTCAGCCTGACAG 22962711 Fshr 22953825 22737332 -8886 22953762 22737550 -8949 22953762 22737550 -8949
Chr13 Normal NT_039586.1 GGGTCAGTGTCACCA 423057 2210021G21Rik 431920 439311 -8863 432004 439311 -8947 432138 438765 -9081
Chr2 Complement NT_039206.1 AGTTCAGGGTGACCC 1446736 4930568D16Rik 1437789 1424390 -8947 1437789 1424390 -8947 1436205 1424551 -10531
Chr13 Complement NT_039590.1 GTGTCAACCTGACCA 8441632 Birc1a 8439042 8393939 -2590 8432689 8393939 -8943 8430915 8394982 -10717
Chr11 Complement NT_039520.1 AGGTCAATGAGACCT 7317133 Tgtp 7308351 7301344 -8782 7308190 7302380 -8943 7303890 7302643 -13243
Chr2 Complement NT_039210.1 AAGTCAATATGACCC 2094996 LOC241733 2086054 2047163 -8942 2086054 2047163 -8942 2074780 2050153 -20216
Chr4 Normal NT_039263.1 AGGCCAAACTGACCA 1508904 LOC332910 1517846 1573749 -8942 1517846 1573749 -8942 1517846 1573749 -8942
Chr12 Normal NT_039551.1 AGGTCAGTCTGAACA 19506729 LOC328125 19515670 19530294 -8941 19515670 19530294 -8941 19515670 19530294 -8941
Chr3 Normal NT_039242.1 TGGTCACTTTGTCCC 8488880 LOC214525 8497818 8541759 -8938 8497818 8541759 -8938 8497818 8541759 -8938
Chr4 Normal NT_039296.1 ATGTCAACTTGACCA 58915 Olfr37e 67853 68812 -8938 67853 68812 -8938 67853 68812 -8938
Chr7 Complement NT_039433.1 AAGTCATAATGACCG 21162333 Spn 21153395 21150598 -8938 21153395 21150598 -8938 21153392 21151749 -8941
Chr15 Normal NT_039621.1 GGGTCCGACCGACCT 56043709 Irak4 56052646 56072191 -8937 56052646 56072191 -8937 56060052 56072191 -16343
Chr7 Normal NT_039433.1 TGGTCATCCTGACAT 6483017 LOC330633 6491954 6496412 -8937 6491954 6496412 -8937 6494645 6494959 -11628
Chr11 Normal NT_039531.1 TGGGCATGATGACCC 114635 Hba-a1 123520 137284 -8885 123570 124389 -8935 123603 124287 -8968



Chr3 Complement NT_039238.1 AGGTCGTTGTGAGCC 578026 6330408J11Rik 569092 542676 -8934 569092 542687 -8934 562587 542861 -15439
Chr9 Complement NT_039472.1 GGGTCAGAGTGAGCT 7635113 Edg5 7626179 7615442 -8934 7626179 7615442 -8934 7618015 7616957 -17098
Chr1 Normal NT_039173.1 AGGTTAGGCTGACCT 222 Sp100 9156 58571 -8934 9156 50684 -8934 9156 50581 -8934
Chr11 Normal NT_039515.1 TGGGCATGATGACCC 29439162 Hba-a1 29448045 29461722 -8883 29448095 29448914 -8933 29448128 29448812 -8966
Chr5 Complement NT_039336.1 GGGACACAGTGACCG 298848 LOC214292 289916 288234 -8932 289916 288234 -8932 289916 288234 -8932
Chr4 Complement NT_039260.1 GGGTCATTCTGACAC 191715 B230312A22Rik 182784 168997 -8931 182784 169091 -8931 173310 170116 -18405
Chr11 Complement NT_039521.1 AGCTCAGACTGACCT 6335378 LOC217122 6326447 6278945 -8931 6326447 6278945 -8931 6280188 6279528 -55190
Chr18 Complement NT_039676.1 CAGTCATAGTGACCT 174304 LOC240413 165373 105979 -8931 165373 105979 -8931 165346 105979 -8958
Chr16 Complement NT_039624.1 TGGTCATCCTGAGCC 29850216 2400003L07Rik 29841303 29801693 -8913 29841286 29801693 -8930 29838748 29802055 -11468
Chr3 Complement NT_039238.1 AGGTCACCATGATCC 3039810 2610202E01Rik 3030880 3029416 -8930 3030880 3029416 -8930 3030738 3029448 -9072
Chr3 Complement NT_039230.1 AGGTCAGTCTGGCCT 279644 LOC332761 270714 235716 -8930 270714 235716 -8930 270714 235716 -8930
ChrX Normal NT_039726.1 AGCTCAAAATGACCA 7270920 Piga 7279849 7293975 -8929 7279849 7293975 -8929 7282708 7291958 -11788
Chr11 Normal NT_039520.1 CGGTCATAATGACCC 16936390 LOC216782 16945317 16946300 -8927 16945317 16946300 -8927 16945317 16946300 -8927
Chr8 Normal NT_039456.1 TGGTCAGACTGACCT 428905 LOC207958 437831 440731 -8926 437831 440731 -8926 437872 440536 -8967
ChrX Normal NT_039727.1 AGGTCACACTAACCA 3122 LOC194810 12043 17844 -8921 12043 17844 -8921 13355 17844 -10233
Chr13 Normal NT_039579.1 AGGTCAACTTGATCC 286086 LOC331923 295007 327437 -8921 295007 327437 -8921 295007 327437 -8921
Chr11 Complement NT_039521.1 TGTTCAGAATGACCT 26828140 C630004H02Rik 26819225 26799179 -8915 26819225 26799179 -8915 26819078 26799938 -9062
Chr4 Complement NT_039258.1 TTGTCAACTTGACCC 3502883 LOC332851 3493969 3468792 -8914 3493969 3468792 -8914 3493969 3468792 -8914
Chr11 Normal NT_039520.1 GTGTCAGTGTGACCA 27387233 Vamp2 27396090 27399959 -8857 27396146 27398281 -8913 27396206 27398246 -8973
Chr6 Complement NT_039355.1 GGGTCACTGTGTCCC 6005053 1500001M20Rik 5996142 5962592 -8911 5996142 5962592 -8911 5996050 5962650 -9003
Chr1 Complement NT_039184.1 GGGTCAAGATGACAG 6185579 4930415K13 6176668 6147262 -8911 6176668 6147262 -8911 6176266 6149619 -9313
Chr2 Normal NT_039204.1 AGGTCACTGTGACGG 3931455 DKFZp761L0424 3940364 3965774 -8909 3940364 3965774 -8909 3940392 3964460 -8937
Chr3 Complement NT_039234.1 GGATCAAGTTGACCT 15481396 0610010I20Rik 15472631 15448139 -8765 15472488 15448139 -8908 15472319 15448329 -9077
Chr8 Normal NT_039467.1 AGGTCATTCTGACAT 37522773 Ap1g1 37531679 37664332 -8906 37531679 37661403 -8906 37555974 37661403 -33201
Chr5 Complement NT_039305.1 ATGTCAATTTGACCT 14681684 Lgi2 14672804 14644361 -8880 14672781 14644361 -8903 14672606 14644460 -9078
Chr18 Complement NT_039674.1 AGGTCATATAGACCC 3989346 LOC210719 3980443 3910606 -8903 3980443 3910606 -8903 3978210 3912471 -11136
Chr5 Normal NT_039308.1 AGGTCACTGAGACCA 12722232 Pde6b 12731068 12774469 -8836 12731135 12774469 -8903 12731135 12774297 -8903
Chr10 Normal NT_039491.1 AGTTCACTATGACCA 10538754 Reps1 10514217 10583544 24537 10547655 10583544 -8901 10547655 10583360 -8901
Chr18 Complement NT_039674.1 AGGTCAGGGTGGCCC 63415288 LOC328978 63406388 63402956 -8900 63406388 63402956 -8900 63403679 63403350 -11609
Chr7 Complement NT_039429.1 TAGTCAGTTTGACCT 23617030 Mrpl17 23608130 23605830 -8900 23608130 23606647 -8900 23608044 23606920 -8986
Chr9 Complement NT_039473.1 AGGTCATGAGGACCA 10554580 G630080D20Rik 10545682 10429756 -8898 10545682 10429756 -8898 10545484 10430301 -9096
Chr7 Complement NT_039429.1 TGGGCAGAGTGACCT 23564873 3110041P15Rik 23555977 23551405 -8896 23555977 23551405 -8896 23551998 23551723 -12875
Chr17 Complement NT_039649.1 AGGTCAGCCTGAGCT 4346923 D17Wsu92e 4338027 4295236 -8896 4338027 4295236 -8896 4337962 4297939 -8961
Chr3 Normal NT_039238.1 AGGTCATTGTCACCT 1670823 MGC7221 1679650 1684026 -8827 1679719 1684026 -8896 1679894 1682094 -9071
Chr3 Normal NT_039237.1 GGGTGACAATGACCA 1495618 5430400H23Rik 1504511 1507737 -8893 1504511 1507737 -8893 1505255 1507664 -9637
Chr4 Complement NT_039264.1 AGGTCACTGTGTCCC 19711930 AI413471 19703037 19699179 -8893 19703037 19699179 -8893 19702999 19699562 -8931
Chr8 Normal NT_039459.1 GGGTCATGCTGCCCA 393704 5730415P04Rik 402595 464476 -8891 402595 464476 -8891 402816 453526 -9112
Chr8 Normal NT_039459.1 GGATCAAGTTGACCA 2843380 LOC244447 2852271 3006748 -8891 2852271 3006748 -8891 2852271 3006748 -8891
Chr12 Normal NT_039548.1 GGATCAAGTTGACCT 8008937 2010109K11Rik 8017827 8018905 -8890 8017827 8018905 -8890 8018119 8018541 -9182
Chr11 Normal NT_039521.1 AGGACATGGTGACCT 30803439 F630021I08Rik 30812329 30837821 -8890 30812329 30837821 -8890 30813623 30837060 -10184
Chr8 Complement NT_039455.1 AGATCGGATTGACCT 10274549 LOC234081 10265659 10263824 -8890 10265659 10263824 -8890 10264646 10264137 -9903
Chr8 Normal NT_039462.1 AGGTCACCGTGAGCA 5970475 2410018E23Rik 5979363 5983453 -8888 5979363 5983453 -8888 5979374 5982910 -8899
Chr15 Normal NT_039618.1 AGGTCAGTGTGAGCT 22302734 LOC328520 22311622 22312191 -8888 22311622 22312191 -8888 22311642 22312058 -8908
Chr1 Normal NT_039167.1 TGGTAATTATGACCT 3214882 Rb1cc1 3215283 3284693 -401 3223770 3284287 -8888 3239112 3283393 -24230
Chr8 Normal NT_039459.1 CGGTCACAATGGCCT 722007 Adam25 730894 734863 -8887 730894 734863 -8887 732385 734667 -10378
Chr7 Complement NT_039423.1 TGGTCATAATGTCCT 108087 LOC330532 99202 80633 -8885 99202 80633 -8885 99202 80633 -8885
ChrX Normal NT_039726.1 GGGGCAGAATGACCA 2557880 Sh3kbp1 2485343 2834052 72537 2566764 2831408 -8884 2566764 2831408 -8884
Chr17 Normal NT_039658.1 AGTTCATTTTGACCT 1231487 Lama1 1240348 1364416 -8861 1240370 1364416 -8883 1240418 1364416 -8931
ChrX Normal NT_039711.1 GGGTCTGCATGACCT 8185492 LOC236932 8194375 8195166 -8883 8194375 8195166 -8883 8194384 8194692 -8892
Chr14 Complement NT_039606.1 TGGTCATGTTGACCT 10333809 4930578I06Rik 10324939 10306487 -8870 10324927 10308270 -8882 10310376 10308373 -23433
Chr3 Complement NT_039234.1 AGGTCACTATGAGCT 23046274 6720469N11Rik 23037393 23033369 -8881 23037393 23033369 -8881 23034772 23034419 -11502
Chr10 Normal NT_039500.1 TGGTCAGCGTAACCC 20739043 LOC331671 20747924 20758168 -8881 20747924 20758168 -8881 20747924 20758168 -8881
Chr9 Normal NT_039474.1 AGGTCAGAGTTACCT 26005507 LOC231349 26014386 26015487 -8879 26014386 26015487 -8879 26014389 26014835 -8882
Chr11 Complement NT_039520.1 TGGTCTGGATGACCT 42600135 LOC331768 42591256 42560123 -8879 42591256 42560123 -8879 42591256 42560123 -8879
Chr9 Complement NT_039472.1 AGGTCCTCATGACCT 14473813 LOC333373 14464934 14461107 -8879 14464934 14461107 -8879 14464934 14461107 -8879
ChrX Normal NT_039710.1 GGGTCACACTGCCCT 2951850 LOC194776 2960728 2961621 -8878 2960728 2961621 -8878 2960728 2961621 -8878
Chr10 Complement NT_039500.1 GGGTCAACGTCACCA 8895927 LOC237473 8887050 8854425 -8877 8887050 8854425 -8877 8887050 8854425 -8877
Chr19 Normal NT_039684.1 AGGTCAAGCTGTCCA 1198182 1700061A03Rik 1207058 1207512 -8876 1207058 1207512 -8876 1207078 1207359 -8896
Chr5 Normal NT_039300.1 AGTTCATACTGACCT 116612 LOC231058 125488 132093 -8876 125488 131128 -8876 125547 129973 -8935
Chr6 Normal NT_039353.1 GGGTCAAGATGTCCA 21887478 Lrrn1 21896296 21937294 -8818 21896352 21937294 -8874 21934327 21936477 -46849
Chr9 Normal NT_039477.1 GGGTCATTCTGTCCC 6383747 6430571L13Rik 6392620 6401701 -8873 6392620 6401701 -8873 6394368 6400043 -10621
Chr3 Normal NT_039234.1 AGGTCAGGGTGACAC 3477392 LOC212822 3486264 3535650 -8872 3486264 3535650 -8872 3486264 3535650 -8872
Chr8 Normal NT_039467.1 AGGTCAGGATGTCCC 33924106 AI643885 33932977 33936732 -8871 33932977 33936732 -8871 33934182 33934877 -10076
Chr5 Complement NT_039299.1 AGGTTGTGGTGACCC 8349447 Drctnnb1a-pending 8371232 8302232 21785 8340576 8302232 -8871 8340547 8305986 -8900
Chr3 Complement NT_039228.1 AGGGCATCCTGACCT 5746102 LOC194137 5737231 5733717 -8871 5737231 5733717 -8871 5735806 5733742 -10296
Chr2 Complement NT_039208.1 GGGTGACAGTGACCG 16055300 LOC228139 16046429 16009750 -8871 16046429 16009750 -8871 16046241 16010179 -9059
Chr1 Complement NT_039172.1 AGGTAACACTGACCC 1291125 Serpine2 1282279 1216797 -8846 1282255 1216923 -8870 1244690 1217605 -46435
Chr10 Normal NT_039495.1 GGGGCAGCACGACCC 13500120 LOC216082 13508987 13512556 -8867 13508987 13512556 -8867 13509058 13509984 -8938
Chr9 Normal NT_039474.1 TGGTCTCTTTGACCT 4406584 Stra6 4350056 4440055 56528 4415451 4440055 -8867 4421192 4439424 -14608
Chr6 Normal NT_039370.1 AGGACGTTTTGACCT 331444 LOC333901 340310 344432 -8866 340310 344432 -8866 340310 344432 -8866
Chr7 Complement NT_039429.1 TAGTCAGTTTGACCT 23616994 Mrpl17 23608130 23605830 -8864 23608130 23606647 -8864 23608044 23606920 -8950
Chr1 Normal NT_039170.1 AGGTCAGCTAGACCT 14363534 4933424G06Rik 14368031 14415811 -4497 14372396 14415811 -8862 14372471 14404352 -8937
Chr1 Complement NT_039180.1 AGGTCACCGCGACAT 15645388 E430019B13Rik 15636695 15625665 -8693 15636526 15625665 -8862 15635515 15626387 -9873
Chr16 Complement NT_039624.1 GGGTCAATAAGACCT 17829413 LOC224046 17820551 17749406 -8862 17820551 17749406 -8862 17820551 17749406 -8862
Chr3 Normal NT_039234.1 AGGTCATGCTGATCA 5659735 LOC229387 5668596 5737836 -8861 5668596 5737836 -8861 5668596 5737836 -8861
Chr4 Normal NT_039268.1 AGTTCATGGTGACCC 8160833 Cdc2l2 8169672 8194742 -8839 8169692 8194741 -8859 8170353 8194593 -9520
Chr9 Normal NT_039477.1 AGGTCAGACTGACTT 3488246 Cpne4 3497103 3826871 -8857 3497103 3826871 -8857 3636231 3826737 -147985
Chr2 Complement NT_039202.1 GGATCAAGTTGACCT 1220490 LOC209625 1211633 1131627 -8857 1211633 1131627 -8857 1211633 1131627 -8857
Chr4 Normal NT_039265.1 GGCTCAGTGTGACCA 5495893 LOC332940 5504749 5527793 -8856 5504749 5527793 -8856 5504749 5527793 -8856
Chr4 Complement NT_039260.1 TGGTCAAGTTGACAT 915994 Olfr37e 907138 906179 -8856 907138 906179 -8856 907138 906179 -8856
Chr13 Normal NT_039578.1 AGATCAAAGTGACCA 612770 C80633 621625 666330 -8855 621625 666330 -8855 621961 664277 -9191
Chr19 Normal NT_039687.1 AGGTCAGCCTGAGCT 687089 Syt7 695551 755409 -8462 695944 754905 -8855 695944 754905 -8855
Chr3 Complement NT_039228.1 GGGTCACCCTGGCCC 11671325 1700017G19Rik 11662471 11644552 -8854 11662471 11644552 -8854 11661053 11652751 -10272
Chr1 Normal NT_039170.1 TGATCAAGTTGACCT 30339258 LOC227091 30348111 30407972 -8853 30348111 30407972 -8853 30348288 30407913 -9030
Chr2 Normal NT_039209.1 GGGACAGCATGACCC 43960760 LOC241686 43969613 44063392 -8853 43969613 44036483 -8853 43988608 44036483 -27848
Chr19 Complement NT_039684.1 AGGTCAGAATGTCCT 2856158 Chk 2847447 2804834 -8711 2847306 2804834 -8852 2847144 2807023 -9014
ChrX Complement NT_039702.1 AGGTCAACTTGATCC 2489362 LOC207560 2480511 2479880 -8851 2480511 2479880 -8851 2480511 2479880 -8851
Chr4 Normal NT_039266.1 AGGTCAGCCTGATCT 3088507 D930035B09Rik 3097357 3106854 -8850 3097357 3106854 -8850 3097372 3106444 -8865
Chr6 Normal NT_039343.1 TGGTCAACTTGATCC 18690914 V1rc10 18699761 18700678 -8847 18699761 18700678 -8847 18699761 18700669 -8847
Chr3 Normal NT_039234.1 AGGTCAGCATGGCCA 4775483 2500002A22Rik 4784328 4813991 -8845 4784328 4813991 -8845 4785451 4813896 -9968
Chr4 Complement NT_039266.1 AGGTCACCGTGACAT 11652256 LOC329977 11643411 11591204 -8845 11643411 11591204 -8845 11639966 11591694 -12290
Chr5 Complement NT_039308.1 AGCTCAGGCTGACCT 4847548 LOC243150 4838704 4786896 -8844 4838704 4786896 -8844 4838704 4786896 -8844
Chr2 Complement NT_039206.1 AGGTCAGAGCGATCC 1280009 Rab14 1271292 1250395 -8717 1271165 1252338 -8844 1262844 1252442 -17165
Chr10 Complement NT_039501.1 GGGACACCATGACCA 2696399 LOC270801 2687556 2638517 -8843 2687556 2638517 -8843 2687556 2638517 -8843
Chr17 Normal NT_039664.1 TGGTCATGGTGGCCC 49700 LOC333747 58543 61802 -8843 58543 61802 -8843 58683 61772 -8983



Chr15 Normal NT_039620.1 GGGTCGAGATGATCT 652287 MGC40815 661129 681758 -8842 661129 681758 -8842 661461 680807 -9174
Chr16 Complement NT_039624.1 TGGTCAGAATGCCCC 6821228 LOC328622 6812387 6805030 -8841 6812387 6805030 -8841 6805429 6805097 -15799
Chr2 Complement NT_039204.1 AGGTCAGTATGACAA 1224128 4733401K02Rik 1215289 1214050 -8839 1215289 1214050 -8839 1214950 1214648 -9178
Chr11 Complement NT_039515.1 CGGTCAAGAGGACCC 29706228 LOC331726 29697389 29684070 -8839 29697389 29684070 -8839 29697389 29684070 -8839
Chr12 Normal NT_039553.1 TGGACACCCTGACCT 5073989 LOC278616 5082827 5119154 -8838 5082827 5119154 -8838 5082827 5119154 -8838
Chr3 Normal NT_039242.1 AAGTCATGGTGACCT 14230449 LOC329768 14239287 14241066 -8838 14239287 14241066 -8838 14239567 14239884 -9118
Chr4 Complement NT_039264.1 AGGTCATCCTCACCT 17288464 Cnk 17279627 17274340 -8837 17279627 17274340 -8837 17279547 17275922 -8917
Chr10 Complement NT_039500.1 AGGTCATTATGCCCT 2111957 LOC237433 2103120 2102722 -8837 2103120 2102722 -8837 2103120 2102722 -8837
Chr3 Normal NT_039230.1 ATGTCACTGTGACCT 7440278 LOC329646 7449112 7493372 -8834 7449112 7493372 -8834 7449140 7493283 -8862
Chr9 Normal NT_039474.1 AGGTCATCCTGCCCC 21826629 LOC235497 21835462 21860406 -8833 21835462 21860406 -8833 21835551 21849632 -8922
Chr11 Normal NT_039521.1 TGGACACCCTGACCT 28774358 38239 28759623 28813779 14735 28783189 28813777 -8831 28802930 28812024 -28572
Chr10 Normal NT_039500.1 AGCTCAGTCTGACCC 4088894 LOC270765 4097725 4115190 -8831 4097725 4115190 -8831 4097725 4115190 -8831
Chr1 Normal NT_039172.1 ATGTCACTGTGACCT 2910054 LOC227320 2918877 2963944 -8823 2918877 2963944 -8823 2918877 2963944 -8823
Chr9 Complement NT_039477.1 AGGTCAGCTTGAGCT 5235166 Alas1 5226344 5211635 -8822 5226344 5211653 -8822 5225445 5211653 -9721
Chr3 Complement NT_039238.1 AGCTCACATTGACCT 1699184 Car14 1690362 1683493 -8822 1690362 1683523 -8822 1690097 1683869 -9087
Chr11 Normal NT_039521.1 TGGTCAGTATGAGCT 16244701 LOC217235 16253523 16349410 -8822 16253523 16349410 -8822 16253523 16349410 -8822
Chr4 Normal NT_039289.1 AGGTCGCTATGACCA 36863 Pmscl2 45660 69539 -8797 45684 69539 -8821 45694 69458 -8831
Chr18 Normal NT_039674.1 AGCTCAGGTTGACCT 33613190 0610010O12Rik 33622010 33676637 -8820 33622010 33676637 -8820 33639847 33676261 -26657
Chr2 Normal NT_039209.1 AGATCAGGCTGACCA 48564309 LOC228756 48573129 48608704 -8820 48573129 48578202 -8820 48573695 48578115 -9386
Chr2 Complement NT_039205.1 AGGACAGGGTGACCC 8165452 LOC329381 8156632 8137234 -8820 8156632 8137234 -8820 8138459 8137344 -26993
Chr15 Complement NT_039621.1 TGGTCATTGTCACCT 63456687 Krt2-17 63447869 63440400 -8818 63447869 63440400 -8818 63447802 63440811 -8885
Chr1 Complement NT_039188.1 GGGTCAGGCTGACAA 1433245 2410008A19Rik 1424429 858229 -8816 1424429 860442 -8816 1424346 860644 -8899
Chr2 Complement NT_039209.1 AGGTCATCCTGGCCT 21844705 LOC269345 21835890 21829165 -8815 21835890 21829165 -8815 21833896 21829287 -10809
Chr8 Complement NT_039462.1 GGGTGGGTCTGACCC 5662093 LOC234377 5653279 5645509 -8814 5653279 5645509 -8814 5653276 5646148 -8817
Chr17 Complement NT_039658.1 CGGACAGACTGACCT 13377391 LOC332259 13368577 13356062 -8814 13368577 13356062 -8814 13368577 13356062 -8814
Chr11 Complement NT_039515.1 TGTTCATCATGACCT 20240265 LOC237698 20231452 20131739 -8813 20231452 20131739 -8813 20231452 20131739 -8813
Chr14 Normal NT_039609.1 AGGTCAGGCTGCCCT 12601075 LOC223177 12609887 12640656 -8812 12609887 12640656 -8812 12609887 12640656 -8812
Chr1 Normal NT_039170.1 AGTTCATAGTGACCT 43238354 Pthr2 43247165 43273644 -8811 43247165 43273644 -8811 43256251 43272834 -17897
Chr14 Complement NT_039606.1 AGCTCATGATGACCT 1213069 LOC239099 1211120 1195725 -1949 1204261 1195725 -8808 1198422 1195832 -14647
Chr5 Complement NT_039308.1 GGGTTAAAGTGACCC 4598764 1810024J13Rik 4589958 4555785 -8806 4589958 4555785 -8806 4587382 4556186 -11382
Chr4 Normal NT_039266.1 AGGTCAACTTGATCC 13162796 LOC329984 13171602 13173803 -8806 13171602 13173803 -8806 13171602 13173803 -8806
Chr15 Complement NT_039617.1 GTGTCAACTTGACCC 5575099 LOC223328 5567175 5564522 -7924 5566294 5564522 -8805 5566056 5565610 -9043
Chr6 Complement NT_039353.1 TGGTCATGCTCACCC 6373088 5330426D11Rik 6367425 6341355 -5663 6364284 6341355 -8804 6364185 6341517 -8903
Chr15 Complement NT_039618.1 TGGTCATGTGGACCC 9535370 LOC239343 9526568 9486006 -8802 9526568 9486006 -8802 9526568 9486006 -8802
Chr17 Complement NT_039658.1 GGGTCGTGCTGCCCC 67002 LOC328851 58200 44278 -8802 58200 44278 -8802 58060 44519 -8942
Chr15 Normal NT_039621.1 ATGTCAGCGTGACCT 54095475 LOC239615 54104276 54192145 -8801 54104276 54192145 -8801 54104276 54192145 -8801
Chr15 Complement NT_039621.1 GGGTCAGGGTGACTT 38468594 Mb 38459795 38424616 -8799 38459795 38424616 -8799 38431710 38425053 -36884
Chr13 Complement NT_039587.1 GGGTCAAGGTGACAA 895286 Ptch 886702 829696 -8584 886487 832277 -8799 886487 832277 -8799
Chr2 Complement NT_039210.1 ATGTCAGGCTGACCT 12874239 Swam2-pending 12865440 12864073 -8799 12865440 12864337 -8799 12865361 12864501 -8878
Chr9 Complement NT_039472.1 AAGTCACCCTGACCA 8795980 Acp5 8792271 8783257 -3709 8787182 8783274 -8798 8786657 8783548 -9323
Chr4 Normal NT_039260.1 AGGTCAAGCTGGCCT 570512 Tesk1 577814 583936 -7302 579310 583372 -8798 579310 583372 -8798
Chr14 Complement NT_039606.1 GGGACAACATGACCA 2441452 Mcpt8 2432655 2429624 -8797 2432655 2429624 -8797 2432645 2429706 -8807
Chr14 Normal NT_039606.1 TAGTCAACCTGACCC 31755095 LOC219230 31763890 31764410 -8795 31763890 31764410 -8795 31763890 31764410 -8795
Chr18 Complement NT_039674.1 AGGTCAGAATGTCCA 31872128 LOC271508 31863334 31845712 -8794 31863334 31845712 -8794 31862142 31846060 -9986
Chr8 Normal NT_039467.1 AGGTCACCTTGACCC 52466396 Capn9 52475188 52517106 -8792 52475188 52517106 -8792 52475188 52517106 -8792
Chr7 Normal NT_039426.1 AGATCACAATGACCC 41902 LOC194436 50693 103697 -8791 50693 103697 -8791 50693 103697 -8791
Chr9 Normal NT_039473.1 AGGTCACGGTGAACA 3858229 Rps25 3867020 3870141 -8791 3867020 3870141 -8791 3867118 3869413 -8889
Chr14 Normal NT_039606.1 AGGTCAACATGGCCA 8647470 2610207P08Rik 8656260 8697319 -8790 8656260 8697319 -8790 8656308 8696800 -8838
Chr9 Complement NT_039474.1 AGGTCAGCATGAGCT 11058804 Rab11a 11050028 11027657 -8776 11050016 11028882 -8788 11049895 11029121 -8909
Chr19 Complement NT_039687.1 AGGTCATGAGGACCC 3982303 MOR202-36 3973516 3972572 -8787 3973516 3972572 -8787 3973516 3972572 -8787
Chr17 Complement NT_039655.1 AGGTCAGCCTGATCT 6346974 LOC328826 6338189 6298176 -8785 6338189 6298176 -8785 6338075 6298656 -8899
Chr4 Complement NT_039265.1 AGGTAGCTTTGACCT 5416788 Gjb5 5408047 5404692 -8741 5408004 5405080 -8784 5406232 5405417 -10556
Chr14 Normal NT_039609.1 AGGTCAGTCTGATCT 20568409 A830021K08Rik 20577192 20578871 -8783 20577192 20578871 -8783 20577432 20577728 -9023
Chr11 Complement NT_039515.1 TGGTCATTTTGACCC 1013984 LOC276998 1005203 1003532 -8781 1005203 1003532 -8781 1005072 1004509 -8912
Chr19 Complement NT_039692.1 GGCTCACGCTGACCC 17427857 LOC332393 17419076 17409025 -8781 17419076 17409025 -8781 17419076 17409025 -8781
Chr5 Normal NT_039312.1 GGATCACCCTGACCC 2080992 Arbp 2089727 2098468 -8735 2089772 2093769 -8780 2090092 2093701 -9100
Chr13 Normal NT_039586.1 AGGGCAGTGCGACCT 1617748 LOC214462 1626528 1717798 -8780 1626528 1717798 -8780 1626528 1717798 -8780
Chr4 Normal NT_039265.1 AGGTCCCAATGACCA 6372263 LOC215428 6381041 6419706 -8778 6381041 6419706 -8778 6389638 6419706 -17375
Chr4 Complement NT_039262.1 AAGTCACCCTGACCC 332874 Zfp37 324609 305706 -8265 324096 305706 -8778 308561 307327 -24313
Chr15 Normal NT_039618.1 GGGTCAGAATGACAC 16968412 1810015C04Rik 16871818 17008491 96594 16977189 17007142 -8777 16977287 17006851 -8875
Chr2 Complement NT_039210.1 TGGTCACCATGTCCT 18351571 LOC278941 18342794 18323479 -8777 18342794 18323479 -8777 18342794 18323479 -8777
Chr13 Complement NT_039590.1 AGGCCAGGATGACCC 25424845 LOC328345 25416068 25414234 -8777 25416068 25414234 -8777 25416002 25414585 -8843
Chr5 Normal NT_039312.1 GTGTCAAGCTGACCT 4321736 LOC330179 4330513 4332656 -8777 4330513 4332656 -8777 4330930 4331238 -9194
Chr4 Complement NT_039266.1 GGGGCGTGATGACCT 9378898 Pax7 9370121 9275490 -8777 9370121 9275490 -8777 9370064 9277940 -8834
Chr9 Normal NT_039486.1 TGGTGACTTTGACCC 137730 Rora 88224 178245 49506 146507 177477 -8777 146507 177412 -8777
Chr15 Complement NT_039617.1 AGATCAAAGTGACCT 813355 AW494535 804579 790990 -8776 804579 790990 -8776 804430 791228 -8925
Chr6 Complement NT_039343.1 GGATCAAGTTGACCA 20759907 LOC243446 20751131 20737297 -8776 20751131 20737297 -8776 20751131 20737297 -8776
Chr1 Normal NT_039185.1 AGGTCACGGTAACCA 7834699 1200016D23Rik 7843237 7868558 -8538 7843473 7867464 -8774 7846976 7866886 -12277
Chr14 Normal NT_039606.1 AGGTCATCCTGATCT 10359537 BC031365 10368311 10371205 -8774 10368311 10371205 -8774 10368311 10370247 -8774
Chr10 Normal NT_039502.1 AGGTCATTTTGCCCA 1704363 LOC216416 1712204 1714534 -7841 1713137 1714534 -8774 1713151 1713444 -8788
Chr16 Complement NT_039624.1 ATGTCAACTTGACCC 42855322 LOC268892 42846548 42832992 -8774 42846548 42832992 -8774 42833278 42832997 -22044
Chr3 Normal NT_039230.1 GGGTCACCGTGACTG 4036640 Madh9 4018746 4061317 17894 4045408 4061165 -8768 4045411 4061156 -8771
Chr11 Complement NT_039521.1 AGGTTACCCTGACCC 14345429 3000004C01Rik 14336662 14327764 -8767 14336662 14327764 -8767 14336576 14328434 -8853
Chr4 Complement NT_039290.1 AGGTCATCCTCACCT 52588 Cnk 43821 38534 -8767 43821 38534 -8767 43741 40116 -8847
Chr4 Normal NT_039264.1 AGGTCAAGCTAACCT 11550606 2310026E23Rik 11559372 11604655 -8766 11559372 11604655 -8766 11559537 11604269 -8931
Chr12 Complement NT_039551.1 TGGTCATACTGAACT 32660083 Alkbh 32651317 32635556 -8766 32651317 32635556 -8766 32651302 32636317 -8781
ChrX Complement NT_039700.1 AGGTCACTATGAACA 11883540 LOC270586 11874774 11874435 -8766 11874774 11874435 -8766 11874718 11874509 -8822
ChrX Normal NT_039714.1 AAGTCACCCTGACCA 420751 LOC331514 429517 488040 -8766 429517 488040 -8766 429517 488040 -8766
Chr4 Normal NT_039265.1 TGGTCACTGGGACCT 6676414 LOC277651 6685179 6686657 -8765 6685179 6686657 -8765 6686331 6686651 -9917
Chr14 Complement NT_039595.1 AGGTCATCATGACCT 6513257 MOR274-2 6504495 6492787 -8762 6504495 6492787 -8762 6504495 6492787 -8762
Chr17 Complement NT_039656.1 AGGTCAAGTCGCCCT 2232425 Sema6b 2224650 2213883 -7775 2223663 2213883 -8762 2223637 2214799 -8788
Chr4 Complement NT_039268.1 TGGTCAGGTTGCCCT 6523206 Dffb 6514582 6503911 -8624 6514445 6504823 -8761 6514445 6504826 -8761
Chr4 Normal NT_039262.1 TGGTCATCTTGCCCC 20630976 LOC329870 20639737 20658764 -8761 20639737 20658764 -8761 20639737 20658764 -8761
Chr13 Normal NT_039590.1 CGCTCAAGCTGACCT 8633557 Taf9 8642318 8688883 -8761 8642318 8644188 -8761 8643179 8643973 -9622
Chr11 Complement NT_039521.1 GAGTCAAGGTGACCA 11408522 LOC193248 11399762 11378330 -8760 11399762 11378330 -8760 11399762 11378330 -8760
Chr13 Normal NT_039589.1 TGATCATAGTGACCT 2329017 8030423J24Rik 2337776 2339331 -8759 2337776 2339331 -8759 2338304 2339067 -9287
Chr7 Normal NT_039428.1 AGGTCAAAACGACCC 2050930 LOC233307 2059689 2061424 -8759 2059689 2061424 -8759 2059975 2060364 -9045
Chr4 Normal NT_039264.1 GGGGCAATGTGACCC 19792977 LOC329932 19801736 19802112 -8759 19801736 19802112 -8759 19801736 19802112 -8759
Chr7 Complement NT_039420.1 AGGTCATGATGCCCT 3106103 Ush1c 3097344 3054212 -8759 3097344 3054212 -8759 3097318 3054577 -8785
Chr5 Complement NT_039312.1 AGGACACCCTGACCC 1654537 Acads 1645823 1636810 -8714 1645780 1636810 -8757 1645780 1637364 -8757
Chr6 Complement NT_039343.1 GGGTGGTTTTGACCC 6282524 2810019K23Rik 6273768 6215121 -8756 6273768 6215121 -8756 6255749 6215991 -26775
Chr13 Complement NT_039589.1 AGGTGGGAGTGACCC 22427664 LOC209418 22418911 22416852 -8753 22418911 22416852 -8753 22418911 22416852 -8753
Chr8 Complement NT_039467.1 AGGTCAGTCTGAGCT 53452257 LOC330865 53443507 53439875 -8750 53443507 53439875 -8750 53442566 53442168 -9691
Chr14 Normal NT_039606.1 TGGTCAACTTGATCC 17546214 LOC277157 17554961 17556431 -8747 17554961 17556431 -8747 17554961 17556431 -8747
Chr14 Normal NT_039595.1 GGATCAAGTTGACCT 9325679 LOC238955 9334423 9461577 -8744 9334423 9461577 -8744 9334423 9461577 -8744



Chr10 Complement NT_039492.1 AGGTCACATCGACAC 22095893 LOC213766 22087150 22057577 -8743 22087150 22057577 -8743 22087150 22057577 -8743
Chr5 Normal NT_039311.1 GGGACAGCATGACCA 480079 A630023P12Rik 482581 493635 -2502 488821 493635 -8742 488903 489714 -8824
Chr6 Normal NT_039353.1 AGGTCAATATGACAA 4495319 BC003332 4503950 4537964 -8631 4504061 4537964 -8742 4504117 4536584 -8798
Chr11 Normal NT_039515.1 GGGTCAATATGACCA 15944382 LOC237678 15953124 15953525 -8742 15953124 15953525 -8742 15953124 15953525 -8742
Chr2 Complement NT_039208.1 TGGACATAGTGACCT 4344824 0710001E19Rik 4355643 4270769 10819 4336083 4270769 -8741 4335621 4271448 -9203
Chr3 Normal NT_039242.1 AGGTGGCTGTGACCC 17977237 LOC332834 17985978 18002966 -8741 17985978 18002966 -8741 17985978 18002966 -8741
Chr2 Normal NT_039210.1 GGGTCAGATTGACTC 5747398 LOC228840 5756138 5993658 -8740 5756138 5763820 -8740 5756138 5763820 -8740
Chr7 Complement NT_039437.1 AGTTCACAGTGACCC 2393681 LOC330682 2384941 2383449 -8740 2384941 2383449 -8740 2384385 2384101 -9296
Chr4 Normal NT_039259.1 TGGTCATTTTGACCA 2006720 LOC242360 2015459 2055428 -8739 2015459 2055428 -8739 2015459 2055428 -8739
Chr7 Complement NT_039420.1 AGGGCAGAGTGACCT 1148407 LOC233196 1139669 1120850 -8738 1139669 1120850 -8738 1139669 1120850 -8738
Chr5 Complement NT_039299.1 AGGTCATCCTGATCT 6951640 LOC330051 6942902 6942220 -8738 6942902 6942220 -8738 6942838 6942284 -8802
Chr11 Normal NT_039520.1 GGGTGGTACTGACCT 33892807 2010305C02Rik 33901544 33904420 -8737 33901544 33904420 -8737 33901730 33904088 -8923
Chr10 Complement NT_039496.1 AGGTGATGATGACCT 5907406 Polr2e 5898669 5894824 -8737 5898669 5894824 -8737 5898513 5895407 -8893
Chr18 Complement NT_039674.1 TGTTCACAGTGACCC 35883377 Spry4 35874640 35862829 -8737 35874640 35862829 -8737 35863933 35863031 -19444
Chr3 Complement NT_039239.1 GGATCAAGTTGACCA 14906426 Amy2 14897690 14888234 -8736 14897690 14888234 -8736 14897675 14888268 -8751
Chr5 Complement NT_039317.1 GGGTCAGTCCGACGC 153876 C330021B20Rik 145140 130937 -8736 145140 130937 -8736 145030 131493 -8846
Chr2 Complement NT_039210.1 GGGCCAGAGTGACCA 15397229 LOC228886 15388493 15295919 -8736 15388493 15295919 -8736 15388327 15319430 -8902
Chr5 Complement NT_039312.1 AGATCACTCCGACCT 84246 LOC231629 75511 75009 -8735 75511 75009 -8735 75450 75093 -8796
Chr2 Complement NT_039210.1 TGGTCAGGGTGACCG 15923865 Ptgis 15915262 15866483 -8603 15915131 15877876 -8734 15915096 15878000 -8769
Chr10 Complement NT_039492.1 TGGTCACTCTGACAT 343801 Tcf21 335069 332220 -8732 335069 332220 -8732 334844 332678 -8957
Chr16 Normal NT_039624.1 AGATCACAGTGACCC 17570092 LOC332148 17578822 17646579 -8730 17578822 17646579 -8730 17578822 17646579 -8730
Chr9 Normal NT_039474.1 AGGTCAGCCTGACCT 18124091 LOC235466 18132820 18138255 -8729 18132820 18138255 -8729 18132820 18138255 -8729
Chr12 Complement NT_039552.1 TGGTCAAGTTGACAT 15466283 Serpina6 15457596 15447115 -8687 15457554 15447115 -8729 15454971 15447329 -11312
Chr14 Normal NT_039598.1 TGGTCAACTTGACAC 7529453 Glud 7538181 7572530 -8728 7538181 7572530 -8728 7538256 7571344 -8803
Chr14 Normal NT_039609.1 AGGGCATATTGACCG 20988892 LOC332056 20997620 21015886 -8728 20997620 21015886 -8728 20997620 21015886 -8728
Chr15 Normal NT_039620.1 AGGTCAAGTTGGCCT 4432837 Odf1 4441565 4449001 -8728 4441565 4449001 -8728 4441792 4448963 -8955
Chr2 Complement NT_039202.1 AGGTCCACATGACCA 321438 AI607300 312733 288132 -8705 312711 288132 -8727 311435 288552 -10003
Chr4 Complement NT_039265.1 AGGTCATTCTGACCC 3504123 LOC272090 3495397 3276914 -8726 3495397 3276914 -8726 3495397 3276914 -8726
Chr16 Complement NT_039624.1 TAGTCATTTTGACCT 45450263 LOC328688 45441537 45412431 -8726 45441537 45412431 -8726 45441537 45412431 -8726
Chr2 Complement NT_039206.1 TGGTCAACTTGACAC 1043814 LOC269266 1035089 1034751 -8725 1035089 1034751 -8725 1034882 1034766 -8932
Chr2 Normal NT_039209.1 AGGTCAGACTGGCCT 30972595 2310035K24Rik 30981255 31018917 -8660 30981319 30984406 -8724 30982193 30984111 -9598
Chr16 Normal NT_039624.1 AGGTCAGTCTGAACA 16513947 B3gnt5 16521825 16533766 -7878 16522671 16532087 -8724 16530499 16531629 -16552
Chr8 Complement NT_039467.1 GGGTCATCGTTACCT 50757267 LOC270103 50748543 50745567 -8724 50748543 50745567 -8724 50747547 50747095 -9720
Chr6 Normal NT_039341.1 AGGTCCAGTCGACCC 10300022 LOC330294 10308746 10315965 -8724 10308746 10315965 -8724 10311573 10315688 -11551
Chr7 Complement NT_039394.1 AGGTGACACTGACCT 274684 Sth2 379639 42669 104955 265961 211189 -8723 265943 216862 -8741
Chr18 Normal NT_039674.1 AGGTCAGCCTGATCT 30086878 Tslp 30095601 30100010 -8723 30095601 30100010 -8723 30095618 30099324 -8740
Chr2 Complement NT_039206.1 GGGTCACACTAACCC 1761720 LOC241320 1753000 1684268 -8720 1753000 1684268 -8720 1753000 1684268 -8720
Chr2 Complement NT_039210.1 AGGTCATGCAGACCC 13918142 Cdh22 13909423 13786048 -8719 13909423 13786048 -8719 13855688 13786697 -62454
Chr2 Normal NT_039208.1 TGGTCAAAATGACCC 5528281 Hoxd13 5537000 5544742 -8719 5537000 5538826 -8719 5537000 5538826 -8719
Chr5 Normal NT_039301.1 AGGTCATAGTTACCC 895451 Nrbp 904135 914914 -8684 904170 914914 -8719 907034 914483 -11583
Chr17 Complement NT_039655.1 AGGCCAGTCTGACCT 6290309 8430404F20Rik 6295426 6274463 5117 6281592 6277436 -8717 6281516 6281199 -8793
Chr19 Normal NT_039687.1 GGGGCATGGTGACCG 903369 Ddb1 911572 936281 -8203 912086 936281 -8717 912167 935624 -8798
Chr2 Normal NT_039209.1 GGGTCAACTTGAGCA 48920327 LOC332677 48929042 49124498 -8715 48929042 49016757 -8715 48929042 49016757 -8715
Chr11 Normal NT_039520.1 AGGTCATCCTGAGCC 28249667 LOC216862 28258378 28258812 -8711 28258378 28258812 -8711 28258378 28258812 -8711
Chr13 Normal NT_039587.1 TGGTCATGTTCACCC 2478157 MOR209-1 2486868 2487794 -8711 2486868 2487794 -8711 2486868 2487794 -8711
Chr1 Complement NT_039172.1 GGGTCAACATGACCC 4245726 1810018L02Rik 4237016 4225181 -8710 4237016 4225181 -8710 4236977 4225964 -8749
Chr7 Complement NT_039413.1 TGTTCACCCTGACCT 2424609 2610511M17Rik 2415899 2357686 -8710 2415899 2357686 -8710 2409002 2359394 -15607
Chr6 Complement NT_039355.1 ACGTCAATCTGACCT 13613284 LOC330413 13604574 13578881 -8710 13604574 13578881 -8710 13604574 13578881 -8710
Chr17 Complement NT_039656.1 AGGTCAGGCTGGCCT 2105930 AW049765 2097221 2089079 -8709 2097221 2089079 -8709 2097184 2089261 -8746
Chr14 Complement NT_039606.1 GTGTCAAGTTGACCA 18992 LOC193581 10283 9948 -8709 10283 9948 -8709 10283 9948 -8709
Chr2 Normal NT_039208.1 GGATCAAGTTGACCT 18821293 MOR177-14 18830002 18838410 -8709 18830002 18830946 -8709 18830002 18830946 -8709
Chr2 Complement NT_039209.1 ATGTCGGCCTGACCC 22480449 Slc30a4 22471741 22450522 -8708 22471741 22450522 -8708 22471697 22454456 -8752
Chr4 Normal NT_039262.1 GGGTTGGCTTGACCC 24548171 LOC215408 24556876 24584991 -8705 24556876 24584991 -8705 24579172 24584554 -31001
Chr5 Normal NT_039300.1 TGGTCAGCCTGAGCT 4181580 LOC242915 4190284 4195793 -8704 4190284 4195793 -8704 4190284 4195793 -8704
Chr16 Normal NT_039624.1 AGGTCAGCCTGGCCT 325416 1200013P24Rik 334119 362690 -8703 334119 354119 -8703 343725 351289 -18309
Chr1 Normal NT_039180.1 TGGGCATCTTGACCT 12712280 Fcamr 12720983 12735795 -8703 12720983 12735795 -8703 12721031 12735708 -8751
Chr8 Complement NT_039467.1 CGGCCACCGTGACCT 50483993 2310061F22Rik 50475292 50461521 -8701 50475292 50461521 -8701 50475190 50461784 -8803
Chr18 Complement NT_039674.1 GGGTCCCAGTGACCT 9268413 LOC225185 9259712 9119581 -8701 9259712 9119581 -8701 9251823 9121808 -16590
Chr10 Complement NT_039498.1 GGGTTAAACTGACCG 3176509 Cry1 3167810 3115859 -8699 3167810 3115859 -8699 3167492 3115859 -9017
Chr11 Normal NT_039521.1 AGGTGACTTTGACCC 17408270 LOC217246 17416969 17427681 -8699 17416969 17427681 -8699 17416969 17427681 -8699
Chr10 Complement NT_039491.1 AGCTCAGACTGACCC 12324851 6230421J19Rik 12316153 12312618 -8698 12316153 12312618 -8698 12315719 12313537 -9132
Chr16 Complement NT_039624.1 GTGTCATGCTGACCA 49542354 Alcam 49533656 49328920 -8698 49533656 49328920 -8698 49532047 49331765 -10307
Chr19 Normal NT_039692.1 AGGACGGCTTGACCT 3014057 LOC226133 3022754 3148913 -8697 3022754 3148913 -8697 3022754 3148913 -8697
Chr7 Normal NT_039385.1 AGGTCAGCCTGAGCT 775101 LOC333181 783797 787178 -8696 783797 787178 -8696 783797 787178 -8696
Chr10 Normal NT_039500.1 AGGTCAACCTGACAA 9437030 A430109M19Rik 9445507 9453990 -8477 9445724 9453990 -8694 9446322 9451064 -9292
Chr7 Complement NT_039433.1 AGGTCAATATGAACT 22069101 LOC330658 22060407 22055183 -8694 22060407 22055183 -8694 22059924 22058785 -9177
Chr8 Normal NT_039467.1 GTGTCGGTGTGACCC 52787999 LOC244666 52796691 52801996 -8692 52796691 52801996 -8692 52796691 52801996 -8692
Chr5 Normal NT_039312.1 GGATCACTCCGACCC 4584313 Tesc-pending 4592830 4627232 -8517 4593005 4627230 -8692 4593017 4627042 -8704
Chr10 Complement NT_039496.1 AGGTCAAGTTGAGCC 3379871 1810008A18Rik 3371205 3342113 -8666 3371180 3342113 -8691 3371135 3343802 -8736
Chr7 Complement NT_039420.1 AGGTCAGAGTTACCA 3920245 LOC272389 3911554 3904729 -8691 3911554 3904729 -8691 3911554 3904729 -8691
Chr17 Normal NT_039638.1 GGGTCTTAATGACCT 5368446 9430038B09Rik 5377136 5380092 -8690 5377136 5380092 -8690 5378414 5378722 -9968
Chr1 Complement NT_039180.1 AGGTCGGCCTGAGCT 15565010 Snrpe 15556320 15549927 -8690 15556320 15549927 -8690 15556272 15550076 -8738
Chr4 Normal NT_039268.1 TGGTCATGATCACCC 6487032 C79672 6495721 6501393 -8689 6495721 6501393 -8689 6495792 6501047 -8760
Chr19 Normal NT_039689.1 AGGTCAGATTGGCCA 5200291 Hells 5208980 5244505 -8689 5208980 5244426 -8689 5209431 5243997 -9140
Chr8 Normal NT_039467.1 AGGTCATTCTGACTC 33266804 Hsd11b2 33275395 33280225 -8591 33275492 33279759 -8688 33275503 33279690 -8699
Chr5 Normal NT_039337.1 CAGTCACTGTGACCT 17171 Xrcc2 25853 41784 -8682 25859 39602 -8688 25934 39488 -8763
Chr2 Complement NT_039205.1 AGGCCACATTGACCT 6107620 Gfi1b 6098960 6086449 -8660 6098933 6086449 -8687 6092368 6087017 -15252
Chr5 Normal NT_039312.1 TGGGCAGGGTGACCT 594252 Ung 602127 611059 -7875 602938 611059 -8686 602967 610114 -8715
Chr17 Normal NT_039649.1 AGGTCACCATGACCC 10472744 Col11a2 10481429 10508958 -8685 10481429 10508516 -8685 10497522 10508138 -24778
Chr17 Complement NT_039655.1 AGGTCACTCTGAACA 11581979 Satb1 11573993 11479509 -7986 11573296 11480075 -8683 11549840 11480504 -32139
Chr5 Normal NT_039299.1 AGGTCAGGATGTCCT 10065518 9630005C02 10074200 10217278 -8682 10074200 10217278 -8682 10074200 10217278 -8682
Chr6 Complement NT_039343.1 GAGTCAAGTTGACCA 7403670 Neurod6 7395185 7391745 -8485 7394991 7391745 -8679 7393572 7392559 -10098
Chr2 Normal NT_039212.1 TGGTGAGCTTGACCT 3651579 LOC241850 3660255 3683219 -8676 3660255 3662020 -8676 3660356 3661780 -8777
Chr8 Normal NT_039456.1 GGGTTAAGCTGACCA 555583 2210415M20Rik 564258 591029 -8675 564258 591029 -8675 564320 590234 -8737
Chr5 Normal NT_039316.1 GGGTCACACTGAACC 1738192 D5Wsu45e 1746866 1771329 -8674 1746866 1771329 -8674 1746899 1770393 -8707
Chr6 Normal NT_039353.1 AGGTCAATATGACAA 4495319 BC003332 4503950 4537964 -8631 4503992 4517550 -8673 4504117 4536584 -8798
Chr11 Complement NT_039520.1 GGCTCATCCTGACCT 33295600 LOC193028 33286928 33284234 -8672 33286928 33284234 -8672 33286910 33284332 -8690
Chr6 Normal NT_039341.1 GGGTCAGCCTGACGT 7903252 LOC272339 7911924 7921795 -8672 7911924 7921795 -8672 7911924 7921795 -8672
Chr13 Complement NT_039589.1 AGGACAGCATGACCA 23533606 Rasgrf2 23524934 23420895 -8672 23524934 23420895 -8672 23524934 23420895 -8672
Chr14 Complement NT_039609.1 TGGTCACTATGACTT 6937002 LOC328462 6928333 6926029 -8669 6928333 6926029 -8669 6928215 6927922 -8787
Chr4 Normal NT_039268.1 AGGTCGCTATGACCA 1078845 Pmscl2 1087490 1111451 -8645 1087514 1111451 -8669 1087524 1111370 -8679
Chr8 Normal NT_039467.1 TGGTCACTTTGCCCC 38897566 4930402E16Rik 38906233 38948652 -8667 38906233 38948652 -8667 38913445 38946590 -15879
Chr16 Complement NT_039625.1 CGGTCAGGCTGGCCT 22331747 4930528H02Rik 22323080 22266538 -8667 22323080 22266538 -8667 22322935 22268831 -8812
Chr5 Complement NT_039302.1 TGGTCACGGTGACCG 2699050 LOC231140 2690385 2681061 -8665 2690385 2681061 -8665 2684703 2684179 -14347
Chr6 Complement NT_039359.1 TGGTCATGCAGACCT 262231 LOC333163 253566 232494 -8665 253566 232494 -8665 253566 232494 -8665



Chr5 Normal NT_039324.1 GGGACATTTTGACCA 2221734 LOC330241 2230398 2380663 -8664 2230398 2380663 -8664 2230551 2378921 -8817
Chr11 Normal NT_039521.1 GGGGCGAGGTGACCC 14018026 Fzd2 14026689 14030291 -8663 14026689 14030291 -8663 14026966 14028678 -8940
Chr9 Complement NT_039472.1 GTGTCAAGCTGACCT 24400075 Tbrg1 24391412 24383169 -8663 24391412 24383169 -8663 24391244 24383426 -8831
Chr4 Complement NT_039265.1 GGGTGATAATGACCT 2993131 D4Ertd421e 2984506 2966079 -8625 2984470 2966712 -8661 2984283 2966804 -8848
Chr2 Normal NT_039202.1 AGCTCACTCTGACCT 10747917 LOC332569 10756578 10762251 -8661 10756578 10762251 -8661 10756578 10762251 -8661
Chr16 Complement NT_039625.1 GGGTCAATAGGACCT 25660122 2610039C10Rik 25651462 25643352 -8660 25651462 25643352 -8660 25651335 25643938 -8787
Chr1 Normal NT_039185.1 GGGTCAGGCTGACTT 4960570 2610300B10Rik 4969229 4984825 -8659 4969229 4984825 -8659 4969829 4984560 -9259
Chr2 Complement NT_039210.1 AGGTCACCGTCACCG 6820173 Tgm2 6814755 6784744 -5418 6811514 6786139 -8659 6811514 6786140 -8659
Chr9 Normal NT_039482.1 GGGTCAGCAAGACCC 4641432 2810418J22Rik 4650088 4767649 -8656 4650088 4767649 -8656 4650260 4764296 -8828
Chr14 Complement NT_039595.1 GGGTCAATCTGACTC 744450 LOC238923 735795 719007 -8655 735795 719007 -8655 735795 719007 -8655
Chr4 Complement NT_039264.1 AGGTCACCCTGAGCT 18548539 LOC245875 18539884 18537838 -8655 18539884 18537838 -8655 18539225 18538048 -9314
ChrX Normal NT_039719.1 GGATCAAGTTGACCT 601500 Pfkfb1 610155 614448 -8655 610155 614448 -8655 610190 614192 -8690
Chr15 Complement NT_039618.1 TGGTCAGCATAACCT 16349611 4930445E18Rik 16340957 16323159 -8654 16340957 16323159 -8654 16323693 16323280 -25918
Chr16 Complement NT_039624.1 ATGTCAGGATGACCC 43625386 Pvrl3 43616778 43517666 -8608 43616733 43518406 -8653 43616733 43518497 -8653
Chr11 Normal NT_039520.1 AGGTCAGCCTGACCA 20542584 Adora2b 20551127 20568611 -8543 20551235 20567935 -8651 20551268 20567891 -8684
Chr3 Complement NT_039238.1 AGGTCAGAGTGTCCA 1101503 Anxa9 1092898 1081817 -8605 1092854 1081817 -8649 1092108 1082513 -9395
Chr7 Normal NT_039400.1 AGGTCAGCCTGAACT 364776 Dm15 373425 383545 -8649 373425 382834 -8649 373425 382834 -8649
Chr6 Normal NT_039343.1 AGGTCAGATTGACAG 20435955 LOC232052 20444604 20445170 -8649 20444604 20445170 -8649 20444604 20445170 -8649
Chr15 Complement NT_039621.1 AGGTCAACTTGATCC 36134205 2300005B03Rik 36125558 36121638 -8647 36125558 36121638 -8647 36125546 36121868 -8659
Chr7 Complement NT_039423.1 AGGTCAAGTTGACTA 1965113 Dbx1 1956468 1952201 -8645 1956468 1952201 -8645 1956468 1952201 -8645
Chr2 Normal NT_039209.1 AGGGCATGTTGACCC 28924445 LOC228586 28933089 28950976 -8644 28933089 28935793 -8644 28934269 28935000 -9824
Chr13 Complement NT_039590.1 AGGTCAGGCTGGCCT 19268608 LOC328338 19259965 19231681 -8643 19259965 19231681 -8643 19259965 19231681 -8643
Chr10 Normal NT_039496.1 TGTTCATCCTGACCC 6147489 Rps15 6156131 6157787 -8642 6156131 6157787 -8642 6156155 6157754 -8666
Chr15 Normal NT_039621.1 GGCTCACTCTGACCC 40243013 Cdc42ep1 40251653 40259908 -8640 40251653 40259908 -8640 40256363 40258937 -13350
Chr7 Normal NT_039429.1 AGGGCATCATGACCT 1132023 LOC333224 1140663 1220307 -8640 1140663 1220307 -8640 1140663 1220307 -8640
Chr14 Normal NT_039606.1 AGGTCAGCCTGAGCT 2098725 Ltb4r1 2107310 2109822 -8585 2107364 2109822 -8639 2108575 2109630 -9850
Chr8 Complement NT_039460.1 TGGTCAACTTGATCC 8639297 LOC234247 8630660 8629695 -8637 8630660 8629695 -8637 8630660 8629695 -8637
Chr3 Complement NT_039226.1 AGGTCAACTTGATCC 2614860 Pxmp3 2606335 2590597 -8525 2606224 2590603 -8636 2591843 2590926 -23017
Chr5 Normal NT_039312.1 GTGTCGCGATGACCT 6816227 LOC272215 6824860 6862542 -8633 6824860 6862542 -8633 6824860 6862542 -8633
Chr8 Normal NT_039467.1 TGGTCAGTCTGAGCT 48031707 LOC330854 48040340 48042784 -8633 48040340 48042784 -8633 48040496 48040789 -8789
Chr2 Complement NT_039210.1 GGATCAAGTTGACCT 3911293 LOC332685 3902660 3884790 -8633 3902660 3884790 -8633 3902643 3884790 -8650
Chr13 Normal NT_039579.1 GGGTCAAGTTGACAT 2724292 2810431B21Rik 2732449 3344087 -8157 2732921 3152931 -8629 2819567 3152778 -95275
Chr4 Normal NT_039261.1 TTGTCAATGTGACCC 10763743 4732481H14Rik 10772372 10867056 -8629 10772372 10867056 -8629 10772593 10865490 -8850
Chr1 Complement NT_039174.1 TGGTCAACTTGATCC 540164 LOC227384 531535 528387 -8629 531535 528387 -8629 531234 530062 -8930
Chr9 Complement NT_039472.1 AGGTCAAATTGACTT 26289134 MOR224-9 26280506 26279568 -8628 26280506 26279568 -8628 26280506 26279568 -8628
Chr1 Normal NT_039172.1 CTGTCAGAATGACCT 4373778 A030005L19Rik 4382404 4383209 -8626 4382404 4383209 -8626 4382470 4382811 -8692
Chr18 Normal NT_039674.1 TGGTCATGCTGACCT 9709425 LOC328901 9718051 9723196 -8626 9718051 9723196 -8626 9718319 9722855 -8894
Chr10 Normal NT_039502.1 AGGTCATCTTGAGCT 6016562 Timeless 6019179 6040061 -2617 6025188 6040061 -8626 6027024 6039385 -10462
Chr6 Complement NT_039360.1 AAGTCACAGTGACCA 2492471 Slc21a13 2483846 2382527 -8625 2483846 2382527 -8625 2457544 2383134 -34927
Chr7 Complement NT_039429.1 GGGTCACTATGACGG 17630159 LOC330601 17621535 17619997 -8624 17621535 17619997 -8624 17620616 17620164 -9543
Chr8 Normal NT_039467.1 AGGTCAACATGACCT 49552972 LOC270101 49561593 49562073 -8621 49561593 49562073 -8621 49561980 49562039 -9008
Chr2 Normal NT_039211.1 CGGTCATCCTTACCT 2612781 LOC329570 2621402 2643785 -8621 2621402 2625293 -8621 2624399 2624994 -11618
Chr14 Normal NT_039606.1 AGGCCAGCCTGACCT 9646035 LOC210336 9654654 9670939 -8619 9654654 9670939 -8619 9669477 9669752 -23442
Chr11 Normal NT_039521.1 GGGTCAGAATGACCC 30436370 LOC238011 30444989 30465042 -8619 30444989 30465042 -8619 30444989 30465042 -8619
Chr7 Complement NT_039433.1 TGGTCACTCTGAACT 2417160 LOC269982 2408542 2396903 -8618 2408542 2396903 -8618 2408539 2396903 -8621
Chr14 Complement NT_039606.1 CTGTCATGGTGACCT 1343360 LOC328413 1334742 1287964 -8618 1334742 1287964 -8618 1333066 1316038 -10294
Chr1 Complement NT_039185.1 AGGTGGAAGTGACCT 15150517 0610010E03Rik 15187536 15120463 37019 15141900 15120463 -8617 15141876 15121099 -8641
Chr10 Complement NT_039502.1 AGGCCAAGCTGACCT 6503414 Cdk2 6494861 6487676 -8553 6494797 6487676 -8617 6494645 6488836 -8769
Chr5 Normal NT_039312.1 GGGTCCTTGTGACCA 7120955 AF261233 7129571 7152149 -8616 7129571 7152149 -8616 7131556 7151309 -10601
Chr16 Complement NT_039624.1 GGGTCGGGGAGACCT 17384332 2900075A18Rik 17375717 17373717 -8615 17375717 17373717 -8615 17375686 17374665 -8646
Chr7 Complement NT_039428.1 AGGTCTGTGTGACCT 20640126 LOC244089 20631513 20625320 -8613 20631513 20625320 -8613 20631513 20625320 -8613
Chr11 Complement NT_039515.1 GTGTCAGTGTGACCC 2723632 Polm 2715088 2705120 -8544 2715019 2705120 -8613 2715010 2706288 -8622
Chr8 Normal NT_039467.1 AGGTCAAAATGACTC 50544498 Ris2 50553084 50558623 -8586 50553111 50558202 -8613 50553125 50557723 -8627
Chr16 Normal NT_039624.1 GGATCAAGTTGACCA 16476378 LOC239740 16484990 16485656 -8612 16484990 16485656 -8612 16484990 16485656 -8612
Chr16 Normal NT_039624.1 TTGTCAACTTGACCC 14358665 Stk22a 14367276 14370975 -8611 14367276 14370975 -8611 14367406 14368503 -8741
Chr16 Normal NT_039630.1 TTGTCAACTTGACCC 143099 Stk22a 151710 155409 -8611 151710 155409 -8611 151840 152937 -8741
Chr5 Complement NT_039307.1 TGGTCAATTTGATCC 11417746 AA986709 11409136 11394808 -8610 11409136 11394808 -8610 11409119 11395074 -8627
Chr7 Complement NT_039395.1 AGGTCACACTGACCT 1399963 LOC243858 1391353 1382636 -8610 1391353 1382636 -8610 1391353 1382636 -8610
Chr17 Normal NT_039661.1 AGGACACCATGACCA 485925 LOC279926 494535 501298 -8610 494535 501298 -8610 495664 496737 -9739
Chr17 Normal NT_039658.1 GGGTCGACTTGACAC 6813423 LOC328855 6822033 6830794 -8610 6822033 6830794 -8610 6828702 6829058 -15279
Chr2 Normal NT_039210.1 AGGTCACACTGGCCC 7330256 Ppp1r16b 7338866 7439796 -8610 7338866 7436341 -8610 7369429 7435331 -39173
Chr3 Complement NT_039229.1 TGGTCATGGTGACAC 10254056 LOC329635 10245447 10227216 -8609 10245447 10227216 -8609 10245447 10227216 -8609
Chr17 Normal NT_039658.1 GGGTCAGGATGACAG 7369001 Ehd3 7377609 7404843 -8608 7377609 7404838 -8608 7377980 7403293 -8979
Chr16 Complement NT_039624.1 ATGTCAGGATGACCC 43625386 Pvrl3 43616778 43517666 -8608 43616778 43568554 -8608 43616733 43518497 -8653
Chr4 Complement NT_039262.1 GGTTCATTATGACCC 23001149 LOC215380 22992546 22947123 -8603 22992546 22947123 -8603 22992546 22947123 -8603
ChrX Normal NT_039713.1 TGGTCAACTTGATCC 8560744 LOC245590 8569347 8617970 -8603 8569347 8617970 -8603 8569347 8617970 -8603
Chr5 Normal NT_039302.1 GGGACAGTGTGACCG 2333910 Hgfac 2342428 2349380 -8518 2342512 2349327 -8602 2342513 2349258 -8603
Chr11 Complement NT_039521.1 TTGTCAACTTGACCT 18409390 LOC237963 18400788 18384508 -8602 18400788 18384508 -8602 18399214 18384508 -10176
Chr6 Normal NT_039353.1 CTGTCACAGTGACCC 2753600 LOC330377 2762201 2763195 -8601 2762201 2763195 -8601 2762377 2762667 -8777
Chr8 Normal NT_039455.1 AGGTAGGGGTGACCC 8895421 Sox1 8904021 8906230 -8600 8904021 8906230 -8600 8905056 8906230 -9635
Chr8 Normal NT_039466.1 TGGCCAAAGTGACCT 339065 2510049I19Rik 347649 351693 -8584 347664 351348 -8599 347706 350168 -8641
Chr2 Normal NT_039206.1 AGGTCATTTTGAACA 10180862 5830480G12Rik 10189459 11564611 -8597 10189459 10828285 -8597 10221006 10828106 -40144
Chr3 Normal NT_039242.1 AGGTCATGCTGACTT 1331710 LOC214121 1340307 1375458 -8597 1340307 1375458 -8597 1354087 1375458 -22377
Chr2 Complement NT_039205.1 CGGTCACAGTGTCCC 4388179 Surf6 4379665 4367226 -8514 4379582 4367559 -8597 4379573 4369032 -8606
Chr7 Complement NT_039437.1 TGGTCAGAGTGACCA 1052430 Iap 1044130 1037326 -8300 1043836 1037326 -8594 1043747 1038852 -8683
Chr1 Complement NT_039186.1 GGATCAAATTGACCA 182382 Ifi202a 173788 153164 -8594 173788 153164 -8594 168428 153392 -13954
Chr9 Normal NT_039472.1 AGGTCAAGATGACCT 21799585 4930581F22Rik 21807857 21822392 -8272 21808178 21822392 -8593 21821779 21822207 -22194
Chr19 Normal NT_039684.1 AGGTGAAGATGACCT 3415781 LOC277258 3424251 3448204 -8470 3424374 3448204 -8593 3424494 3445848 -8713
Chr11 Normal NT_039521.1 AGGTCAGCCAGACCT 31811601 C630046B20Rik 31820193 31826828 -8592 31820193 31826828 -8592 31820368 31826768 -8767
Chr17 Complement NT_039657.1 TGGTAAGTCTGACCC 9928879 1110012J17Rik 9920288 9878703 -8591 9920288 9889719 -8591 9919405 9889813 -9474
Chr15 Normal NT_039618.1 GGGTCAAAAAGACCT 7654364 LOC328505 7662951 7665971 -8587 7662951 7665971 -8587 7663049 7665120 -8685
Chr5 Complement NT_039299.1 AGGTCACAGTGACTG 10078330 Xrcc2 10069749 10053766 -8581 10069743 10055947 -8587 10069668 10056061 -8662
Chr6 Normal NT_039369.1 GGGTCAGATAGACCT 177108 Grcc2f 185669 193451 -8561 185694 193435 -8586 185779 193277 -8671
Chr17 Normal NT_039649.1 TGGTCATGCTGGCCT 2352665 MGC47001 2361248 2366320 -8583 2361248 2366320 -8583 2361802 2366179 -9137
Chr15 Complement NT_039621.1 TGGTGACTCTGACCC 27286539 Oc90 27277957 27241482 -8582 27277957 27241482 -8582 27263281 27241727 -23258
Chr16 Complement NT_039624.1 TGGTCATACTGGCCT 1182501 1110025F24Rik 1173974 1166268 -8527 1173921 1166268 -8580 1173796 1166372 -8705
Chr7 Normal NT_039433.1 AGGTCAAGCTGACTC 6546260 LOC209134 6554840 6642655 -8580 6554840 6642655 -8580 6554840 6642655 -8580
Chr8 Normal NT_039455.1 TGGTAACCATGACCT 9530882 F7 9539461 9549224 -8579 9539461 9549224 -8579 9539474 9548731 -8592
Chr11 Complement NT_039521.1 AAGTCACTGTGACCA 12280303 Stat5b 12271802 12201973 -8501 12271724 12204220 -8579 12229763 12204336 -50540
Chr19 Complement NT_039692.1 GTGTCAACTTGACCA 16977725 Nrap 16969176 16899591 -8549 16969149 16899591 -8576 16969015 16917597 -8710
Chr12 Normal NT_039552.1 AGGTCACCTTGTCCC 14349610 Chga 14358131 14368239 -8521 14358185 14368239 -8575 14358341 14367905 -8731
Chr2 Normal NT_039210.1 GGGTCCTCCTGACCT 15572197 Cse1l 15580735 15709610 -8538 15580772 15620939 -8575 15589856 15620469 -17659
Chr6 Normal NT_039340.1 GGGTCCCCCTGACCG 25124534 6530409C15Rik 25133108 25136434 -8574 25133108 25136434 -8574 25133145 25135291 -8611
Chr15 Complement NT_039618.1 TGGTCATCATGAGCT 22893969 LOC239357 22885396 22841151 -8573 22885396 22841151 -8573 22885396 22841151 -8573
Chr8 Normal NT_039456.1 TTGTCACAATGACCT 19342 Defcr3 27914 28754 -8572 27914 28754 -8572 27914 28754 -8572



ChrX Normal NT_039726.1 AGGTCTGCTTGACCT 5585888 LOC211965 5594460 5617479 -8572 5594460 5617479 -8572 5594460 5617479 -8572
Chr4 Normal NT_039258.1 CGCTCACAATGACCT 7674618 LOC230007 7683184 7683465 -8566 7683184 7683465 -8566 7683184 7683465 -8566
Chr11 Complement NT_039521.1 TGATCAGGGTGACCC 32777262 LOC270952 32768696 32767749 -8566 32768696 32767749 -8566 32768696 32767749 -8566
Chr7 Normal NT_039413.1 AGGTCGTGGTGGCCC 2342750 Neud4 2351316 2354660 -8566 2351316 2354660 -8566 2352833 2353728 -10083
Chr10 Complement NT_039501.1 AGGCCAATATGACCC 1763301 Helb 1754738 1725483 -8563 1754738 1725483 -8563 1754710 1726272 -8591
Chr5 Complement NT_039315.1 AAGTCAACATGACCT 1352064 Zfp68 1343532 1328758 -8532 1343501 1329894 -8563 1340264 1330013 -11800
Chr19 Normal NT_039692.1 AGGACACTGTGACCT 4100933 LOC269087 4109495 4111622 -8562 4109495 4111622 -8562 4109896 4110180 -8963
ChrX Normal NT_039700.1 AGGGCAAAATGACCT 256666 Fthl17 265224 266062 -8558 265224 266062 -8558 265369 265899 -8703
Chr11 Complement NT_039515.1 AAGTCAGGCTGACCA 3723471 LOC210066 3714913 3713542 -8558 3714913 3713542 -8558 3714913 3713542 -8558
Chr8 Normal NT_039464.1 GAGTCACTATGACCC 324375 1110012M11Rik 332924 338337 -8549 332932 338028 -8557 332976 337826 -8601
ChrX Complement NT_039702.1 GGATCAAGTTGACCA 8931783 LOC279658 8923227 8921981 -8556 8923227 8921981 -8556 8923227 8921981 -8556
Chr6 Normal NT_039355.1 TGGTCAAGCTGGCCT 4183524 2900045N06Rik 4192079 4233518 -8555 4192079 4233518 -8555 4192532 4233132 -9008
ChrX Complement NT_039708.1 AGGTCAAATTGTCCT 102123 LOC236856 93568 88940 -8555 93568 88940 -8555 93568 88940 -8555
Chr18 Normal NT_039674.1 AGGTCACCCTGGCCT 33029538 Ube2d2 33038045 33073651 -8507 33038093 33073651 -8555 33038475 33072051 -8937
Chr13 Complement NT_039587.1 AGATCAGGCTGACCT 1795491 LOC218297 1786937 1784990 -8554 1786937 1784990 -8554 1786643 1786278 -8848
Chr7 Normal NT_039429.1 AGGTAAAACTGACCA 22824383 MOR32-1 22832936 22833889 -8553 22832936 22833889 -8553 22832936 22833889 -8553
Chr2 Complement NT_039210.1 AGGACACTGTGACCA 13488031 Pte1 13479478 13467106 -8553 13479478 13467375 -8553 13479423 13467498 -8608
Chr4 Complement NT_039266.1 AGGTCAGCTTGGCCA 6684376 LOC242709 6675824 6613200 -8552 6675824 6613200 -8552 6675824 6613200 -8552
Chr10 Normal NT_039500.1 GGGTCAAGTTGACCC 6772060 LOC327797 6780612 6783287 -8552 6780612 6783287 -8552 6781728 6782132 -9668
Chr8 Normal NT_039455.1 GGCTCAGCCCGACCT 16239382 LOC330719 16247934 16249094 -8552 16247934 16249094 -8552 16247970 16248754 -8588
Chr17 Normal NT_039662.1 AGCTCAGGCTGACCT 1435663 Ltb 1444215 1445995 -8552 1444215 1445995 -8552 1444215 1445839 -8552
Chr5 Normal NT_039307.1 GGGTTGATGTGACCT 15788838 LOC333036 15797387 15838521 -8549 15797387 15838521 -8549 15797438 15838521 -8600
Chr15 Complement NT_039621.1 AGGTCAGCCTGATCT 58704801 LOC239645 58696254 58673091 -8547 58696254 58673091 -8547 58696254 58673091 -8547
Chr7 Complement NT_039428.1 AGGCCAGAATGACCT 19268658 LOC269948 19260111 19259451 -8547 19260111 19259451 -8547 19259925 19259599 -8733
ChrX Complement NT_039702.1 GGGACATGCTGACCT 10908209 Pdcd8 10899836 10861218 -8373 10899662 10861348 -8547 10899611 10861390 -8598
Chr10 Normal NT_039491.1 AGATCAAGTTGACCT 3628127 LOC215776 3634896 3685538 -6769 3636671 3685538 -8544 0 0 3628127
Chr3 Normal NT_039238.1 GGGCCAGCCTGACCT 2402330 LOC280411 2410874 2433766 -8544 2410874 2433766 -8544 2410907 2433631 -8577
Chr19 Complement NT_039684.1 GGGTCTCTGTGACCA 1337096 2010003J03Rik 1328553 1323784 -8543 1328553 1323784 -8543 1327104 1325209 -9992
Chr9 Complement NT_039472.1 TGGGCATAATGACCT 6598402 LOC235019 6589861 6581761 -8541 6589861 6581761 -8541 6589861 6581761 -8541
Chr5 Normal NT_039305.1 GGGTCATTGTGACTT 29230909 LOC269654 29239450 29268387 -8541 29239450 29266816 -8541 29244262 29266440 -13353
Chr3 Complement NT_039238.1 GGATCACAATGACCT 1790102 2810052M02Rik 1781724 1774523 -8378 1781562 1774565 -8540 1781520 1774652 -8582
Chr11 Normal NT_039519.1 TGATCAGGGTGACCC 2029939 LOC216678 2038479 2040733 -8540 2038479 2040733 -8540 2038584 2038985 -8645
Chr10 Normal NT_039500.1 GGGGCAGCACGACCC 24020989 LOC270788 24029529 24054333 -8540 24029529 24054333 -8540 24029529 24054333 -8540
Chr15 Normal NT_039621.1 AGGTGAAAATGACCC 40314496 AB041662 40323035 40328523 -8539 40323035 40328523 -8539 40327502 40327830 -13006
Chr5 Complement NT_039302.1 GTGTCAACCTGACCC 3311315 LOC231149 3302777 3292420 -8538 3302777 3292420 -8538 3302681 3292451 -8634
Chr1 Complement NT_039167.1 TGGACACACTGACCC 12560362 LOC240737 12551824 12432718 -8538 12551824 12432718 -8538 12551824 12432718 -8538
Chr1 Normal NT_039174.1 TAGTCAACTTGACCT 13588302 2310046M08Rik 13596490 13615165 -8188 13596839 13615165 -8537 13604086 13614697 -15784
Chr18 Normal NT_039674.1 GGGTCACCCAGACCC 59312858 D430044G18Rik 59321386 59383680 -8528 59321395 59383680 -8537 59321427 59359342 -8569
Chr6 Normal NT_039355.1 AGATCAAGCTGACCT 4517799 5830427H10Rik 4526269 4531974 -8470 4526335 4531974 -8536 4526409 4531467 -8610
Chr8 Normal NT_039456.1 TTGTCACAATGACCT 98116 Defcr6 106650 107490 -8534 106650 107490 -8534 106650 107490 -8534
Chr1 Complement NT_039184.1 AGGTCATTCTGTCCT 6185201 4930415K13 6176668 6147262 -8533 6176668 6147262 -8533 6176266 6149619 -8935
Chr4 Normal NT_039266.1 AGGTCACCCTGTCCT 7505940 4930523M17Rik 7514471 7648449 -8531 7514471 7648449 -8531 7603974 7647767 -98034
Chr9 Complement NT_039474.1 GGGTCAAAATGACCC 21964578 Tmod3 21956138 21891778 -8440 21956047 21891778 -8531 21928911 21894112 -35667
Chr7 Complement NT_039400.1 AGATCAGGCTGACCT 870581 Gemin7 862531 853409 -8050 862051 853593 -8530 854312 853923 -16269
Chr13 Normal NT_039580.1 GGGGCAGCACGACCC 3644226 2210008F15Rik 3652754 3657221 -8528 3652754 3657221 -8528 3652766 3655217 -8540
Chr4 Normal NT_039258.1 AGGTTGGGTTGACCT 7663239 LOC230006 7671767 7672048 -8528 7671767 7672048 -8528 7671767 7672048 -8528
Chr3 Normal NT_039234.1 AGGTCGGTGTCACCT 25898773 LOC329703 25907300 25910498 -8527 25907300 25910498 -8527 25907329 25910498 -8556
Chr15 Complement NT_039617.1 AGATCAAAGTGACCT 813355 1700096C12Rik 804829 803773 -8526 804829 803773 -8526 804430 804017 -8925
Chr10 Complement NT_039494.1 GGGGCAGCACGACCC 11215904 LOC215992 11207378 11182504 -8526 11207378 11182504 -8526 11207378 11182504 -8526
Chr6 Normal NT_039350.1 AGGTCATCTTTACCC 12999051 Aup1 13007491 13010519 -8440 13007575 13010519 -8524 13007620 13010371 -8569
Chr21 Normal NT_039761.1 GGATCAAGTTGACCT 74473 Eif2s3y 82977 101229 -8504 82994 100974 -8521 82999 100633 -8526
Chr4 Complement NT_039260.1 GGGTCAAGTTGACAT 2231799 LOC269529 2223278 2174537 -8521 2223278 2174537 -8521 2201415 2174799 -30384
Chr18 Normal NT_039674.1 GGGTCAGGTTGACCC 58647764 LOC328966 58656285 58659145 -8521 58656285 58659145 -8521 58658013 58658351 -10249
Chr2 Normal NT_039208.1 GGCTCAATGTGACCA 3270823 LOC329424 3279343 3452582 -8520 3279343 3280968 -8520 3279425 3280096 -8602
Chr5 Complement NT_039325.1 AGGTCATGTTGATCT 1986948 MGC38133 1978430 1825796 -8518 1978430 1825796 -8518 1978330 1827776 -8618
Chr10 Complement NT_039491.1 GGGACAATTTGACCT 11014847 Hebp2 11006399 11000446 -8448 11006331 11001086 -8516 11006118 11001457 -8729
Chr3 Complement NT_039230.1 TGGTCAAAATGGCCT 1793635 LOC332762 1785119 1654709 -8516 1785119 1654709 -8516 1785119 1654709 -8516
Chr13 Normal NT_039576.1 AGGTCGGCCAGACCC 1016255 LOC328185 1024766 1027457 -8511 1024766 1027457 -8511 1025402 1026007 -9147
Chr2 Normal NT_039209.1 AGGTAAGGATGACCA 50902512 Entpd6 50910970 50995963 -8458 50911020 50925739 -8508 50914970 50925616 -12458
Chr15 Complement NT_039621.1 GGGTCAATATGACAA 57309787 LOC328598 57301279 57297493 -8508 57301279 57297493 -8508 57300691 57300008 -9096
Chr18 Complement NT_039674.1 AGGCCAGCTTGACCC 58776445 4631412G21Rik 58767938 58665843 -8507 58767938 58665843 -8507 58767874 58666390 -8571
Chr9 Complement NT_039482.1 TTGTCAGTTTGACCC 1888162 Tgfbr2 1880353 1791313 -7809 1879655 1793984 -8507 1879655 1793984 -8507
Chr3 Normal NT_039242.1 GGGTCAGCCTGAGCT 5491515 LOC229857 5500021 5500339 -8506 5500021 5500339 -8506 5500021 5500339 -8506
Chr19 Normal NT_039684.1 GGCTCAAGGTGACCC 1198554 1700061A03Rik 1207058 1207512 -8504 1207058 1207512 -8504 1207078 1207359 -8524
Chr8 Normal NT_039467.1 AGGTGAGGGTGACCG 33924473 AI643885 33932977 33936732 -8504 33932977 33936732 -8504 33934182 33934877 -9709
Chr9 Complement NT_039472.1 AGGTCAAATTGATCA 22262228 Ddx25 22253724 22238279 -8504 22253724 22238279 -8504 22250554 22238279 -11674
Chr6 Complement NT_039356.1 AGGTCTATCTGACCC 136881 Grcc2f 128402 120511 -8479 128377 120527 -8504 128293 120685 -8588
Chr8 Complement NT_039455.1 GGGTCCAGCTGACCA 293779 LOC195697 285275 284714 -8504 285275 284714 -8504 285211 284714 -8568
Chr2 Complement NT_039208.1 AGGTCAGCTTGACAC 14638733 LOC228126 14630229 14546449 -8504 14630229 14546449 -8504 14630229 14546449 -8504
Chr16 Normal NT_039624.1 AGGTCACTCTGACAC 31451649 Ropn1 31443464 31472063 8185 31460153 31471939 -8504 31460153 31471939 -8504
Chr10 Normal NT_039491.1 TGCTCAACTTGACCC 13895239 1700021A07Rik 13903742 13909740 -8503 13903742 13909740 -8503 13909336 13909644 -14097
Chr2 Normal NT_039211.1 AGGACACACTGACCA 1960661 1700029J11Rik 1969164 2055245 -8503 1969164 1970963 -8503 1969229 1970855 -8568
Chr19 Complement NT_039687.1 GAGTCACAGTGACCA 1802648 A430103C15Rik 1795596 1780489 -7052 1794145 1780489 -8503 1793851 1780967 -8797
Chr2 Complement NT_039209.1 CTGTCACAGTGACCT 18259483 LOC214223 18250980 18210502 -8503 18250980 18210502 -8503 18250883 18210502 -8600
Chr16 Complement NT_039624.1 AGTTCGTCGTGACCC 56194908 MOR184-1 56186405 56185479 -8503 56186405 56185479 -8503 56186405 56185479 -8503
Chr4 Complement NT_039268.1 CTGTCATGGTGACCC 474261 Plod1 465811 439118 -8450 465760 439118 -8501 465733 439775 -8528
Chr6 Normal NT_039340.1 TGGTCAACTTGATCC 7705789 LOC214247 7714289 7759150 -8500 7714289 7759150 -8500 7714289 7759150 -8500
Chr17 Normal NT_039655.1 GGGTCAGACTGACAG 7093121 Guca1b 7101619 7109191 -8498 7101619 7109191 -8498 7101716 7108228 -8595
Chr5 Normal NT_039318.1 AGGTAAGACTGACCT 1291058 Cpsf4 1299555 1314372 -8497 1299555 1314372 -8497 1299688 1313536 -8630
Chr11 Complement NT_039515.1 GGGCCAAAGTGACCA 13598274 Sec61g 13591769 13583838 -6505 13589777 13584949 -8497 13589774 13585106 -8500
Chr2 Normal NT_039205.1 GGGGCAGCACGACCC 4478232 5930434B04Rik 4486728 4517639 -8496 4486728 4496068 -8496 4486774 4495764 -8542
Chr19 Normal NT_039684.1 GGGTCTCTGTGACCA 1337096 Cst6 1345400 1350269 -8304 1345589 1347113 -8493 1345640 1347008 -8544
Chr13 Complement NT_039580.1 TGGTCAACATGACCA 9382176 1810073P09Rik 9373684 9353347 -8492 9373684 9353347 -8492 9369692 9353517 -12484
Chr18 Complement NT_039674.1 TGGTCATATTGAGCC 25456510 LOC271505 25448018 25425089 -8492 25448018 25425089 -8492 25448018 25425089 -8492
Chr5 Complement NT_039316.1 GGGTCAGCCTGACAT 1724796 LOC231834 1716305 1666834 -8491 1716305 1666834 -8491 1716295 1668059 -8501
Chr15 Complement NT_039621.1 TGGTCAGGATGAACC 47119937 LOC239568 47111446 47108276 -8491 47111446 47108276 -8491 47111446 47108276 -8491
Chr12 Complement NT_039551.1 AGGTCAGTATGGCCT 20657867 4633401M22Rik 20649378 20646133 -8489 20649378 20646133 -8489 20649181 20648903 -8686
Chr10 Normal NT_039500.1 GGGACACTGTGACCG 1221977 Igf1 1228205 1302158 -6228 1230466 1300181 -8489 1233883 1300004 -11906
Chr10 Normal NT_039496.1 AGGACATTCTGACCC 6147642 Rps15 6156131 6157787 -8489 6156131 6157787 -8489 6156155 6157754 -8513
Chr8 Complement NT_039467.1 TGGTCAGCATGTCCT 39078818 Selel 39070661 38967289 -8157 39070329 38967289 -8489 39070329 38969472 -8489
Chr17 Complement NT_039650.1 GGATCGGGCTGACCT 58341 5730403J10Rik 49911 45835 -8430 49855 45835 -8486 49216 46278 -9125
Chr18 Normal NT_039674.1 AGGTCAGACTGGCCT 33544712 Pura 33553197 33560023 -8485 33553197 33560023 -8485 33558940 33559905 -14228
Chr2 Complement NT_039208.1 AGGTCAGCCTGAGCA 22035085 LOC241544 22026602 22016884 -8483 22026602 22016884 -8483 22026602 22016884 -8483
Chr4 Complement NT_039266.1 GGGGCACCTTGACCA 8349344 Pla2g5 8398103 8333881 48759 8340861 8335177 -8483 8340861 8335177 -8483
Chr1 Complement NT_039170.1 TGGTCAGGGTGAACT 49227543 4832428G11 49219061 49201987 -8482 49219061 49201987 -8482 49215488 49203263 -12055



Chr16 Complement NT_039624.1 TGGTCATGTTGAGCC 17559438 LOC239749 17550957 17550682 -8481 17550957 17550682 -8481 17550957 17550682 -8481
Chr1 Normal NT_039190.1 CAGTCACATTGACCT 1091179 Irf6 1099625 1118533 -8446 1099659 1118501 -8480 1103716 1116003 -12537
Chr9 Complement NT_039474.1 AGCTCAACCCGACCC 7241220 LOC212315 7232740 7192229 -8480 7232740 7192229 -8480 7232740 7192229 -8480
Chr6 Complement NT_039341.1 TGGTCAGAGAGACCC 7403299 LOC330286 7394819 7371446 -8480 7394819 7371446 -8480 7394776 7373732 -8523
Chr1 Normal NT_039167.1 AAGTCATCTTGACCT 8121364 6230420N16Rik 8129841 8191800 -8477 8129841 8181261 -8477 8132448 8181201 -11084
Chr18 Complement NT_039674.1 GGGTCAGTGTGACCC 1186067 LOC225114 1177590 1176568 -8477 1177590 1176568 -8477 1177250 1176879 -8817
Chr7 Complement NT_039435.1 GGGTCAGTGTCACCA 1607327 LOC214728 1598851 1522035 -8476 1598851 1522035 -8476 1598851 1522035 -8476
Chr5 Normal NT_039314.1 AGCTCATATTGACCT 5467479 Wbscr14 5475952 5507421 -8473 5475955 5506924 -8476 5475962 5506399 -8483
Chr8 Complement NT_039467.1 TGGGCAGTGTGACCC 19691604 LOC244590 19683129 19520760 -8475 19683129 19520760 -8475 19683129 19520760 -8475
Chr7 Complement NT_039429.1 AGGTCAACTTGATCC 21865738 MOR13-4 21857263 21856319 -8475 21857263 21856319 -8475 21857263 21856319 -8475
Chr5 Complement NT_039312.1 AGGTCCAGCTGACCA 1654253 Acads 1645823 1636810 -8430 1645780 1636810 -8473 1645780 1637364 -8473
Chr9 Normal NT_039474.1 GGGTCACAGTGAGCA 21695185 Gnb5 21698565 21737841 -3380 21703657 21737841 -8472 21703657 21737841 -8472
Chr13 Normal NT_039578.1 GGGTCACTCTGACAA 15709700 LOC195247 15718172 15736588 -8472 15718172 15736588 -8472 15718172 15736588 -8472
Chr19 Complement NT_039684.1 AGGTCATCTTCACCA 441941 LOC329015 433469 430019 -8472 433469 430019 -8472 432971 430636 -8970
Chr13 Complement NT_039578.1 TGGTCATGATGTCCC 10448407 LOC193418 10439938 10439485 -8469 10439938 10439522 -8469 10439938 10439528 -8469
Chr16 Complement NT_039624.1 AGGTCACATTGCCCC 33199773 LOC209326 33191304 33161539 -8469 33191304 33161539 -8469 33191304 33161539 -8469
Chr1 Normal NT_039189.1 AGGTCACTCTGTCCA 496326 LOC329313 504794 506419 -8468 504794 506419 -8468 505374 505679 -9048
Chr18 Normal NT_039676.1 GGGTCGTGCTGCCCC 1778531 LOC328999 1786998 1790546 -8467 1786998 1790546 -8467 1786998 1790546 -8467
Chr10 Normal NT_039492.1 AGGTCTAACTGACCT 14542859 Hdac2 14551324 14578389 -8465 14551324 14578389 -8465 14551492 14578182 -8633
ChrX Normal NT_039742.1 TAGTCAGGATGACCT 32096 LOC333639 40561 61159 -8465 40561 61159 -8465 40625 60637 -8529
Chr8 Normal NT_039467.1 GGGTCACTGTGAGCC 35179622 Wwp2-pending 35188063 35312147 -8441 35188086 35310078 -8464 35204701 35309852 -25079
Chr1 Complement NT_039172.1 AGGTCAACTTGATCC 552079 LOC332466 543616 405541 -8463 543616 405541 -8463 543616 405541 -8463
Chr11 Complement NT_039521.1 AGGTCAGCCAGACCA 27766604 Exo70 27758192 27740272 -8412 27758142 27740652 -8462 27758142 27740652 -8462
Chr5 Complement NT_039297.1 AGGTCACAATGATCC 6994760 LOC236711 6986298 6983177 -8462 6986298 6983177 -8462 6985084 6983348 -9676
Chr12 Complement NT_039539.1 AGGTCATCCTGATCC 5325867 LOC328058 5317405 5316522 -8462 5317405 5316522 -8462 5317333 5316900 -8534
Chr18 Complement NT_039674.1 GGGGCAGCACGACCC 45046499 LOC225477 45038039 45037344 -8460 45038039 45037344 -8460 45038039 45037344 -8460
Chr2 Normal NT_039205.1 AGGTCTATGTGACCT 5229353 LOC227665 5237813 5514516 -8460 5237813 5240070 -8460 5239650 5240027 -10297
Chr2 Normal NT_039206.1 GGATCAAGTTGACCA 3063805 MOR136-11 3072261 3119231 -8456 3072261 3073190 -8456 3072261 3073190 -8456
Chr2 Complement NT_039210.1 GGGTCGCTCTGAGCT 13487929 Pte1 13479478 13467106 -8451 13479478 13467375 -8451 13479423 13467498 -8506
Chr2 Normal NT_039205.1 TGCTCAATCTGACCT 7460088 Spna2 7468539 7538201 -8451 7468539 7506183 -8451 7478305 7505831 -18217
Chr10 Complement NT_039502.1 AGGACAGCCTGACCT 6442540 Znfn1a4 6435251 6423011 -7289 6434092 6423011 -8448 6433340 6423078 -9200
Chr3 Normal NT_039242.1 GGGTGAAAATGACCA 15435982 4921517B04Rik 15444429 15531945 -8447 15444429 15531945 -8447 15486898 15531907 -50916
Chr4 Normal NT_039258.1 AGGTCACCCTGACCA 1601121 LOC242292 1609567 1748974 -8446 1609567 1748974 -8446 1609567 1748974 -8446
Chr7 Complement NT_039429.1 TGGTCACAGTGCCCT 18860536 LOC244164 18852093 18832779 -8443 18852093 18832779 -8443 18852093 18832779 -8443
Chr12 Normal NT_039548.1 AGGTCAGCGGGACCT 307616 Rrm2 316030 321883 -8414 316059 321883 -8443 316123 321008 -8507
Chr14 Normal NT_039602.1 AGGTCACAGGGACCT 331698 LOC219040 340140 344949 -8442 340140 344916 -8442 341588 344324 -9890
Chr3 Complement NT_039234.1 GGGTCTGTGTGACCT 15558796 LOC332778 15550354 15549008 -8442 15550354 15549008 -8442 15550354 15549008 -8442
Chr13 Complement NT_039579.1 GGGACAGGATGACCT 758638 LOC207867 751208 748566 -7430 750197 748623 -8441 750081 749722 -8557
Chr4 Normal NT_039264.1 GGGTAGAGCTGACCC 18937831 Olfr62 18946271 18947218 -8440 18946271 18947218 -8440 18946271 18947218 -8440
Chr19 Normal NT_039685.1 GTGTCATGCTGACCT 477768 1810009A15Rik 481040 489929 -3272 486207 488044 -8439 486230 487824 -8462
Chr4 Complement NT_039264.1 TGGTCAGCCTGATCT 15141260 0610011D08Rik 15132918 15106317 -8342 15132823 15106317 -8437 15132810 15107391 -8450
Chr9 Normal NT_039485.1 GGGTCATTTTGACCC 93109 LOC331050 101452 163327 -8343 101543 163327 -8434 128558 160993 -35449
Chr5 Complement NT_039312.1 ATGTCAACTTGACCC 1308527 4930515G01Rik 1300095 1298918 -8432 1300095 1298918 -8432 1299959 1299450 -8568
Chr12 Complement NT_039549.1 AGGTCAGTCTGATCT 13432779 LOC217579 13424347 13378434 -8432 13424347 13378434 -8432 0 0 -13432779
Chr5 Normal NT_039311.1 TGGTCAGCTTGGCCT 141249 Golga3 144604 192375 -3355 149680 190994 -8431 149680 190994 -8431
Chr19 Complement NT_039687.1 AGGTCAACCTGATCT 19737443 Ak3l 19729168 19674607 -8275 19729013 19701942 -8430 19728940 19703935 -8503
Chr7 Complement NT_039413.1 AGGTCACAGTGACTA 192943 Mia 184513 183109 -8430 184513 183109 -8430 184408 183173 -8535
Chr17 Normal NT_039650.1 AGCTCAGTCTGACCT 92866 2300002M23Rik 101295 102755 -8429 101295 102755 -8429 101364 102626 -8498
ChrX Normal NT_039706.1 GGATCAAGTTGACCA 4541934 LOC331428 4550359 4553113 -8425 4550359 4553113 -8425 4550359 4553113 -8425
Chr8 Complement NT_039467.1 AGTTCATATTGACCT 39078754 Selel 39070661 38967289 -8093 39070329 38967289 -8425 39070329 38969472 -8425
Chr9 Complement NT_039477.1 GGGTCATCACGAACT 3022529 5730525G14Rik 3014105 2998139 -8424 3014105 2998505 -8424 3013932 2998593 -8597
Chr11 Complement NT_039515.1 TGGTCAACTTGATCC 25500069 LOC216610 25491646 25488902 -8423 25491646 25488902 -8423 25491302 25489056 -8767
Chr2 Normal NT_039210.1 GGGTCGTGCTGCCCC 3780548 Itch 3788969 3906410 -8421 3788969 3882406 -8421 3818903 3880019 -38355
Chr10 Normal NT_039513.1 AGGTCGGGGTAACCT 519714 Plxnc1 528134 645716 -8420 528134 645716 -8420 628981 631381 -109267
Chr7 Normal NT_039437.1 AGGTGAGAATGACCC 3104407 Fgf3 3112201 3117486 -7794 3112826 3117130 -8419 3112826 3117130 -8419
Chr17 Complement NT_039658.1 TGGTCATCGTGAGCC 12504618 A230048G03Rik 12496202 12472757 -8416 12496202 12472757 -8416 12490360 12473941 -14258
Chr1 Normal NT_039180.1 AGGTCATTGTGCCCA 15981244 Fmod 15989435 15999623 -8191 15989660 15999623 -8416 15992341 15998706 -11097
Chr3 Complement NT_039234.1 TGATCACATTGACCT 21829017 4732486J07Rik 21820602 21802940 -8415 21820602 21802940 -8415 21805250 21804753 -23767
Chr8 Normal NT_039456.1 AGGTCATTCTGTCCA 4007629 A530023P05 4016040 4053004 -8411 4016040 4053004 -8411 4016069 4052575 -8440
Chr13 Normal NT_039579.1 AGGTCAGTGGGACCA 866713 LOC238571 875124 887266 -8411 875124 887266 -8411 875124 887266 -8411
Chr13 Normal NT_039578.1 AGGTCAGTGTGAGCA 11531166 D130043K22 11539576 11595704 -8410 11539576 11595704 -8410 11548942 11578211 -17776
Chr7 Complement NT_039429.1 AGGTCAGCATGACAA 2608632 LOC244111 2600222 2593709 -8410 2600222 2593709 -8410 2600222 2593709 -8410
Chr11 Complement NT_039520.1 AGGTCACAGTGACAG 8683667 Rufy1 8675257 8625644 -8410 8675257 8633449 -8410 8675251 8633961 -8416
Chr17 Complement NT_039649.1 GGCTCAGGGTGACCT 4281261 Pse-pending 4272914 4258138 -8347 4272852 4258233 -8409 4264232 4258652 -17029
Chr18 Normal NT_039674.1 AGGTCAGCCTGAGCC 33029684 Ube2d2 33038045 33073651 -8361 33038093 33073651 -8409 33038475 33072051 -8791
Chr10 Complement NT_039500.1 AGGTTACCCCGACCT 8360326 Plxnc1 8351921 8198316 -8405 8351921 8200633 -8405 8351921 8200633 -8405
Chr1 Normal NT_039172.1 GGATCAAGTTGACCT 1561296 LOC193907 1569700 1615012 -8404 1569700 1615012 -8404 1569700 1615012 -8404
Chr2 Complement NT_039208.1 TGGTCAGTCTTACCT 7538166 Prkra 7529763 7511667 -8403 7529763 7511708 -8403 7529625 7512180 -8541
Chr5 Complement NT_039312.1 GTGTCAAGTTGACCT 10760810 Abcb9 10752408 10717846 -8402 10752408 10718171 -8402 10746547 10718976 -14263
Chr13 Normal NT_039590.1 GGGTGAAAATGACCT 25986763 Hcn1 25994945 26371246 -8182 25995165 26371246 -8402 25995169 26370678 -8406
Chr2 Complement NT_039205.1 GGGGCAGAGTGACCA 9872535 1110008P14Rik 9864136 9859374 -8399 9864136 9859374 -8399 9861311 9860979 -11224
Chr2 Normal NT_039210.1 GGGTCAACCTCACCC 13452245 5730407K14Rik 13460623 13496666 -8378 13460644 13469786 -8399 13460672 13466993 -8427
Chr12 Complement NT_039539.1 AGGACAGCATGACCC 5447825 6330417G02Rik 5439428 5390910 -8397 5439428 5390910 -8397 5439428 5390910 -8397
Chr18 Normal NT_039674.1 AGCTCGCCTTGACCC 14003509 LOC328906 14011905 14018281 -8396 14011905 14018281 -8396 14016899 14017264 -13390
Chr5 Normal NT_039312.1 TGGTCAGGCTGAGCC 2066121 Pxn 2073095 2086237 -6974 2074515 2084908 -8394 2074515 2084386 -8394
Chr11 Complement NT_039521.1 GGGTCAGAGTGTCCC 8246600 LOC217136 8238207 8235403 -8393 8238207 8235403 -8393 8238189 8235728 -8411
Chr15 Complement NT_039621.1 TGGTGAAGGTGACCC 60310916 Arf3 60302649 60276921 -8267 60302524 60279595 -8392 60281969 60279627 -28947
Chr8 Normal NT_039467.1 AGGTCAGCCTGACTT 21823531 Mt1 21831708 21832937 -8177 21831923 21832805 -8392 21831923 21832805 -8392
Chr13 Complement NT_039578.1 GGATCAAGTTGACCA 9295950 V1rh8 9287558 9286608 -8392 9287558 9286608 -8392 9287558 9286608 -8392
Chr9 Complement NT_039473.1 TGGGCACGGTGACCC 12866007 LOC333390 12857616 12853307 -8391 12857616 12853307 -8391 12857616 12853307 -8391
Chr16 Normal NT_039624.1 AGGACATTGTGACCC 28229716 Bdh 28238106 28241978 -8390 28238106 28241978 -8390 28238106 28240172 -8390
Chr9 Normal NT_039472.1 AAGTCAATATGACCT 26440477 LOC235257 26448867 26449805 -8390 26448867 26449805 -8390 26448867 26449805 -8390
Chr9 Normal NT_039473.1 AGATCAGGCTGACCT 84575 9030425E11Rik 92964 192833 -8389 92964 191902 -8389 92984 191397 -8409
Chr1 Complement NT_039170.1 ACGTCACACTGACCA 51196151 LOC332458 51187763 51150349 -8388 51187763 51150349 -8388 51187763 51150349 -8388
Chr13 Normal NT_039587.1 CGGACAGTGTGACCT 2577698 Zfp369 2586085 2632184 -8387 2586085 2632184 -8387 2586085 2632184 -8387
Chr10 Normal NT_039494.1 TGGCCAGGCTGACCT 5991612 LOC327752 5999998 6002960 -8386 5999998 6002960 -8386 6000095 6000840 -8483
Chr7 Complement NT_039437.1 GGGTCTATCTGACCA 1964577 Tnfrsf23 1956217 1939185 -8360 1956192 1939371 -8385 1951848 1939418 -12729
Chr6 Complement NT_039353.1 GGGACAATTTGACCT 14258575 Tpt1 14250190 14249378 -8385 14250190 14249378 -8385 14250093 14249575 -8482
Chr9 Normal NT_039476.1 AGGTCATAGTCACCC 958785 LOC209772 967169 969897 -8384 967169 969897 -8384 967169 969897 -8384
Chr8 Complement NT_039462.1 AGGTCAGCCTGAGCT 6162258 Slc5a5 6153908 6144387 -8350 6153875 6144997 -8383 6153812 6145359 -8446
Chr11 Normal NT_039521.1 GGGTCACTCTGACCC 31811813 C630046B20Rik 31820193 31826828 -8380 31820193 31826828 -8380 31820368 31826768 -8555
Chr11 Complement NT_039521.1 TGGTCATCCTGAACC 31553855 Azi1 31545477 31523094 -8378 31545477 31523094 -8378 31542631 31523294 -11224
Chr7 Normal NT_039428.1 GGGCCGGTCTGACCT 20584124 LOC233412 20592502 20622767 -8378 20592502 20622767 -8378 20592504 20622767 -8380
Chr19 Complement NT_039689.1 TGGTCAGGGTGTCCC 538468 LOC207947 530091 529750 -8377 530091 529750 -8377 530091 529750 -8377
Chr1 Normal NT_039170.1 TGGTCAGACAGACCT 49759728 LOC227264 49768104 49771166 -8376 49768104 49771166 -8376 49768104 49771166 -8376



Chr2 Complement NT_039209.1 AGGTCAAGGTGACCT 8690755 LOC241609 8682380 8640099 -8375 8682380 8640099 -8375 8682380 8640099 -8375
Chr9 Complement NT_039472.1 AGGTCACTATGGCCA 26827300 MOR162-1 26818926 26817978 -8374 26818926 26817978 -8374 26818926 26817979 -8374
Chr14 Complement NT_039606.1 GGATCAAGTTGACCT 29956976 LOC268763 29948603 29859575 -8373 29948603 29859575 -8373 29948603 29859575 -8373
Chr7 Complement NT_039420.1 TGGTCAGAGGGACCC 2622483 Sult2b1 2614144 2583210 -8339 2614111 2583210 -8372 2614042 2583226 -8441
Chr7 Normal NT_039420.1 AGGTCTATCTGACCT 1139886 LOC243961 1148257 1197592 -8371 1148257 1197592 -8371 1148257 1197592 -8371
Chr15 Complement NT_039621.1 AGGACAAGCTGACCA 64787230 LOC239681 64778861 64736388 -8369 64778861 64736388 -8369 64778817 64736388 -8413
Chr18 Complement NT_039674.1 AGTTCAAACTGACCT 43510284 LOC240260 43501916 43484666 -8368 43501916 43484666 -8368 43501916 43484666 -8368
Chr7 Normal NT_039429.1 CTGTCATTTTGACCC 10235981 LOC244131 10244348 10357940 -8367 10244348 10357940 -8367 10244348 10357940 -8367
Chr6 Normal NT_039343.1 TGGTCAAGTTGATCC 12375139 LOC330333 12383505 12385852 -8366 12383505 12385852 -8366 12384503 12385852 -9364
Chr9 Normal NT_039474.1 GGCTCGTGGTGACCT 5959681 LOC235427 5968046 6004307 -8365 5968046 6004307 -8365 5968114 6003997 -8433
ChrX Complement NT_039701.1 AGGTCAGCCTGATCT 1388498 9430034D17Rik 1380136 1378154 -8362 1380136 1378154 -8362 1380092 1379103 -8406
Chr7 Normal NT_039435.1 AGGTCAGAGTGACCA 7319666 D7Ertd753e 7327913 7364693 -8247 7328027 7364693 -8361 7328058 7364135 -8392
Chr14 Complement NT_039606.1 GGGTCACTGTGACCT 903258 LOC219072 895006 881077 -8252 894897 882347 -8361 892752 882635 -10506
Chr11 Normal NT_039520.1 TGGTCTGTCTGACCT 41319045 4930466G16Rik 41327404 41336081 -8359 41327404 41336081 -8359 41327475 41334952 -8430
Chr10 Normal NT_039496.1 AGGTAGTTTTGACCC 4614650 LOC327775 4623008 4625931 -8358 4623008 4625931 -8358 4625548 4625835 -10898
Chr2 Complement NT_039209.1 GGGTCTCAATGACCT 49166304 LOC241714 49157948 49154309 -8356 49157948 49154309 -8356 49157948 49154309 -8356
Chr10 Normal NT_039496.1 AGGCCACCCCGACCT 1780104 LOC237374 1788459 1846298 -8355 1788459 1846298 -8355 1788459 1846298 -8355
Chr15 Normal NT_039618.1 TGGACAACATGACCT 18491227 ank 18499284 18628025 -8057 18499581 18627421 -8354 18499611 18626337 -8384
Chr5 Complement NT_039307.1 AGGTCAGCCTGGCCT 1022848 LOC330108 1014494 1011237 -8354 1014494 1011237 -8354 1013998 1013693 -8850
Chr2 Normal NT_039210.1 GGGTCACGGGGACCA 4399036 Procr 4407167 4474224 -8131 4407390 4411505 -8354 4407445 4410931 -8409
Chr12 Normal NT_039551.1 TGGTCACGTTGACAC 407612 Insm2 415963 417487 -8351 415963 417487 -8351 416005 417486 -8393
Chr15 Normal NT_039621.1 TGGCCAGCGTGACCT 40327380 Lgals1 40335731 40339471 -8351 40335731 40339201 -8351 40335802 40339150 -8422
Chr7 Complement NT_039433.1 GGGTCATGTTGACCA 16014968 Ern2 16006674 15990396 -8294 16006618 15990396 -8350 16006595 15990507 -8373
Chr14 Complement NT_039602.1 GGATCACTCTGACCT 604765 LOC328408 596415 593090 -8350 596415 593090 -8350 596270 595908 -8495
Chr4 Normal NT_039258.1 GGGTCACCGTGATCC 5297656 LOC229994 5306004 5316195 -8348 5306004 5316195 -8348 5306021 5316132 -8365
ChrX Normal NT_039698.1 AGGTCTGTCTGACCT 212093 LOC331375 220440 228408 -8347 220440 228408 -8347 220440 228408 -8347
Chr15 Complement NT_039621.1 AGGTAGTTGTGACCC 58769050 AI415330 58760706 58757764 -8344 58760706 58757764 -8344 58759995 58758436 -9055
Chr5 Complement NT_039318.1 AGGTCAAGCCGAACT 1307696 1110069M14Rik 1299435 1279863 -8261 1299353 1279863 -8343 1292024 1280662 -15672
Chr11 Normal NT_039520.1 GGGTCTCTGTGACCA 11803201 LOC192824 11811544 11846106 -8343 11811544 11845253 -8343 11811677 11837538 -8476
Chr15 Normal NT_039621.1 GGGTCAAGTTGACAC 23112531 LOC239485 23120874 23150718 -8343 23120874 23150718 -8343 23120874 23150718 -8343
Chr9 Complement NT_039474.1 AGGCCATGGTGACCA 9920924 4921504K03Rik 9912583 9731440 -8341 9912583 9731440 -8341 9912515 9731818 -8409
Chr11 Complement NT_039521.1 GGGTCAGGCTGGCCG 31488534 Aatk 31505826 31465979 17292 31480195 31465982 -8339 31480105 31467063 -8429
Chr6 Complement NT_039340.1 GGATCACGTTGACCA 3467361 LOC333079 3459025 3407527 -8336 3459025 3407527 -8336 3459025 3407527 -8336
Chr7 Normal NT_039433.1 GGATCAAGTTGACCA 1567923 LOC233690 1576257 1577111 -8334 1576257 1577111 -8334 1576257 1577111 -8334
Chr8 Normal NT_039467.1 AGGTGATCATGACCA 113235 F2rl3 121324 123550 -8089 121568 123172 -8333 121568 123002 -8333
Chr14 Complement NT_039596.1 AGTTCAACATGACCC 472482 1810063B07Rik 464152 456666 -8330 464152 456666 -8330 464093 458294 -8389
Chr18 Normal NT_039674.1 GGGTCAGCCTGACCC 59047001 Il17b 59052281 59059933 -5280 59055331 59059933 -8330 59055380 59059833 -8379
Chr7 Complement NT_039429.1 GGGTCAGCATAACCT 3340664 LOC233443 3332336 3325679 -8328 3332336 3325679 -8328 3332336 3325679 -8328
Chr10 Complement NT_039496.1 AGGTCACTCTGGCCT 5851530 BC005494 5843204 5835994 -8326 5843204 5835994 -8326 5837987 5836293 -13543
Chr12 Complement NT_039553.1 AAGTCACCCTGACCT 2301711 LOC212121 2293385 2259834 -8326 2293385 2259834 -8326 2293385 2259834 -8326
Chr15 Normal NT_039618.1 AGGTCAACTTGATCC 10739664 LOC223398 10747990 10754911 -8326 10747990 10754911 -8326 10747990 10754911 -8326
ChrX Complement NT_039702.1 GGGTCACTCTGAGCC 287853 LOC194738 279529 266114 -8324 279529 266114 -8324 279529 266114 -8324
Chr21 Complement NT_039762.1 GGATCGGACTGACCC 75465 LOC333833 67141 63541 -8324 67141 63541 -8324 65556 65284 -9909
Chr2 Complement NT_039209.1 GGTTCACAGTGACCT 43275210 LOC241684 43266887 43146223 -8323 43266887 43146223 -8323 43266887 43146223 -8323
Chr5 Normal NT_039315.1 GGGTCATGTTGTCCT 904141 2610019P18Rik 912461 918867 -8320 912461 918867 -8320 916826 917874 -12685
Chr7 Complement NT_039423.1 AGCTCAAGCTGACCT 1177527 Csrp3 1169274 1151583 -8253 1169208 1151743 -8319 1160715 1151814 -16812
Chr3 Normal NT_039240.1 GAGTCATTATGACCA 5044249 AI315208 5052484 5926670 -8235 5052567 5926670 -8318 5052656 5925669 -8407
Chr11 Normal NT_039530.1 GGGTCTCTGTGACCA 32138 LOC268406 40456 75024 -8318 40456 74171 -8318 40589 66455 -8451
Chr1 Complement NT_039170.1 GGGTCACCATGGCCT 12217099 LOC329117 12208783 12207866 -8316 12208783 12207866 -8316 12208763 12208479 -8336
Chr4 Normal NT_039268.1 TGGTCAGGTTGGCCT 3446375 Tnfrsf9 3443945 3474587 2430 3454689 3474587 -8314 3459229 3474253 -12854
Chr8 Complement NT_039467.1 GGGTCACTATGACCT 23141213 Csnk2a2 23133262 23091320 -7951 23132900 23093198 -8313 23132900 23098591 -8313
Chr18 Normal NT_039674.1 AGGTCACTCTCACCT 32118012 Egr1 32126325 32131483 -8313 32126325 32131483 -8313 32127991 32130270 -9979
Chr11 Normal NT_039520.1 AGGTCGCTATGTCCC 12396212 LOC193239 12404525 12404884 -8313 12404525 12404884 -8313 12404525 12404884 -8313
Chr3 Complement NT_039239.1 TGGTCAACTTGATCC 300137 Hsd3b1 293400 285801 -6737 291825 285801 -8312 291570 286158 -8567
Chr9 Complement NT_039482.1 TGGTCACATTCACCC 7623300 Sec22l3 7614988 7591316 -8312 7614988 7591316 -8312 7605953 7592868 -17347
Chr9 Normal NT_039474.1 AGCTCAGTCTGACCT 10419792 Lctl 10428103 10449048 -8311 10428103 10449048 -8311 10428690 10448853 -8898
Chr7 Complement NT_039413.1 GGGCCGTGCTGACCT 3623576 2610014H22Rik 3615267 3609604 -8309 3615267 3609604 -8309 3615022 3609906 -8554
Chr5 Complement NT_039299.1 CAGTCAACATGACCT 9076794 LOC269633 9073269 9066784 -3525 9068487 9066784 -8307 9067982 9067450 -8812
Chr7 Complement NT_039420.1 AGGTCACACTGATCA 2027852 LOC210541 2019547 2018073 -8305 2019547 2018073 -8305 2018823 2018088 -9029
Chr13 Complement NT_039579.1 TGGTAAAAGTGACCT 4297755 LOC328222 4289450 4288447 -8305 4289450 4288447 -8305 4289159 4288713 -8596
Chr12 Normal NT_039571.1 AGGTCAGCGGGACCT 90726 Rrm2 99002 104858 -8276 99031 104858 -8305 99095 103984 -8369
Chr13 Normal NT_039573.1 GTGTCAGGCTGACCT 1347887 9430025F20Rik 1356191 1368660 -8304 1356191 1368660 -8304 1356265 1368499 -8378
Chr3 Complement NT_039234.1 TGGTCACTTTGCCCC 14333878 LOC229422 14325576 14324827 -8302 14325576 14324827 -8302 14325495 14325217 -8383
Chr6 Normal NT_039343.1 AGGTCAACTTGATCC 19572503 LOC243420 19580803 19581666 -8300 19580803 19581666 -8300 19580803 19581666 -8300
Chr11 Normal NT_039520.1 GGGTCACACCGAGCC 35887799 Coro6 35896097 35903229 -8298 35896097 35903229 -8298 35897438 35903026 -9639
Chr2 Complement NT_039206.1 AGGTCTTTTTGACCA 3200679 LOC227777 3192383 3191769 -8296 3192383 3191769 -8296 3192362 3191796 -8317
Chr19 Normal NT_039684.1 AAGTCAGAATGACCA 3123461 D19Ertd703e 3131736 3252206 -8275 3131753 3252206 -8292 3180554 3250233 -57093
Chr6 Normal NT_039341.1 AGGTCAGTCTGTCCA 286521 LOC195700 294812 337018 -8291 294812 337018 -8291 294812 337018 -8291
Chr4 Normal NT_039268.1 TGGTCATGTTGACCA 6675989 Wdr8 6684280 6709655 -8291 6684280 6698634 -8291 6684333 6698499 -8344
Chr12 Normal NT_039551.1 AGGTCAAGTTGCCCC 25326208 LOC271014 25334498 25360587 -8290 25334498 25360587 -8290 25334498 25360587 -8290
ChrX Normal NT_039719.1 GGGACAGTGTGACCA 2260973 LOC278260 2269262 2316687 -8289 2269262 2316687 -8289 2269314 2316687 -8341
Chr8 Complement NT_039467.1 GGGACACCATGACCA 33178277 LOC279499 33169988 33139313 -8289 33169988 33139313 -8289 33169957 33139457 -8320
Chr7 Complement NT_039385.1 AGGTGATGCTGACCC 821231 1500019G21Rik 813442 788817 -7789 812945 788817 -8286 812849 789068 -8382
Chr2 Normal NT_039208.1 AGGTAAACCTGACCT 19487817 LOC228292 19496103 19523582 -8286 19496103 19497014 -8286 19496103 19497014 -8286
Chr2 Complement NT_039205.1 GGGTCACCCTGACCC 612203 2700091H24Rik 619966 582007 7763 603918 582066 -8285 603904 582377 -8299
Chr2 Complement NT_039209.1 AGGTCAGCCTGATCT 50838442 Acas2l 50830428 50780039 -8014 50830157 50780039 -8285 50830125 50781541 -8317
Chr11 Normal NT_039520.1 AGGTCTAGATGACCC 16468266 Igtp 16476463 16484500 -8197 16476551 16484493 -8285 16478586 16484183 -10320
Chr7 Normal NT_039429.1 AGGCCAGCCTGACCC 22050448 Trim6 22058732 22075215 -8284 22058732 22075215 -8284 22065495 22072995 -15047
Chr8 Normal NT_039454.1 AGGTCACAATGACCT 384981 1700019B03Rik 393264 401533 -8283 393264 401533 -8283 397667 401510 -12686
Chr8 Complement NT_039467.1 AGGTCAGACTGACCA 15074270 Cbln1 15065987 15063788 -8283 15065987 15063788 -8283 15064600 15064367 -9670
Chr13 Normal NT_039579.1 AGGGCACAGTGACCC 866844 LOC238571 875124 887266 -8280 875124 887266 -8280 875124 887266 -8280
Chr17 Normal NT_039662.1 AGGTCACCATGACCC 280096 Col11a2 288375 315178 -8279 288375 315178 -8279 288593 314744 -8497
Chr18 Normal NT_039674.1 GGGTCAGTTTAACCT 10101598 E430016J11Rik 10109877 10112131 -8279 10109877 10112131 -8279 10110706 10111107 -9108
Chr13 Complement NT_039578.1 GGGTCAGGATGAACC 8781894 LOC195238 8773615 8745433 -8279 8773615 8745433 -8279 8773615 8745433 -8279
Chr6 Complement NT_039341.1 AGGTCAACTTGATCC 11743434 LOC232744 11735155 11734217 -8279 11735155 11734217 -8279 11735155 11734217 -8279
Chr17 Normal NT_039658.1 GGGACAGAATGACCA 22322196 1110018J12Rik 22281594 22340107 40602 22330472 22340107 -8276 22330515 22339455 -8319
Chr6 Complement NT_039343.1 GGGTCGGAGTAACCT 20991315 LOC243453 20983039 20982468 -8276 20983039 20982468 -8276 20983039 20982468 -8276
Chr2 Normal NT_039205.1 GGGTCACCCTGACCC 612203 Yme1l1 620124 662578 -7921 620478 661299 -8275 620641 660973 -8438
Chr6 Complement NT_039343.1 AGGGCAGCCTGACCT 171467 1110018D06Rik 163193 160473 -8274 163193 160473 -8274 163171 162635 -8296
Chr8 Complement NT_039467.1 AGGTCCTCACGACCT 23656504 LOC234599 23648232 23646114 -8272 23648232 23646114 -8272 23647810 23647502 -8694
Chr5 Complement NT_039307.1 AGGTCAACTTGATCC 10868757 AI788959 10860486 10843320 -8271 10860486 10843320 -8271 10860469 10844751 -8288
Chr11 Complement NT_039520.1 AGGTCATAGTGACAG 16831501 LOC276877 16823230 16822274 -8271 16823230 16822274 -8271 16823230 16822274 -8271
Chr15 Complement NT_039621.1 TGGTCTTGTTGACCC 59353857 Hdac7a 59381571 59326495 27714 59345592 59327474 -8265 59345592 59327528 -8265
Chr7 Complement NT_039428.1 CTGTCATGATGACCT 9983977 LOC233365 9975712 9969426 -8265 9975712 9969426 -8265 9975712 9969426 -8265
Chr2 Normal NT_039207.1 AGGTAACACTGACCA 138892 LOC332603 147157 237080 -8265 147157 148555 -8265 147157 148555 -8265



Chr2 Normal NT_039209.1 AGTTCATGCTGACCT 19623003 Mga 19625823 19760445 -2820 19631268 19693925 -8265 19631268 19693925 -8265
Chr17 Normal NT_039650.1 AGCTCGTGATGACCT 76987 LOC240085 85250 89552 -8263 85250 89552 -8263 85299 89552 -8312
Chr4 Normal NT_039266.1 TGGTCATTGTGTCCC 2755308 Map3k6 2763571 2775681 -8263 2763571 2775681 -8263 2763842 2775489 -8534
Chr16 Complement NT_039624.1 AGGTCATGATGACCA 7697885 2410005K20Rik 7689623 7679265 -8262 7689623 7679265 -8262 7689586 7679772 -8299
Chr15 Normal NT_039621.1 TGTTCATGGTGACCC 50972991 LOC328582 50981252 50989865 -8261 50981252 50989865 -8261 50982304 50982901 -9313
Chr5 Normal NT_039312.1 AGGTCAAACTGTCCC 1757481 1500019J17Rik 1763554 1768508 -6073 1765741 1768508 -8260 1765756 1768457 -8275
Chr17 Normal NT_039658.1 AGGTCACAATGACCT 3123895 LOC224989 3132155 3132739 -8260 3132155 3132739 -8260 3132155 3132739 -8260
Chr3 Complement NT_039234.1 GGGTCGCCGGGACCT 17797292 LOC329685 17789032 17785837 -8260 17789032 17785837 -8260 17786973 17786623 -10319
Chr4 Normal NT_039264.1 AGGTCAGGCTGGCCT 16288013 4930467B06Rik 16296202 16305521 -8189 16296272 16305519 -8259 16296801 16304944 -8788
Chr4 Normal NT_039265.1 AGGTCGGAGTGAGCC 4795435 AU040320 4803172 4904219 -7737 4803694 4904219 -8259 4806810 4903236 -11375
Chr17 Complement NT_039655.1 AGGTCATTATGATCT 3376991 3632410G24Rik 3368933 3343545 -8058 3368734 3343545 -8257 3368721 3345250 -8270
Chr18 Normal NT_039680.1 GGGTCAGTTTAACCT 2002 LOC333762 10258 12512 -8256 10258 12512 -8256 11084 11515 -9082
Chr2 Normal NT_039210.1 CGGTCAGGCTGGCCT 14701310 Ncoa3 14667319 14933666 33991 14709566 14745128 -8256 14722157 14744634 -20847
Chr8 Normal NT_039467.1 GGGTCATCCTAACCC 33448828 Pard6a 33456558 33458894 -7730 33457084 33458857 -8256 33457142 33458763 -8314
Chr2 Complement NT_039208.1 TGGTCAACTTGATCC 17669412 LOC241532 17661157 17660216 -8255 17661157 17660216 -8255 17661157 17660216 -8255
Chr9 Complement NT_039482.1 TTGTCAGTTTGACCC 1888162 Tgfbr2 1880353 1791313 -7809 1879907 1791313 -8255 1879655 1793984 -8507
Chr12 Normal NT_039539.1 TGCTCAGTCTGACCT 692770 Dnmt3a 701024 775318 -8254 701024 775318 -8254 701201 774156 -8431
Chr10 Complement NT_039500.1 GAGTCAAATTGACCA 13747163 LOC237499 13738909 13725005 -8254 13738909 13725005 -8254 13738909 13725005 -8254
Chr6 Normal NT_039370.1 AGGTCCAGTCGACCC 169867 LOC333791 178121 185344 -8254 178121 185344 -8254 180952 185067 -11085
Chr16 Complement NT_039624.1 AGGTCATGGTGGCCC 19897918 AU040575 19889665 19874248 -8253 19889665 19875126 -8253 19889465 19875189 -8453
Chr4 Complement NT_039260.1 GGGTCACAGCGGCCC 3829383 LOC269532 3821130 3803961 -8253 3821130 3803961 -8253 3817395 3804631 -11988
Chr17 Normal NT_039650.1 AGGTCAACTTGTCCA 505629 Gna-rs1 513881 520090 -8252 513881 519494 -8252 513881 519390 -8252
Chr1 Complement NT_039171.1 AGGTCAAAGTCACCG 96629 4833408P15Rik 88378 76259 -8251 88378 76259 -8251 87040 77510 -9589
Chr7 Complement NT_039435.1 TGGTCAGAGTGAGCT 339304 LOC211996 331054 228305 -8250 331054 228305 -8250 300176 228305 -39128
Chr12 Complement NT_039551.1 TTGTCAACTTGACCT 10408139 LOC328112 10399890 10398605 -8249 10399890 10398605 -8249 10399197 10398754 -8942
Chr8 Complement NT_039456.1 TGGTCAGGATGCCCC 5521641 Brf2 5513395 5508094 -8246 5513395 5508094 -8246 5513289 5508609 -8352
Chr3 Normal NT_039234.1 TGGTCCGAATGACCT 25130927 LOC229526 25139173 25140822 -8246 25139173 25140822 -8246 25139173 25140822 -8246
Chr2 Complement NT_039209.1 GGGTCAGGGTCACCA 11688707 MOR245-21 11680462 11679524 -8245 11680462 11679524 -8245 11680462 11679524 -8245
Chr11 Normal NT_039515.1 AGCTCAGTCTGACCT 20096156 LOC277039 20104313 20114631 -8157 20104399 20107582 -8243 20104558 20107390 -8402
Chr11 Complement NT_039521.1 TAGTCAAGATGACCT 9056407 AA409164 9048167 9045818 -8240 9048167 9045818 -8240 9047710 9046601 -8697
Chr6 Complement NT_039350.1 AGGTGGGAGTGACCT 5751511 LOC232107 5743271 5742653 -8240 5743271 5742653 -8240 5743247 5742849 -8264
Chr12 Normal NT_039549.1 AGTTCAAGATGACCC 10583967 LOC238154 10592207 10604245 -8240 10592207 10604245 -8240 10592207 10604245 -8240
Chr6 Normal NT_039341.1 GGGGCACACTGACCC 7903684 LOC272339 7911924 7921795 -8240 7911924 7921795 -8240 7911924 7921795 -8240
Chr15 Normal NT_039621.1 GGGTCGTCCTCACCT 40303124 Sh3bp1 40308800 40321049 -5676 40311363 40321049 -8239 40311594 40320721 -8470
Chr9 Complement NT_039478.1 AGGTCAACCTGACTG 293986 LOC211305 285750 269055 -8236 285750 269055 -8236 285718 269107 -8268
Chr7 Normal NT_039433.1 ATGTCAGTATGACCA 23635780 LOC207425 23643941 23687812 -8161 23644015 23687812 -8235 23644056 23687053 -8276
Chr17 Complement NT_039663.1 GGATCGGGCTGACCT 136124 5730403J10Rik 127946 123867 -8178 127890 123867 -8234 127251 124310 -8873
Chr4 Complement NT_039266.1 GGGTCATGGTGGCCG 11258111 LOC329976 11249877 11248073 -8234 11249877 11248073 -8234 11249749 11249207 -8362
Chr9 Complement NT_039473.1 AGGTAGGCGTGACCT 6827712 LOC333385 6819479 6811134 -8233 6819479 6811134 -8233 6819479 6811134 -8233
Chr19 Complement NT_039687.1 TGGGCACACTGACCT 2106500 Ms4a3 2098329 2086976 -8171 2098267 2086976 -8233 2096754 2087135 -9746
Chr10 Normal NT_039496.1 TGGTCATGTTGAGCC 3895115 Dnmt3l 3903174 3917073 -8059 3903347 3917062 -8232 3903415 3916807 -8300
Chr17 Complement NT_039658.1 GGATCAAGTTGACCA 25336729 LOC210827 25328498 25314199 -8231 25328498 25314199 -8231 25328498 25314199 -8231
Chr12 Complement NT_039551.1 AGGTCAAGCTGGCCT 32240965 LOC238331 32232734 32168807 -8231 32232734 32168807 -8231 32227960 32168807 -13005
Chr18 Complement NT_039674.1 TGGTCATTATAACCT 1185820 LOC225114 1177590 1176568 -8230 1177590 1176568 -8230 1177250 1176879 -8570
ChrX Normal NT_039698.1 GGGTCAATCTGGCCT 1059199 Timm17b 1067429 1075745 -8230 1067429 1075745 -8230 1067537 1074669 -8338
Chr5 Normal NT_039312.1 GGGTCGTGCTGCCCC 10764260 Arl6ip4 10772488 10774575 -8228 10772488 10774575 -8228 10772826 10774421 -8566
Chr15 Normal NT_039617.1 TGGTCAGAGTGCCCT 3619838 D530039E11Rik 3628066 3638011 -8228 3628066 3638011 -8228 3628153 3637123 -8315
Chr7 Normal NT_039385.1 CGCTCACTGTGACCT 1041996 Zec 1046671 1053561 -4675 1050224 1053561 -8228 1050250 1053460 -8254
Chr14 Complement NT_039606.1 AGGTCACGGAGACCC 12614190 LOC328434 12605968 12602769 -8222 12605968 12602769 -8222 12603906 12603634 -10284
Chr5 Normal NT_039314.1 TGGTCAACTTGACCC 3067506 LOC243290 3075727 3125375 -8221 3075727 3125375 -8221 3075727 3125375 -8221
Chr2 Complement NT_039205.1 TGGTCACAGTAACCC 9777399 2900010J23Rik 9769179 9759936 -8220 9769179 9759936 -8220 9762915 9761527 -14484
Chr7 Normal NT_039426.1 GGGGCAAAGTGACCA 34417 LOC277924 42637 47333 -8220 42637 47333 -8220 42801 44453 -8384
Chr1 Complement NT_039170.1 GGGACAGCCTGACCC 17392472 LOC226990 17384253 17348073 -8219 17384253 17348073 -8219 17381746 17349636 -10726
Chr18 Normal NT_039674.1 TGCTCACTGTGACCT 34196433 Pcdha@ 34204652 34462024 -8219 34204652 34462024 -8219 34204652 34459623 -8219
Chr18 Normal NT_039674.1 GGGTTAGCCTGACCT 33843687 A530027J04Rik 33851905 33854468 -8218 33851905 33854468 -8218 33853331 33853603 -9644
Chr17 Normal NT_039649.1 GGGTCAACTTGACCG 10373699 Bing4 10381859 10390873 -8160 10381917 10390594 -8218 10381917 10390594 -8218
Chr17 Normal NT_039662.1 GGGTCAACTTGACCG 181283 Bing4 189443 198457 -8160 189501 198178 -8218 189501 198178 -8218
Chr14 Complement NT_039598.1 TGGTCAGGGTGACTC 4759104 LOC328373 4750887 4749586 -8217 4750887 4749586 -8217 4750177 4749899 -8927
Chr9 Normal NT_039472.1 TGGACATAGTGACCT 23413045 Acrv1 23421231 23426855 -8186 23421261 23426855 -8216 23421323 23426631 -8278
Chr8 Complement NT_039467.1 GGGTGAAGTCGACCT 39827514 Adat1 39821204 39795802 -6310 39819298 39797140 -8216 39819275 39797300 -8239
Chr5 Normal NT_039316.1 TGGTCAGCTTGGCCT 3747228 Foxk1 3755444 3806105 -8216 3755444 3806105 -8216 3755452 3806105 -8224
Chr17 Normal NT_039661.1 AGGTCAGCCAGACCT 173593 LOC333868 181809 208075 -8216 181809 208075 -8216 181809 208075 -8216
Chr8 Normal NT_039455.1 TGGTCTGCCTGACCT 111187 4021401A16Rik 119190 124146 -8003 119401 122518 -8214 121915 122481 -10728
Chr15 Complement NT_039621.1 GGGTCAGCTTGAGCC 34508945 Eif2c2 34500733 34481010 -8212 34500733 34481010 -8212 34494913 34481010 -14032
Chr1 Complement NT_039167.1 TGGTCATTCTGTCCT 12041514 LOC277328 12033303 11987089 -8211 12033303 11987089 -8211 12033276 11987947 -8238
Chr7 Complement NT_039429.1 CGGTCATAGTGAGCC 19946934 4930544L10Rik 19938725 19885428 -8209 19938725 19886444 -8209 19938454 19886655 -8480
Chr9 Normal NT_039474.1 GGGTCACCACGACCT 21237414 Onecut1 21245415 21272925 -8001 21245622 21272925 -8208 21245791 21272864 -8377
Chr2 Normal NT_039209.1 AGGTCACATTGTCCA 6510226 LOC329484 6518433 6604495 -8207 6518433 6522957 -8207 6519643 6520023 -9417
Chr5 Complement NT_039302.1 TGGTCAAACTGACCC 3017711 4631428G15 3009505 2999579 -8206 3009505 2999579 -8206 3008893 2999707 -8818
Chr8 Normal NT_039467.1 TGGTCTCATTGACCC 33924771 AI643885 33932977 33936732 -8206 33932977 33936732 -8206 33934182 33934877 -9411
Chr17 Complement NT_039649.1 TGATCATGTTGACCT 682822 Pdpk1 674616 607150 -8206 674616 612352 -8206 674524 612493 -8298
Chr5 Normal NT_039299.1 AGGTCAGAATGACTC 7639257 LOC242879 7647460 7676773 -8203 7647460 7676773 -8203 7647460 7676773 -8203
ChrX Normal NT_039711.1 GGGTCATAGTGACAT 9631617 LOC331487 9639820 9656469 -8203 9639820 9656469 -8203 9639962 9656425 -8345
Chr10 Normal NT_039500.1 GGGTAAAAATGACCA 31106146 LOC237564 31114348 31150029 -8202 31114348 31150029 -8202 31114348 31150029 -8202
Chr11 Complement NT_039520.1 GGGTAAGACTGACCT 8683459 Rufy1 8675257 8625644 -8202 8675257 8633449 -8202 8675251 8633961 -8208
Chr4 Normal NT_039261.1 CTGTCATCATGACCC 8802279 Akap2 8691323 8849510 110956 8810480 8849510 -8201 8810994 8848710 -8715
Chr8 Complement NT_039467.1 TGGTCACCAAGACCT 33261761 4432412D04Rik 33253562 33228926 -8199 33253562 33228926 -8199 33240284 33229102 -21477
Chr1 Complement NT_039189.1 AGGTCACAGCGACCG 3735034 4930513F16Rik 3726835 3647878 -8199 3726835 3701093 -8199 3726655 3701684 -8379
Chr15 Complement NT_039620.1 AGGTGGCCTTGACCT 4806007 LOC223496 4797809 4796357 -8198 4797809 4796357 -8198 4797785 4797303 -8222
Chr2 Complement NT_039208.1 GGATCAAGTTGACCA 21276356 MOR227-1 21268158 21267244 -8198 21268158 21267244 -8198 21268158 21267244 -8198
Chr7 Normal NT_039453.1 TGGTCAGATAGACCC 23079 Tnfrsf23 31252 48813 -8173 31277 48627 -8198 31277 48580 -8198
Chr7 Complement NT_039413.1 GGCTCATCATGACCT 1278644 LOC233030 1270449 1264421 -8195 1270449 1264421 -8195 1270449 1264421 -8195
Chr1 Normal NT_039170.1 TGATCAAGTTGACCT 30339258 LOC227090 30347451 30347913 -8193 30347451 30347913 -8193 30347451 30347913 -8193
Chr4 Complement NT_039268.1 TGGTCAAGTTGACCT 5929683 LOC230959 5921490 5908199 -8193 5921490 5908199 -8193 5921446 5917242 -8237
Chr11 Complement NT_039521.1 TGGTCTCCATGACCC 32458170 Csnk1d 32449989 32420408 -8181 32449978 32422081 -8192 32449669 32422515 -8501
Chr12 Normal NT_039551.1 TGGACATGATGACCT 11172694 LOC238218 11180886 11217695 -8192 11180886 11217695 -8192 11180886 11217695 -8192
Chr10 Normal NT_039496.1 AGCTCAGGTTGACCT 6934947 Thop1 6943133 6955564 -8186 6943139 6955225 -8192 6943269 6955025 -8322
Chr10 Normal NT_039502.1 GGGTCAAAGTGAACT 3055776 LOC237603 3063967 3188788 -8191 3063967 3188788 -8191 3063967 3188788 -8191
Chr5 Normal NT_039308.1 AGGTGGTTGTGACCT 5230623 LOC231512 5238813 5289560 -8190 5238813 5289560 -8190 5238813 5289560 -8190
Chr10 Complement NT_039492.1 AGGTCAGTTTGAGCT 2759642 LOC268287 2751452 2681789 -8190 2751452 2681789 -8190 2682584 2682291 -77058
Chr4 Normal NT_039264.1 AGGTCAGGCTGGCCT 16288013 4930467B06Rik 16296202 16305521 -8189 16296202 16305521 -8189 16296801 16304944 -8788
Chr7 Complement NT_039442.1 GGGTCACCATGACAT 165916 LOC194419 159252 156249 -6664 157727 156249 -8189 157712 157269 -8204
ChrX Normal NT_039726.1 TGGTCAACTTGATCC 4567444 Rai2 4575176 4637245 -7732 4575632 4637245 -8188 4635656 4637245 -68212
Chr3 Normal NT_039234.1 CAGTCATCATGACCT 16512848 LOC213554 16521034 16530851 -8186 16521034 16530851 -8186 16521034 16530851 -8186
Chr16 Normal NT_039624.1 GGATCAAGATGACCT 6885838 Nubp1 6894024 6906505 -8186 6894024 6906505 -8186 6894053 6905376 -8215



Chr13 Complement NT_039590.1 GGGTCACCTTTACCT 9070225 LOC268698 9062040 9061176 -8185 9062040 9061176 -8185 9062030 9061554 -8195
Chr18 Complement NT_039674.1 AGGTCGTTGTGAGCT 34009241 Cd14 34001279 33999601 -7962 34001057 33999601 -8184 34001025 33999834 -8216
Chr13 Normal NT_039578.1 AAGTCACCCTGACCC 10267861 LOC195267 10276043 10276354 -8182 10276043 10276354 -8182 10276043 10276354 -8182
Chr8 Normal NT_039467.1 CTGTCACTCTGACCC 19305105 LOC234550 19313282 19363998 -8177 19313282 19363998 -8177 19313282 19363998 -8177
Chr1 Complement NT_039185.1 AGGTCATAGTTACCG 4485051 LOC240867 4476874 4439285 -8177 4476874 4439285 -8177 4476874 4439285 -8177
Chr18 Normal NT_039674.1 GGGTCACATTGGCCA 21699441 2700062C07Rik 21707567 21714656 -8126 21707614 21714511 -8173 21707650 21714168 -8209
Chr9 Normal NT_039474.1 AGGCCATGCTGACCC 11678219 LOC208080 11686392 11698704 -8173 11686392 11698704 -8173 11686392 11698704 -8173
Chr17 Normal NT_039663.1 GGATCGGGCTGACCT 136124 Pcg-pending 144297 145673 -8173 144297 145673 -8173 144939 145289 -8815
Chr2 Complement NT_039209.1 TGGGCAGGATGACCT 18493876 LOC329499 18485704 18484061 -8172 18485704 18484061 -8172 18485280 18484981 -8596
Chr9 Normal NT_039480.1 TGGTCACAGTGTCCC 4308408 4933411B09Rik 4316579 4318018 -8171 4316579 4318018 -8171 4317573 4317890 -9165
Chr10 Complement NT_039496.1 TGGTCATTTTGACAT 2470717 Col6a2 2462636 2434529 -8081 2462546 2434529 -8171 2454123 2434887 -16594
Chr16 Complement NT_039624.1 AGGTCACAATGAGCT 40623792 LOC207788 40615622 40589634 -8170 40615622 40589634 -8170 40615622 40589634 -8170
Chr6 Normal NT_039355.1 TGGTCCTGCTGACCC 10288143 LOC245882 10296312 10311530 -8169 10296312 10311530 -8169 10296332 10310116 -8189
Chr6 Complement NT_039341.1 AGGTCAGTCTGTCCA 286521 LOC330280 278353 274812 -8168 278353 274812 -8168 276777 276400 -9744
Chr6 Complement NT_039341.1 AGGTCATGCTGATCA 3608928 LOC330284 3600762 3600334 -8166 3600762 3600334 -8166 3600762 3600334 -8166
Chr4 Normal NT_039265.1 AAGTCATCTTGACCC 7627174 Mlp 7635340 7637670 -8166 7635340 7637670 -8166 7635526 7636928 -8352
Chr6 Complement NT_039355.1 TGGTCAGGCTGGCCT 3812226 Gbi 3804063 3800854 -8163 3804063 3800854 -8163 3802320 3801572 -9906
Chr3 Normal NT_039239.1 GGGTGAGTACGACCT 4475080 D3Jfr1 4474958 4512191 122 4483241 4511545 -8161 4493112 4511353 -18032
Chr9 Complement NT_039473.1 AGGACATCCTGACCT 10621749 LOC244864 10613589 10568851 -8160 10613589 10568851 -8160 10613589 10568851 -8160
Chr11 Complement NT_039521.1 TGGGCAGTGTGACCT 7890547 LOC215587 7882389 7815791 -8158 7882389 7815791 -8158 7882389 7815791 -8158
Chr5 Complement NT_039317.1 GTGTCACTGTGACCA 290421 LOC330227 282263 280267 -8158 282263 280267 -8158 281049 280735 -9372
Chr7 Complement NT_039437.1 AGGCCAATCTGACCT 651682 Ctsd 643693 631572 -7989 643525 631572 -8157 643459 632226 -8223
Chr2 Normal NT_039209.1 AAGTCATCCTGACCT 11013318 LOC228443 11021475 11032778 -8157 11021475 11022392 -8157 11021475 11022392 -8157
Chr2 Complement NT_039211.1 GGGACAGGATGACCA 3035768 LOC329572 3027611 2967019 -8157 3027611 2967019 -8157 3027611 2967019 -8157
Chr15 Complement NT_039621.1 AGGTCGTAGTGTCCT 63036396 LOC268853 63028243 63011265 -8153 63028243 63011265 -8153 63014334 63012898 -22062
Chr11 Complement NT_039520.1 AGGGCAGTTTGACCT 16618232 LOC327933 16610083 16606971 -8149 16610083 16606971 -8149 16609527 16609174 -8705
Chr7 Normal NT_039413.1 TGGTCAACTTCACCC 1779816 LOC330498 1787965 1789082 -8149 1787965 1789082 -8149 1787970 1789082 -8154
Chr11 Normal NT_039520.1 GGGTCATGGTCACCG 8090259 Mapk9 8090899 8130557 -640 8098406 8127456 -8147 8098407 8127304 -8148
Chr19 Normal NT_039687.1 AGGTCAAAATAACCA 2915752 Pfpl 2923875 2927162 -8123 2923899 2927162 -8147 2924357 2926615 -8605
Chr9 Complement NT_039472.1 AGGTCAGTCTGAGCT 26055902 LOC235243 26047757 26012441 -8145 26047757 26012441 -8145 26047757 26012441 -8145
Chr10 Complement NT_039496.1 ATGTCGTGCTGACCC 2572664 Col6a1 2564644 2547267 -8020 2564520 2547267 -8144 2564389 2548034 -8275
Chr2 Normal NT_039209.1 TTGTCATGGTGACCT 49315653 LOC332679 49323796 49499061 -8143 49323796 49341364 -8143 49323796 49341364 -8143
ChrX Normal NT_039727.1 GGATCAAGTTGACCA 592453 Xlr 600564 621162 -8111 600596 614498 -8143 602068 614248 -9615
Chr7 Complement NT_039429.1 AGGTGAGAATGACCT 16497781 2210018M11Rik 16489877 16422429 -7904 16489643 16424107 -8138 16487907 16444257 -9874
Chr12 Complement NT_039548.1 TGCTCACTCTGACCC 11817092 Bzw2 11808993 11743447 -8099 11808954 11743863 -8138 11786403 11743867 -30689
Chr14 Normal NT_039606.1 AGGTCAGCTTGATCT 9399075 LOC239138 9407212 9416769 -8137 9407212 9416769 -8137 9407212 9416769 -8137
Chr4 Complement NT_039258.1 TGGTCAACTTGATCC 12844167 LOC332858 12836030 12819625 -8137 12836030 12819625 -8137 12836030 12819625 -8137
Chr17 Normal NT_039655.1 AGGTCAGCCTGATCT 6346974 Mrpl2 6355076 6358984 -8102 6355111 6358984 -8137 6355158 6358951 -8184
Chr16 Normal NT_039625.1 AGATCAGGCTGACCT 26743437 Itsn 26751573 26881513 -8136 26751573 26881193 -8136 26751573 26881193 -8136
Chr12 Normal NT_039549.1 TGGTCAGCATGATCC 10584071 LOC238154 10592207 10604245 -8136 10592207 10604245 -8136 10592207 10604245 -8136
Chr8 Complement NT_039467.1 AGGTCACTGTGACCT 31106483 LOC244621 31098348 31041416 -8135 31098348 31041416 -8135 31098280 31041416 -8203
Chr4 Complement NT_039266.1 AGGTCACCATGATCC 11050167 Clcnk1l-pending 11042067 11030410 -8100 11042034 11030484 -8133 11041348 11030638 -8819
Chr16 Complement NT_039624.1 TGGTCAACTTGATCC 52218146 LOC208669 52210013 52173442 -8133 52210013 52173442 -8133 52210013 52173442 -8133
Chr1 Normal NT_039186.1 CAGTCATATTGACCT 687416 Fmn2 695225 1018592 -7809 695548 1018592 -8132 695748 1017768 -8332
ChrX Complement NT_039723.1 AGGTCAACTTGATCC 132468 Sat 124530 121219 -7938 124338 121222 -8130 124249 121578 -8219
Chr9 Normal NT_039476.1 AGGTCACCATCACCT 11999347 LOC235541 12007476 12016652 -8129 12007476 12016652 -8129 12007476 12016652 -8129
Chr9 Normal NT_039472.1 TGGCCAGGATGACCC 27207652 LOC270148 27215781 27216438 -8129 27215781 27216438 -8129 27215835 27216062 -8183
Chr10 Normal NT_039500.1 TGGTTATAATGACCC 15703056 9130411I17Rik 15707081 15728214 -4025 15711183 15726720 -8127 15714906 15726111 -11850
Chr17 Normal NT_039655.1 GGGACAGACTGACCA 6381927 Mea1 6389920 6391911 -7993 6390054 6391911 -8127 6390545 6391676 -8618
Chr7 Normal NT_039433.1 GGGTCAGGGTGACTT 21242149 BC026401 21249892 21254703 -7743 21250274 21254703 -8125 21252106 21253881 -9957
Chr10 Normal NT_039500.1 TGGTCATTTTGACCA 2250686 LOC216225 2258683 2302312 -7997 2258810 2302312 -8124 2259218 2299107 -8532
Chr7 Normal NT_039433.1 GGGTCAACCTGTCCT 21756762 6030430O11 21763839 21785464 -7077 21764884 21785464 -8122 21765011 21784667 -8249
Chr17 Complement NT_039661.1 AGGACACCATGACCA 485925 LOC333724 477804 476325 -8121 477804 476325 -8121 476951 476538 -8974
Chr9 Normal NT_039480.1 AGGTCAGCTTGTCCT 997205 Ngp 1005285 1008487 -8080 1005326 1008487 -8121 1005339 1007886 -8134
Chr15 Normal NT_039621.1 AGGCCAGCCTGACCT 37876765 Hsf1 37884884 37908709 -8119 37884884 37908709 -8119 37885062 37908176 -8297
Chr9 Normal NT_039473.1 GGGTCATGGTGGCCC 9706233 LOC272599 9714350 9784268 -8117 9714350 9784268 -8117 9714350 9784268 -8117
Chr10 Normal NT_039495.1 AGGTAGTGGTGACCC 498423 LOC215996 506538 508829 -8115 506538 508829 -8115 506538 508829 -8115
Chr15 Normal NT_039621.1 GGGTGAAGATGACCC 62891501 9430023L20Rik 62899614 62906247 -8113 62899614 62906247 -8113 62902312 62905985 -10811
Chr10 Normal NT_039491.1 TGGTCAGTGTGTCCT 10172837 Cited2 10180950 10182559 -8113 10180950 10182559 -8113 10181649 10182559 -8812
Chr11 Normal NT_039520.1 AGCTCAGGCTGACCT 27315381 1500010J02Rik 27323491 27344050 -8110 27323491 27344050 -8110 27331833 27343747 -16452
Chr10 Complement NT_039491.1 GAGTCAAAATGACCT 10779806 LOC268283 10771697 10771027 -8109 10771697 10771027 -8109 10771654 10771244 -8152
Chr7 Normal NT_039428.1 AGTTCATGGTGACCT 15053614 5730522G15Rik 15061722 15065393 -8108 15061722 15065393 -8108 15061864 15062160 -8250
Chr8 Complement NT_039467.1 GGGTCACCACGACAT 44452030 LOC330848 44443923 44441607 -8107 44443923 44441607 -8107 44443504 44443193 -8526
Chr13 Complement NT_039580.1 CTGTCAGGATGACCT 7246370 LOC328242 7238265 7209370 -8105 7238265 7209370 -8105 7237695 7209542 -8675
Chr13 Normal NT_039589.1 AGGCCAACATGACCA 12411126 LOC331951 12419231 12429630 -8105 12419231 12429630 -8105 12419231 12429630 -8105
Chr3 Complement NT_039234.1 AGGTCAGCCTGAGCT 24526629 Mapbpip-pending 24518651 24515447 -7978 24518524 24515534 -8105 24518490 24515575 -8139
Chr7 Complement NT_039420.1 TGGTCAGGCTGAGCT 1223271 1700008O03Rik 1215167 1200087 -8104 1215167 1200087 -8104 1214526 1200224 -8745
Chr11 Complement NT_039515.1 GGGTCAAGTTGACAG 3511386 Cpr2-pending 3503304 3492861 -8082 3503282 3493684 -8104 3501479 3493872 -9907
Chr12 Complement NT_039566.1 GGGTAGGATTGACCC 50672 LOC328179 42568 38974 -8104 42568 38974 -8104 42568 38974 -8104
Chr7 Normal NT_039436.1 TGGTCACTGTCACCC 1955279 1110036C17Rik 1962394 1964987 -7115 1963382 1964981 -8103 1963424 1964795 -8145
Chr9 Complement NT_039473.1 AGGTCAACCTGATCT 4235885 Arcn1 4227834 4202037 -8051 4227782 4202136 -8103 4227661 4203916 -8224
Chr9 Complement NT_039474.1 GGGTCTGAGTGACCA 3841601 Mpi1 3833498 3824933 -8103 3833498 3824933 -8103 3833465 3825392 -8136
Chr11 Complement NT_039521.1 TGGTCCCTCTGACCC 7768810 LOC215585 7760716 7740808 -8094 7760716 7740808 -8094 7751376 7740808 -17434
Chr3 Normal NT_039241.1 AGGTCACGGTGAGCC 8099820 1300019H02Rik 8107786 8126087 -7966 8107913 8126087 -8093 8108031 8125016 -8211
Chr8 Normal NT_039467.1 GGGTCACTCTGAACT 11975911 Cacna1a 11983858 12208918 -7947 11984003 12208918 -8092 11984003 12162959 -8092
Chr6 Complement NT_039340.1 GGATCAAGTTGACCT 794496 Bet1 786474 776410 -8022 786405 777384 -8091 786301 777387 -8195
Chr17 Normal NT_039649.1 GGGTCAGTGTGACTT 1845857 Isp2-pending 1853947 1856344 -8090 1853947 1856171 -8090 1853947 1856171 -8090
Chr10 Normal NT_039496.1 TGGTCAGGGTGACCA 4390005 LOC194895 4398095 4398581 -8090 4398095 4398581 -8090 4398095 4398581 -8090
Chr10 Normal NT_039514.1 TGGTCAGGGTGACCA 339539 LOC237391 347629 348115 -8090 347629 348115 -8090 347629 348115 -8090
ChrX Normal NT_039703.1 GGGTCGTGCTGCCCC 2176241 LOC279688 2184331 2214993 -8090 2184331 2214993 -8090 2184331 2214993 -8090
Chr2 Complement NT_039209.1 AGGCCATCTTGACCA 20897709 LOC329504 20889620 20877242 -8089 20889620 20877242 -8089 20889535 20877525 -8174
Chr10 Normal NT_039496.1 AGGGCATCCTGACCA 6689989 Oaz1 6698051 6700683 -8062 6698078 6700671 -8089 6698155 6700403 -8166
Chr11 Complement NT_039521.1 AGGTCAGGATGTCCT 10818275 Krt1-10 10810189 10805970 -8086 10810189 10805970 -8086 10810041 10806339 -8234
Chr15 Normal NT_039621.1 GGGTCTGGTCGACCC 37926029 LOC328558 37934114 37935613 -8085 37934114 37935613 -8085 37934436 37934780 -8407
Chr17 Normal NT_039650.1 GGATCGGGCTGACCT 58341 Pcg-pending 66420 67796 -8079 66420 67796 -8079 67062 67412 -8721
Chr8 Complement NT_039467.1 AGGTCAGTGTGACTC 12664765 1500041N16Rik 12657368 12651175 -7397 12656687 12651195 -8078 12656596 12651345 -8169
Chr11 Normal NT_039520.1 GGGTCACCATGACAT 16068959 AF006998 16077037 16085627 -8078 16077037 16085627 -8078 16077519 16085497 -8560
Chr1 Complement NT_039185.1 AGGTCAGACAGACCC 4823540 LOC332530 4815462 4796055 -8078 4815462 4796055 -8078 4815462 4796055 -8078
Chr1 Normal NT_039173.1 GGATCAAGTTGACCA 6971759 MOR208-1 6979836 6980807 -8077 6979836 6980807 -8077 6979836 6980807 -8077
Chr7 Complement NT_039426.1 AGATCACAATGACCC 176745 LOC330548 168669 167073 -8076 168669 167073 -8076 167992 167618 -8753
Chr11 Complement NT_039521.1 GTGTCACTTTGACCT 12855104 1700113I22Rik 12847029 12840515 -8075 12847029 12840515 -8075 12846324 12840870 -8780
Chr2 Normal NT_039205.1 GGGTCAGTCTCACCC 8621741 LOC277463 8629815 8770627 -8074 8629815 8694048 -8074 8629840 8691821 -8099
Chr11 Normal NT_039515.1 AGCTCATTTTGACCT 22401885 4933427E13Rik 22409957 22450982 -8072 22409957 22450982 -8072 22413802 22442010 -11917
Chr9 Complement NT_039472.1 AAGTCAATATGACCT 26440477 LOC235256 26432405 26431470 -8072 26432405 26431470 -8072 26432405 26431470 -8072
Chr16 Complement NT_039624.1 GGGTGACAATGACCT 1598479 Ppl 1590408 1544508 -8071 1590408 1544787 -8071 1590330 1545221 -8149



Chr1 Normal NT_039170.1 TGGTGACAATGACCT 32908556 Hspe1 32916429 32919596 -7873 32916625 32919488 -8069 32916703 32919413 -8147
Chr13 Complement NT_039578.1 GGGTCGGAGGGACCT 18276195 LOC193371 18268126 18259317 -8069 18268126 18259317 -8069 18267991 18260553 -8204
Chr2 Complement NT_039205.1 AGGACAGGCTGACCC 2404455 9230102N17Rik 2396388 2267585 -8067 2396388 2267585 -8067 2340039 2268740 -64416
Chr8 Complement NT_039467.1 AGGTCACCATGAACA 42254982 LOC244660 42246915 42246334 -8067 42246915 42246334 -8067 42246915 42246334 -8067
Chr9 Normal NT_039473.1 GGGACAAAGTGACCT 3997224 LOC278007 4005291 4030794 -8067 4005291 4030794 -8067 4005387 4030794 -8163
Chr3 Normal NT_039227.1 TGGTCAACTTGATCC 4166432 LOC277577 4174498 4175400 -8066 4174498 4175400 -8066 4174498 4175400 -8066
ChrX Normal NT_039709.1 GGGGCAAAGTGACCA 11699977 1700072E05Rik 11708040 11711154 -8063 11708040 11711154 -8063 11708618 11711046 -8641
Chr9 Complement NT_039474.1 AGGTCTCTGTGACCT 3545792 1700017B05Rik 3537730 3526274 -8062 3537730 3526274 -8062 3534220 3529093 -11572
ChrX Complement NT_039700.1 GGATCACGTTGACCA 7494852 LOC331389 7486790 7483685 -8062 7486790 7483685 -8062 7486790 7483685 -8062
Chr9 Normal NT_039472.1 TGGTCAACTTGATCC 26084871 LOC235246 26092932 26112424 -8061 26092932 26112424 -8061 26092932 26112424 -8061
Chr7 Normal NT_039446.1 GGGTGGGGATGACCT 141702 LOC280621 149763 156310 -8061 149763 156310 -8061 149872 152477 -8170
Chr7 Normal NT_039420.1 GGGTCACAGTGACCA 2200249 Mata2-pending 2208310 2209553 -8061 2208310 2209480 -8061 2208344 2209185 -8095
Chr4 Normal NT_039261.1 GTGTCACCATGACCT 10148284 Ugcg 10156345 10188106 -8061 10156345 10188106 -8061 10156530 10187953 -8246
Chr6 Normal NT_039369.1 AGGTCATCCTGGCCT 600 Cd4 8660 32175 -8060 8660 32175 -8060 17215 30623 -16615
Chr4 Complement NT_039266.1 CGGTCACGCTGACGT 10773909 D4Ertd22e 10765849 10739031 -8060 10765849 10739031 -8060 10765788 10741815 -8121
Chr14 Complement NT_039595.1 CGGTCAGCCTGGCCT 11365236 LOC271173 11357176 11268744 -8060 11357176 11268744 -8060 11357176 11268744 -8060
Chr3 Normal NT_039239.1 AGGTCGGCTTGTCCC 10022639 LOC229723 10030698 10042048 -8059 10030698 10042048 -8059 10032133 10035689 -9494
Chr11 Complement NT_039516.1 AGGACGACTTGACCT 1126469 LOC237730 1118411 1117233 -8058 1118411 1117233 -8058 1117865 1117233 -8604
Chr10 Complement NT_039492.1 GTGTCAGGTTGACCC 265256 Tbpl1 257809 229755 -7447 257203 231252 -8053 237924 231692 -27332
Chr17 Normal NT_039657.1 AGGACAAGATGACCG 4857183 LOC232900 4865234 4866277 -8051 4865234 4866277 -8051 4865234 4866277 -8051
Chr2 Complement NT_039206.1 AGGTCATTATGACAA 20556906 2410012A13Rik 20548856 20547397 -8050 20548856 20547397 -8050 20548608 20548279 -8298
Chr11 Complement NT_039520.1 AGGTCAATGTGACAA 14615298 LOC195067 14607250 14511447 -8048 14607250 14511447 -8048 14607250 14511447 -8048
ChrX Normal NT_039711.1 AGGTCTGTCTGACCA 6736417 LOC212744 6744464 6767342 -8047 6744464 6767342 -8047 6744464 6767342 -8047
Chr4 Normal NT_039265.1 ATGTCGTGATGACCC 6677132 LOC277651 6685179 6686657 -8047 6685179 6686657 -8047 6686331 6686651 -9199
Chr11 Complement NT_039521.1 AGGTCAGTTTGAACT 16893090 LOC278367 16885043 16871964 -8047 16885043 16871964 -8047 16885043 16871964 -8047
Chr13 Normal NT_039578.1 GGATCAAGTTGACCT 13780712 Csh1 13788758 13794817 -8046 13788758 13794817 -8046 13788821 13794689 -8109
Chr5 Complement NT_039314.1 GGGACATGGTGACCC 6493519 LOC330212 6485476 6478179 -8043 6485476 6478179 -8043 6485356 6480776 -8163
Chr9 Normal NT_039474.1 TGGGCAAAATGACCT 12593287 LOC333401 12601330 12611747 -8043 12601330 12611747 -8043 12601330 12611747 -8043
Chr7 Normal NT_039433.1 ATGTCAGTATGACCT 4555857 Tsbp 4563847 4591219 -7990 4563900 4591219 -8043 4564016 4590668 -8159
Chr6 Normal NT_039353.1 TGTTCATAATGACCC 18364745 LOC213275 18372786 18556626 -8041 18372786 18556626 -8041 18372786 18556626 -8041
Chr4 Complement NT_039268.1 TGGGCATCATGACCC 7974549 2010015L04Rik 7966509 7953119 -8040 7966509 7953119 -8040 7956396 7955875 -18153
Chr9 Complement NT_039476.1 TGGTCACCAAGACCC 9877787 LOC331012 9869747 9866960 -8040 9869747 9866960 -8040 9869747 9866960 -8040
Chr5 Complement NT_039305.1 TGGTCAACATGACCC 15818203 Cckar 15810165 15800550 -8038 15810165 15800550 -8038 15809420 15801819 -8783
Chr4 Normal NT_039264.1 AGGTCAGGCTGGCCT 7034123 Ssbp3 7042161 7180384 -8038 7042161 7179256 -8038 7042548 7178744 -8425
Chr14 Complement NT_039606.1 TGGTCACAGTGACCT 15646240 Mscp-pending 15818811 15596143 172571 15638204 15596143 -8036 15638089 15599127 -8151
Chr2 Normal NT_039209.1 AGGTCAATCTGAACT 11144342 LOC277566 11152377 11153075 -8035 11152377 11153075 -8035 11152377 11153075 -8035
Chr4 Complement NT_039262.1 AGGCCACCCTGACCT 876143 LOC332893 868108 840469 -8035 868108 840469 -8035 868108 840469 -8035
Chr15 Normal NT_039621.1 TGATCACTCTGACCT 65126835 Pde1b 65134603 65161464 -7768 65134867 65161464 -8032 65135043 65159737 -8208
Chr19 Normal NT_039684.1 AGATCAGGCTGACCT 718102 Pola2 726075 749868 -7973 726133 749868 -8031 726368 749554 -8266
Chr19 Complement NT_039683.1 GGGTCACTGTTACCC 91967 LOC332356 83937 32728 -8030 83937 32728 -8030 41178 40664 -50789
Chr17 Complement NT_039655.1 GGGTCACTTTGACTT 6254893 LOC268961 6246864 6237736 -8029 6246864 6237736 -8029 6246835 6238164 -8058
Chr19 Normal NT_039689.1 AGGTCAGTTTGAACA 2630632 5830443C21Rik 2607875 2719191 22757 2638659 2716352 -8027 2672011 2715816 -41379
Chr15 Normal NT_039621.1 AGGTCATAGTGACTG 40431896 Gcat 40439880 40447360 -7984 40439922 40446469 -8026 40439940 40446300 -8044
Chr11 Complement NT_039521.1 GGGTCATTGTGACAC 3004425 Kif2b 2996402 2994133 -8023 2996402 2994133 -8023 2994613 2994296 -9812
Chr15 Normal NT_039618.1 AGCTCACAGTGACCT 3530450 LOC223365 3538470 3539721 -8020 3538473 3539697 -8023 3539033 3539518 -8583
Chr2 Normal NT_039208.1 TGGTCAAGATGACTC 26461817 LOC228382 26469840 26810084 -8023 26469840 26613247 -8023 26469840 26613247 -8023
Chr4 Complement NT_039264.1 AGGTCAGCCTGATCT 6934056 LOC329910 6926034 6870177 -8022 6926034 6870177 -8022 6925919 6873926 -8137
Chr4 Complement NT_039258.1 AGGTCAACTTGATCC 11169221 MGC30955 11161249 11041453 -7972 11161201 11043462 -8020 11160828 11043732 -8393
Chr8 Complement NT_039467.1 AGGTCGACAAGACCT 37339288 Hp 37331393 37327349 -7895 37331269 37327349 -8019 37331235 37327492 -8053
Chr2 Normal NT_039209.1 AGGTCAACTTGATCC 47285256 LOC278858 47293273 47812719 -8017 47293273 47322255 -8017 47293273 47322255 -8017
Chr21 Normal NT_039762.1 CAGTCATTATGACCT 59456 LOC194508 67472 71225 -8016 67472 71225 -8016 67472 71225 -8016
Chr3 Complement NT_039228.1 GGGTCTCTGTGACCT 8457831 LOC207175 8450077 8445118 -7754 8449815 8445997 -8016 8449728 8446461 -8103
Chr11 Complement NT_039521.1 TGGTCAGAAGGACCC 29364519 LOC328042 29356503 29354789 -8016 29356503 29354789 -8016 29356265 29355819 -8254
Chr7 Normal NT_039433.1 GGGGCAGCACGACCC 7969247 Pde3b 7977263 8100114 -8016 7977263 8100114 -8016 7977263 8098431 -8016
Chr6 Normal NT_039360.1 AGGTCAAGATCACCT 123754 Pik3c2g 7281 259954 116473 131769 259954 -8015 131769 258617 -8015
Chr6 Complement NT_039353.1 AGGTCAGGATGGCCT 1565096 2200002K21Rik 1557082 1551820 -8014 1557082 1551820 -8014 1557039 1552442 -8057
Chr1 Complement NT_039180.1 AGCTCACAATGACCA 17344149 9330132O05Rik 17336139 17332519 -8010 17336135 17332519 -8014 17336023 17333012 -8126
Chr6 Normal NT_039355.1 TGGTCAGTCTGACAC 13519161 M6pr 13525928 13535991 -6767 13527171 13535844 -8010 13530399 13534614 -11238
Chr13 Normal NT_039590.1 AGGTAGGCCTGACCC 3701695 F2rl2 3709667 3715486 -7972 3709704 3715486 -8009 3709811 3714305 -8116
Chr14 Complement NT_039598.1 TGGTCACAGTGACAT 4433499 Nisch 4425490 4389679 -8009 4425490 4389681 -8009 4425418 4390317 -8081
Chr1 Normal NT_039185.1 AGGTCAGATTGTCCC 15094042 LOC269142 15102050 15102371 -8008 15102050 15102371 -8008 15102050 15102371 -8008
Chr6 Complement NT_039340.1 GGATCAAGTTGACCA 10323652 LOC243729 10315645 10233799 -8007 10315645 10233799 -8007 10315645 10233799 -8007
Chr6 Normal NT_039360.1 GGGTCATGATGGCCA 604190 LOC269809 612197 613345 -8007 612197 613345 -8007 612872 613279 -8682
Chr9 Normal NT_039474.1 ATGTCAAGCTGACCA 8586152 LOC333398 8594159 8638172 -8007 8594159 8638172 -8007 8594254 8638172 -8102
Chr5 Normal NT_039312.1 GTGTCACCCTGACCG 594931 Ung 602127 611059 -7196 602938 611059 -8007 602967 610114 -8036
Chr1 Complement NT_039171.1 GGGTGATTGTGACCT 3088228 Pax3 3080223 2985557 -8005 3080223 2985557 -8005 3079926 2986136 -8302
Chr3 Complement NT_039252.1 GGGTCTCTGTGACCT 257896 LOC207175 250155 245320 -7741 249893 246192 -8003 249806 246653 -8090
Chr13 Normal NT_039578.1 AGGTCACTCAGACCT 13638164 LOC210125 13646167 13673695 -8003 13646167 13673695 -8003 13646167 13673695 -8003
Chr7 Normal NT_039413.1 GGGTCATGCTTACCT 1370279 Rps16 1378280 1380226 -8001 1378282 1380226 -8003 1378334 1380169 -8055
Chr19 Complement NT_039684.1 AGGTCAGGCTGGCCC 441471 LOC329015 433469 430019 -8002 433469 430019 -8002 432971 430636 -8500
Chr15 Normal NT_039618.1 TGGTCACCATGACTT 2016257 ADAMTS-12 2024258 2309588 -8001 2024258 2309588 -8001 2024516 2273435 -8259
Chr17 Complement NT_039643.1 GGGTCGGGCAGACCC 3169436 LOC224578 3161436 3143587 -8000 3161436 3143587 -8000 3161412 3143587 -8024
Chr14 Normal NT_039606.1 AGGTCAAAGAGACCG 11469725 LOC239148 11477723 11509138 -7998 11477723 11509138 -7998 11477723 11509138 -7998
Chr15 Normal NT_039621.1 GGGTCACTATGACAC 51339644 LOC332122 51347642 51415805 -7998 51347642 51415805 -7998 51347642 51415805 -7998
ChrX Complement NT_039753.1 AAGTCAAAATGACCA 145893 Mpp1 137895 116622 -7998 137895 117164 -7998 137715 117556 -8178
ChrX Complement NT_039709.1 AAGTCAAAATGACCA 256482 Mpp1 248486 227213 -7996 248486 227755 -7996 248306 228147 -8176
Chr14 Normal NT_039612.1 AGGTCTTCTTGACCC 43420 1700001E04Rik 35311 170942 8109 51412 170942 -7992 51464 170628 -8044
Chr11 Normal NT_039521.1 GGGTCATTGTGAGCC 10074799 Gsdm 10082780 10096137 -7981 10082791 10095304 -7992 10084490 10094845 -9691
Chr4 Complement NT_039262.1 AGGGCAGGTTGACCA 26953079 Ifna2 26945087 26944515 -7992 26945087 26944515 -7992 26945087 26944515 -7992
Chr4 Complement NT_039259.1 GGGTCTGACTGACCT 18548106 2310028H24Rik 18540116 18489518 -7990 18540116 18489518 -7990 18539825 18490829 -8281
Chr2 Complement NT_039209.1 GGATCAAGTTGACCT 27560749 Nphp1 27552796 27504638 -7953 27552759 27504638 -7990 27552759 27504821 -7990
Chr16 Normal NT_039624.1 GGGTCACCTTGATCT 53221007 LOC224219 53228996 53231515 -7989 53228996 53231515 -7989 53229718 53230887 -8711
Chr3 Complement NT_039248.1 GGGTCTCTGTGACCT 217003 LOC207175 209278 204443 -7725 209016 205315 -7987 208929 205776 -8074
Chr11 Normal NT_039520.1 AGGTTAGGTTGACCT 45998153 38234 46003432 46015547 -5279 46006139 46015547 -7986 46006174 46015383 -8021
Chr2 Complement NT_039206.1 AGGTCAGCATCACCA 1415167 Epb7 1407181 1384158 -7986 1407181 1384162 -7986 1407091 1386033 -8076
Chr9 Complement NT_039473.1 GGGTCAGAAGGACCA 3666560 Cbl 3691877 3601275 25317 3658577 3609332 -7983 3658577 3609352 -7983
Chr8 Normal NT_039456.1 GGTTCAGATTGACCT 429848 LOC207958 437831 440731 -7983 437831 440731 -7983 437872 440536 -8024
Chr10 Complement NT_039492.1 TGGTCAACTTGATCC 3175654 LOC270703 3167671 3150685 -7983 3167671 3150685 -7983 3167671 3150685 -7983
Chr12 Complement NT_039553.1 GGGTCGGATGGACCT 6825250 Hsp86-1 6817381 6812016 -7869 6817268 6812017 -7982 6816666 6812526 -8584
Chr7 Complement NT_039428.1 GGATCAAGTTGACCA 12008868 LOC244050 12000889 12000058 -7979 12000889 12000058 -7979 12000889 12000058 -7979
Chr10 Normal NT_039500.1 TGGTCAACATGACCA 14939312 LOC268334 14947291 15112933 -7979 14947291 15112933 -7979 14947291 15112933 -7979
Chr5 Complement NT_039308.1 AGGTCAGACTGAGCT 8707218 LOC330144 8699239 8697912 -7979 8699239 8697912 -7979 8698632 8698267 -8586
Chr17 Normal NT_039663.1 AGCTCAGTCTGACCT 170900 2300002M23Rik 178877 180337 -7977 178877 180337 -7977 178946 180208 -8046
Chr8 Normal NT_039467.1 CGGTGAACATGACCT 22050483 LOC234576 22058460 22059720 -7977 22058460 22059720 -7977 22058545 22059126 -8062
Chr14 Normal NT_039598.1 GGGTCACCTTGAACA 8794929 LOC239035 8802906 8812411 -7977 8802906 8812411 -7977 8802906 8812411 -7977



Chr11 Complement NT_039515.1 AGGTCACTGTGACCA 3329662 C530002L11Rik 3321686 3305288 -7976 3321686 3305288 -7976 3321598 3305630 -8064
Chr10 Complement NT_039501.1 AGTTCATACTGACCT 4269083 A130077B15Rik 4261109 4256236 -7974 4261109 4256236 -7974 4257444 4257142 -11639
Chr13 Normal NT_039590.1 TGGACAGGATGACCT 4549512 Col4a3bp 4557290 4653637 -7778 4557486 4652290 -7974 4557904 4650617 -8392
Chr10 Complement NT_039492.1 TGGACAAGGTGACCT 3349682 LOC209917 3341709 3341224 -7973 3341709 3341224 -7973 3341709 3341224 -7973
ChrX Normal NT_039709.1 GGATCAAGTTGACCT 53561 Xlr4 61534 69832 -7973 61534 69832 -7973 62443 69515 -8882
Chr13 Complement NT_039586.1 AGGTCACCAGGACCC 1118571 LOC214443 1110599 1108685 -7972 1110599 1108685 -7972 1110599 1108685 -7972
Chr11 Normal NT_039520.1 TGCTCAACCTGACCT 27274635 LOC327950 27282607 27284302 -7972 27282607 27284302 -7972 27283417 27283713 -8782
Chr6 Normal NT_039355.1 AGATCACCACGACCC 8115319 Cxcl12 8123246 8136077 -7927 8123289 8136077 -7970 8123367 8133309 -8048
Chr5 Complement NT_039311.1 AGGACATACCGACCT 363018 2410025L10Rik 355049 330668 -7969 355049 330668 -7969 346925 330923 -16093
Chr2 Normal NT_039209.1 AGGTCACACTGACTA 44338353 2810411G20Rik 44346263 44409286 -7910 44346319 44353718 -7966 44346409 44357234 -8056
Chr11 Complement NT_039520.1 AGGTCATGCTGACAC 41351608 LOC217011 41343691 41336051 -7917 41343642 41336051 -7966 41343636 41336324 -7972
Chr16 Complement NT_039624.1 AAGTCACCCTGACCA 19025558 Silg41 19017619 18997428 -7939 19017592 18997494 -7966 19017466 18998544 -8092
Chr2 Normal NT_039210.1 AGCTCAGAGTGACCC 14626506 LOC194022 14634471 14745643 -7965 14634471 14635038 -7965 14634471 14635038 -7965
Chr1 Complement NT_039173.1 AGGACAAAGTGACCA 3098095 LOC241154 3090130 3086521 -7965 3090130 3086521 -7965 3089573 3088995 -8522
Chr4 Complement NT_039262.1 GGGTCAGGGTGACTT 332060 Zfp37 324609 305706 -7451 324096 305706 -7964 308561 307327 -23499
Chr6 Normal NT_039355.1 GGGTCAAAGTGTCCA 14854041 LOC232360 14862000 14870546 -7959 14862000 14870546 -7959 14862000 14870546 -7959
Chr1 Normal NT_039173.1 GGGTGGTCTTGACCT 673815 LOC241153 681772 703317 -7957 681772 703317 -7957 681772 703317 -7957
ChrX Complement NT_039726.1 AAGTCACCCTGACCC 9504689 LOC331575 9496732 9493292 -7957 9496732 9493292 -7957 9495192 9494905 -9497
Chr8 Normal NT_039467.1 AGGTCAGTAGGACCC 21966313 LOC333328 21974270 21982475 -7957 21974270 21982475 -7957 21974281 21982475 -7968
Chr10 Complement NT_039500.1 GGGCCACCATGACCA 28856135 Rab21 28848178 28822000 -7957 28848178 28822000 -7957 28847973 28823399 -8162
Chr10 Normal NT_039500.1 GGGTTGGCTTGACCT 29350857 Tm4sf3 29358394 29390879 -7537 29358814 29390879 -7957 29359131 29390660 -8274
Chr2 Normal NT_039209.1 AGCTCAAGCTGACCT 30973363 2310035K24Rik 30981255 31018917 -7892 30981319 30984406 -7956 30982193 30984111 -8830
Chr3 Complement NT_039228.1 AGGTCATTCTGATCA 1067151 Evi1 1619153 1012838 552002 1059195 1014247 -7956 1059195 1014247 -7956
Chr3 Normal NT_039234.1 AGGTCAGAAGGACCA 25260814 0610010I12Rik 25260440 25272053 374 25268769 25272053 -7955 25268843 25272022 -8029
Chr6 Normal NT_039369.1 GGGTCAGCCTGGCCT 120322 Eno2 128260 137755 -7938 128276 137445 -7954 129488 136517 -9166
Chr8 Normal NT_039470.1 TGGTGAAGGTGACCT 175865 Large 183819 218167 -7954 183819 218167 -7954 183819 200457 -7954
Chr16 Normal NT_039624.1 GGGTCAGGGTGACTT 14229488 2610318I18Rik 14232723 14266438 -3235 14237441 14266438 -7953 14237478 14265849 -7990
Chr10 Normal NT_039500.1 GGGACATTTTGACCC 9339508 B230358H09Rik 9347458 9437345 -7950 9347458 9437345 -7950 9347652 9401117 -8144
Chr17 Normal NT_039658.1 TGGTCAGGGTGACTT 20692446 Tc10-pending 20700205 20737087 -7759 20700396 20737087 -7950 20700700 20734307 -8254
Chr17 Normal NT_039649.1 GGGTCGTGCTGCCCC 10061403 0610030H11Rik 10069352 10084732 -7949 10069352 10084732 -7949 10079718 10084605 -18315
Chr2 Normal NT_039209.1 AGGTCACACTGACTA 44338353 2810411G20Rik 44346263 44409286 -7910 44346301 44357809 -7948 44346409 44357234 -8056
Chr19 Normal NT_039687.1 AGGCCAGCCTGACCT 19636861 4932443D16Rik 19644808 19647682 -7947 19644808 19647682 -7947 19644889 19645767 -8028
Chr11 Complement NT_039521.1 AGGTCTTGGTGACCT 31815062 Actg 31807151 31804348 -7911 31807116 31804348 -7946 0 0 -31815062
Chr13 Complement NT_039590.1 GGATCAGCCTGACCT 13495787 3110001E11Rik 13487842 13322315 -7945 13487842 13366696 -7945 13464823 13367044 -30964
Chr5 Complement NT_039297.1 AGGACAGTTTGACCC 6860192 LOC330038 6852247 6849925 -7945 6852247 6849925 -7945 6850372 6850007 -9820
Chr5 Complement NT_039314.1 TGGTCAATAAGACCT 5124222 Eln 5116362 5071635 -7860 5116280 5072752 -7942 5116280 5072820 -7942
Chr2 Normal NT_039208.1 AGGTCAACTTGATCC 31008516 LOC332638 31016458 31294543 -7942 31016458 31254177 -7942 31016458 31254177 -7942
Chr19 Complement NT_039684.1 GGGTCAATATAACCT 1666200 1500032M01Rik 1658259 1655957 -7941 1658259 1655957 -7941 1658110 1656589 -8090
Chr4 Normal NT_039258.1 TGGTCACAGTGATCT 779764 LOC279293 787705 901889 -7941 787705 901889 -7941 787705 901889 -7941
Chr5 Complement NT_039315.1 TGGTCCTGTTGACCT 904769 Mcmd7 896830 889556 -7939 896830 889556 -7939 896724 889687 -8045
Chr10 Complement NT_039495.1 GGCTCAGAATGACCT 1200015 Oit3 1192076 1173173 -7939 1192076 1173173 -7939 1191980 1174152 -8035
Chr17 Complement NT_039658.1 AGGTCACTGTGACAA 21930110 LOC210750 21922172 21871990 -7938 21922172 21871990 -7938 21922172 21871990 -7938
Chr18 Complement NT_039674.1 AGGTCAGGATGACAA 21672900 LOC212321 21664962 21636282 -7938 21664962 21636282 -7938 21664962 21636282 -7938
Chr9 Normal NT_039474.1 GGGACATGGTGACCT 21857873 LOC244919 21865811 21878626 -7938 21865811 21878626 -7938 21865811 21878626 -7938
Chr2 Normal NT_039202.1 GGGTCACAATGACTT 11713745 LOC332570 11721682 11722152 -7937 11721682 11722152 -7937 11721682 11722152 -7937
Chr11 Complement NT_039521.1 TTGTCAGAGTGACCC 31488131 Aatk 31505826 31465979 17695 31480195 31465982 -7936 31480105 31467063 -8026
Chr4 Complement NT_039258.1 TGGTCAGCTTGACAC 8546297 LOC271998 8538361 8519865 -7936 8538361 8519865 -7936 8538361 8519865 -7936
Chr2 Complement NT_039206.1 GAGTCAGTGTGACCA 1561653 LOC227757 1553719 1553225 -7934 1553719 1553225 -7934 1553719 1553225 -7934
Chr2 Complement NT_039206.1 GAGTCAGTGTGACCA 1684884 LOC329390 1676950 1676456 -7934 1676950 1676456 -7934 1676950 1676456 -7934
Chr8 Complement NT_039467.1 GGGTGACCTTGACCC 57018342 4930517G15Rik 57010430 56922753 -7912 57010411 56922753 -7931 57006784 56922765 -11558
Chr3 Complement NT_039239.1 TGGACAGAATGACCC 9779582 2610528J18Rik 9771653 9762943 -7929 9771653 9762974 -7929 9769177 9763078 -10405
Chr10 Complement NT_039502.1 TCGTCATCCTGACCT 5791029 Hsd17b9 5783100 5775953 -7929 5783100 5775953 -7929 5783086 5778774 -7943
Chr2 Normal NT_039208.1 AGGTAGCCTTGACCC 1754395 2210407P13Rik 1762321 1907559 -7926 1762321 1785815 -7926 1762387 1782924 -7992
ChrX Complement NT_039700.1 TGATCATAGTGACCT 15221524 LOC214450 15213598 15195705 -7926 15213598 15195705 -7926 15213598 15195705 -7926
Chr2 Normal NT_039206.1 AGGTCAGCATGATCT 5385804 1700123D08Rik 5393726 5412123 -7922 5393726 5402419 -7922 5394643 5397625 -8839
Chr6 Normal NT_039374.1 TGGTCAATGTCACCT 77027 LOC280553 84949 87001 -7922 84949 87001 -7922 0 0 77027
Chr10 Complement NT_039495.1 TGGTCAGTATTACCT 1199998 Oit3 1192076 1173173 -7922 1192076 1173173 -7922 1191980 1174152 -8018
Chr13 Normal NT_039589.1 GGGTCAGTCTGAACC 19999244 LOC218419 20007165 20019814 -7921 20007165 20019814 -7921 20009073 20019814 -9829
Chr11 Normal NT_039515.1 TGGCCACCCTGACCC 17726882 LOC237686 17734803 17745642 -7921 17734803 17745642 -7921 17734803 17745642 -7921
Chr4 Normal NT_039266.1 TGGTTAGGTTGACCT 5714433 LOC329958 5722351 5724030 -7918 5722351 5724030 -7918 5722888 5723259 -8455
Chr3 Normal NT_039242.1 AGGTCAGTGTGTCCA 11590976 4930519L02Rik 11598893 11608748 -7917 11598893 11608748 -7917 11598984 11608531 -8008
Chr17 Normal NT_039655.1 GGGTCAGGAAGACCT 3145909 8430401C09Rik 3153825 3162592 -7916 3153825 3162592 -7916 3153935 3158370 -8026
Chr15 Normal NT_039621.1 AGGTCCTTATGACCT 40243738 Cdc42ep1 40251653 40259908 -7915 40251653 40259908 -7915 40256363 40258937 -12625
Chr4 Complement NT_039258.1 AGGTCATCTGGACCT 15436612 LOC329801 15428697 15426536 -7915 15428697 15426536 -7915 15427712 15427032 -8900
Chr14 Complement NT_039606.1 TGGTCAGTCAGACCT 12600101 LOC328433 12592187 12588595 -7914 12592187 12588595 -7914 12590611 12590083 -9490
Chr14 Complement NT_039597.1 GGGTCATTCTGATCA 1431110 LOC328366 1423197 1422089 -7913 1423197 1422089 -7913 1422457 1422119 -8653
Chr18 Normal NT_039674.1 GGGTCACCCTGATCA 71711005 Mbd1 71718220 71733301 -7215 71718916 71733301 -7911 71720041 71732567 -9036
Chr17 Normal NT_039655.1 GGATCAGACTGACCT 13430391 LOC328841 13438301 13439442 -7910 13438301 13439442 -7910 13438762 13439070 -8371
Chr8 Normal NT_039462.1 AGGTCAACTTGATCC 1576008 2900024D24Rik 813691 1668047 762317 1583917 1668047 -7909 1583924 1666146 -7916
ChrX Complement NT_039716.1 TAGTCAGTTTGACCT 763167 3930402F23Rik 755323 753154 -7844 755258 753406 -7909 754094 753741 -9073
Chr12 Normal NT_039553.1 AGGTCAGGGTCACCC 6714530 LOC193358 6722439 6787911 -7909 6722439 6787911 -7909 6722592 6787678 -8062
Chr5 Normal NT_039307.1 AGGCCATGATGACCC 759286 LOC269663 766684 781734 -7398 767195 776567 -7909 767247 776457 -7961
Chr18 Complement NT_039674.1 GGGTCTGGGTGACCT 32116038 5830462I21Rik 32108130 32104962 -7908 32108130 32104962 -7908 32107231 32106866 -8807
Chr9 Normal NT_039474.1 TGTTCAAACTGACCC 12476710 Dapk2 12484617 12600254 -7907 12484617 12600254 -7907 12491725 12599721 -15015
Chr6 Complement NT_039355.1 AGGTCACAGTCACCC 7425424 F730011J02 7417517 7365938 -7907 7417517 7365938 -7907 7417326 7370208 -8098
Chr6 Complement NT_039356.1 AGGCCAGGATGACCT 314411 Cd4 306505 282981 -7906 306505 282981 -7906 297950 284534 -16461
Chr16 Normal NT_039625.1 GGGTCACCCTGAACA 28896782 LOC209571 28904686 28914661 -7904 28904686 28914661 -7904 28904686 28914661 -7904
Chr2 Complement NT_039205.1 GGGTGATGCTGACCA 4556849 1110002H13Rik 4548987 4538459 -7862 4548947 4538459 -7902 4548801 4538974 -8048
Chr13 Complement NT_039578.1 GGGTCAGGGTGACTT 8456356 LOC193445 8448455 8448063 -7901 8448455 8448063 -7901 8448455 8448063 -7901
Chr7 Complement NT_039407.1 AGGTCACTCTGAGCT 1063742 LOC232974 1055841 1051488 -7901 1055841 1051488 -7901 1055841 1051488 -7901
Chr1 Normal NT_039170.1 TGGTCAACTTGATCC 39237690 LOC332442 39245590 39270342 -7900 39245590 39270342 -7900 39245590 39270342 -7900
Chr17 Complement NT_039641.1 AGGACAGGATGACCC 1090398 LOC328747 1082499 1073301 -7899 1082499 1073301 -7899 1082012 1074041 -8386
Chr9 Normal NT_039474.1 TGGCCACTTTGACCC 3984855 LOC330950 3992752 4036293 -7897 3992752 4036293 -7897 3997608 4033385 -12753
Chr3 Complement NT_039242.1 GTGTCAACTTGACCC 10741727 Bmpr1b 10733833 10405433 -7894 10733833 10405651 -7894 10446008 10405898 -295719
Chr18 Complement NT_039676.1 TGGTCAACCTGCCCC 173267 LOC240413 165373 105979 -7894 165373 105979 -7894 165346 105979 -7921
Chr9 Complement NT_039476.1 GGCTCAGAGTGACCA 7948043 Ssb4-pending 7963279 7887319 15236 7940149 7887319 -7894 7940104 7888413 -7939
Chr8 Normal NT_039467.1 GGGTCAGCATGTCCT 38529019 LOC244654 38536911 38547550 -7892 38536911 38547550 -7892 38536946 38547095 -7927
Chr12 Complement NT_039549.1 TAGTCAGCTTGACCT 10549008 Gpr33 10541117 10536057 -7891 10541117 10536057 -7891 10537308 10536289 -11700
Chr12 Complement NT_039539.1 AGGTCACGTTGGCCT 10074922 Nmyc1 10068477 10062736 -6445 10067034 10063647 -7888 10067034 10063647 -7888
ChrX Complement NT_039726.1 GGATCAAGTTGACCT 10094969 Tmsb4x 10087247 10085026 -7722 10087081 10085027 -7888 10085968 10085433 -9001
Chr15 Complement NT_039621.1 TGGTCACTCTGACCC 39822740 Tst 39815417 39808563 -7323 39814852 39808629 -7888 39814838 39808737 -7902
Chr2 Normal NT_039208.1 AGATCATGCTGACCT 22447466 6430526J12Rik 22455353 22570907 -7887 22455353 22477128 -7887 22455543 22476507 -8077
Chr3 Normal NT_039240.1 GGGTCACACGGACCC 2422182 LOC229772 2430069 2430704 -7887 2430069 2430704 -7887 2430069 2430704 -7887
Chr2 Complement NT_039208.1 AGCTCAGACTGACCC 15689271 LOC271810 15681384 15680814 -7887 15681384 15680814 -7887 15681384 15680814 -7887
Chr7 Normal NT_039433.1 GGGTCAGTGAGACCC 23999283 LOC333245 24007168 24038563 -7885 24007168 24038563 -7885 24007168 24038563 -7885



Chr1 Complement NT_039172.1 AAGTCAGGCTGACCG 217744 LOC227306 209861 207349 -7883 209861 207349 -7883 209851 209567 -7893
Chr6 Complement NT_039356.1 AGGCCAGGCTGACCC 195052 Eno2 187309 177476 -7743 187170 177782 -7882 185739 178710 -9313
Chr3 Normal NT_039234.1 AGGTCACCATGGCCC 23746920 Insrr 23754705 23773841 -7785 23754802 23773841 -7882 23755164 23773115 -8244
Chr13 Complement NT_039590.1 ATGTCAACCTGACCA 13265863 LOC238838 13257981 13247872 -7882 13257981 13247872 -7882 13257896 13247872 -7967
Chr15 Normal NT_039621.1 AGCTCGCCATGACCT 62428582 LOC328608 62436463 62438280 -7881 62436463 62438280 -7881 62436679 62437083 -8097
ChrX Complement NT_039700.1 AGGCCAGGCTGACCT 11918542 Np15 11911002 11908731 -7540 11910661 11908731 -7881 11910610 11908823 -7932
Chr8 Complement NT_039467.1 AGGTGATTGTGACCC 22945301 LOC333329 22937421 22873733 -7880 22937421 22873733 -7880 22926434 22873733 -18867
Chr12 Complement NT_039553.1 GGGTCATCCAGACCC 9090974 LOC328166 9083095 9078946 -7879 9083095 9078946 -7879 9080399 9079896 -10575
Chr18 Normal NT_039674.1 GGGTCAAACTGTCCT 53934736 Phax-pending 53942592 53957077 -7856 53942614 53956747 -7878 53942614 53956720 -7878
Chr7 Complement NT_039436.1 GGCTCAAAATGACCA 314746 LOC333248 306870 249979 -7876 306870 249979 -7876 306870 249979 -7876
Chr7 Normal NT_039433.1 TGGTCAAGATGAGCC 7591640 AI666765 7599513 7600783 -7873 7599513 7600783 -7873 7599966 7600262 -8326
Chr17 Complement NT_039643.1 AGGTCAACTTGATCC 6080826 LOC224606 6072953 6072486 -7873 6072953 6072486 -7873 6072942 6072486 -7884
Chr10 Normal NT_039496.1 GGGTCAGTATGGCCT 2087512 S100b 2092210 2099668 -4698 2095385 2098418 -7873 2095385 2098418 -7873
Chr6 Normal NT_039350.1 AGGGCAGGGTGACCC 13708371 4930564N15Rik 13716243 13721680 -7872 13716243 13721680 -7872 13716243 13721680 -7872
Chr1 Complement NT_039171.1 AGGTCACCTCGTCCT 393165 AW822216 385595 364636 -7570 385293 369367 -7872 382671 370005 -10494
Chr6 Complement NT_039359.1 TGGTCATGGTGTCCC 5666587 LOC333166 5658715 5652746 -7872 5658715 5652746 -7872 5658715 5652746 -7872
Chr4 Normal NT_039266.1 TGGTCATGAGGACCC 7229125 Rap1ga1 7236997 7259335 -7872 7236997 7259335 -7872 7237061 7258011 -7936
Chr16 Complement NT_039624.1 GGGCCACCTTGACCA 691794 1700013J11Rik 683923 674717 -7871 683923 674717 -7871 683741 674936 -8053
Chr2 Complement NT_039208.1 TAGTCAAGGTGACCT 7226688 LOC228065 7218817 7206015 -7871 7218817 7206015 -7871 7218817 7206015 -7871
Chr19 Complement NT_039683.1 TGGTCAACTTGATCC 904726 MGC29260 896912 859649 -7814 896855 859649 -7871 896795 859857 -7931
Chr7 Normal NT_039435.1 GGCTCAAGCTGACCT 5380237 Mgmt 5331802 5598047 48435 5388108 5596170 -7871 5388114 5595875 -7877
ChrX Normal NT_039711.1 TGGGCATGATGACCT 10812083 LOC278050 10819952 10865421 -7869 10819952 10865421 -7869 10819952 10865421 -7869
Chr10 Normal NT_039491.1 AGGTCATGCTGACCA 11298022 Perp-pending 11305840 11318004 -7818 11305891 11318004 -7869 11306013 11316810 -7991
Chr11 Complement NT_039538.1 AGGTCATGCTGACAC 39650 LOC217011 31831 24113 -7819 31782 24113 -7868 31776 24387 -7874
Chr13 Normal NT_039578.1 AAGTCACCCTGACCA 9721098 V1rh5 9728966 9730069 -7868 9728966 9730069 -7868 9728966 9730069 -7868
Chr11 Complement NT_039515.1 AAGTCACCCTGACCC 3722780 LOC210066 3714913 3713542 -7867 3714913 3713542 -7867 3714913 3713542 -7867
Chr5 Complement NT_039305.1 AGCTCAGGCTGACCT 28436523 LOC231256 28428656 28426703 -7867 28428656 28426703 -7867 28428448 28427068 -8075
Chr18 Normal NT_039674.1 TGGTAATGGTGACCC 63052699 LOC225640 63060564 63105805 -7865 63060564 63105805 -7865 63060664 63103827 -7965
Chr13 Complement NT_039578.1 AGGTCATGGGGACCA 8251741 LOC328200 8243877 8242897 -7864 8243877 8242897 -7864 8243877 8242897 -7864
Chr12 Normal NT_039551.1 TGGTCAGACTGATCT 27429041 4931426N11Rik 27436904 27632248 -7863 27436904 27631602 -7863 27522019 27631374 -92978
Chr8 Complement NT_039455.1 AGGACATCGTGACCA 9809827 LOC234073 9801964 9769597 -7863 9801964 9769597 -7863 9792449 9771530 -17378
Chr18 Complement NT_039674.1 TGGTCATTTTGAGCT 47088541 LOC271519 47080679 47017382 -7862 47080679 47017382 -7862 47080679 47017382 -7862
Chr4 Complement NT_039266.1 GGCTCAACCTGACCA 8447685 3110030K17Rik 8448582 8430020 897 8439824 8430020 -7861 8432769 8430375 -14916
Chr9 Normal NT_039474.1 AGGGCAAAATGACCC 7663350 Tle3 7671211 7715928 -7861 7671211 7714488 -7861 7671470 7714240 -8120
Chr7 Normal NT_039433.1 TGGTCATGGTGACTC 22540522 Bag3 22548148 22571562 -7626 22548382 22570981 -7860 22548391 22570981 -7869
Chr2 Normal NT_039209.1 GGGTCAACATGACAC 33207851 LOC241643 33215711 33345357 -7860 33215711 33252915 -7860 33215711 33252915 -7860
Chr10 Complement NT_039510.1 AGGCCATACTGACCC 63582 S100b 58898 51440 -4684 55723 51440 -7859 55723 51540 -7859
Chr7 Complement NT_039413.1 AGGTCATGCTGGCCA 3496356 Aplp1 3488500 3478096 -7856 3488500 3478096 -7856 3488416 3478176 -7940
Chr9 Complement NT_039486.1 TGGTCAGTGAGACCC 76728 LOC333656 68873 40086 -7855 68873 40086 -7855 68873 40086 -7855
Chr8 Normal NT_039456.1 AGATCAGGTTGACCT 12108850 Ppp2cb 12116705 12125847 -7855 12116705 12125245 -7855 12116705 12125245 -7855
Chr10 Normal NT_039502.1 GGGTCACCGTGCCCC 4833395 Cdk4 4840607 4844409 -7212 4841249 4844035 -7854 4841249 4844035 -7854
Chr16 Normal NT_039624.1 GGGTCACCATGACCA 28960131 LOC328660 28967985 28970944 -7854 28967985 28970944 -7854 28970376 28970720 -10245
Chr10 Normal NT_039500.1 AGGTCAGCTTGACAT 3747229 LOC327790 3755080 3757517 -7851 3755080 3757517 -7851 3755404 3755691 -8175
Chr17 Complement NT_039636.1 GGGGCACTGTGACCA 365638 Snx9 414234 328819 48596 357787 328819 -7851 357740 329181 -7898
Chr4 Normal NT_039265.1 AGGTCATCCTGGCCT 8211450 Col16a1 8219300 8220968 -7850 8219300 8220968 -7850 8219496 8220788 -8046
Chr17 Complement NT_039657.1 AGGTCTTCTTGACCC 1045993 LOC224916 1038144 975575 -7849 1038144 975575 -7849 1038086 975575 -7907
Chr13 Normal NT_039579.1 GGATCAAGTTGACCA 351102 LOC238569 358949 417214 -7847 358949 417214 -7847 358949 417214 -7847
Chr4 Complement NT_039268.1 TGGTCATGGTGACCA 6000645 LOC332968 5992798 5949553 -7847 5992798 5949553 -7847 5992798 5949553 -7847
Chr8 Complement NT_039467.1 GGATCAAGTTGACCT 13792837 LOC234546 13784992 13718790 -7845 13784992 13718790 -7845 13784992 13718790 -7845
Chr13 Normal NT_039589.1 GAGTCAGTTTGACCT 15210396 LOC238759 15218241 15227664 -7845 15218241 15227664 -7845 15218241 15227664 -7845
Chr11 Normal NT_039515.1 GGGTCACCGTGGCCC 1133721 Lif 1132705 1149627 1016 1141565 1149627 -7844 1141736 1144471 -8015
Chr12 Normal NT_039564.1 GGGTCAGGAGGACCA 433168 LOC238452 441012 479739 -7844 441012 479739 -7844 441012 479739 -7844
Chr17 Complement NT_039658.1 AGGTAGGCCTGACCC 7870215 0610016J10Rik 7862372 7820766 -7843 7862372 7820807 -7843 7859159 7829389 -11056
Chr1 Complement NT_039171.1 AGGCCAGGCTGACCT 2405244 Epha4 2397401 2252742 -7843 2397401 2252861 -7843 2397344 2257327 -7900
Chr6 Normal NT_039360.1 AGGTCAAACAGACCC 4859925 LOC232515 4867766 4877865 -7841 4867766 4877865 -7841 4867766 4877865 -7841
Chr2 Complement NT_039204.1 GGGTGAGGCCGACCT 1057117 LOC329345 1049276 1048209 -7841 1049276 1048209 -7841 1048596 1048312 -8521
Chr16 Complement NT_039624.1 GGATCAAGTTGACCA 16476378 Lamp3 16468538 16415267 -7840 16468538 16415267 -7840 16468437 16417269 -7941
Chr13 Normal NT_039589.1 AGGTCAACTTGATCC 1845011 LOC210458 1852850 1916875 -7839 1852850 1916875 -7839 1852850 1916875 -7839
Chr5 Complement NT_039306.1 GGGTCGCCTTGCCCC 817728 LOC236962 809890 807631 -7838 809890 807678 -7838 808440 808156 -9288
Chr13 Complement NT_039580.1 TGGACATAATGACCC 5451668 LOC238618 5443831 5379417 -7837 5443831 5379417 -7837 5443831 5379417 -7837
Chr2 Normal NT_039208.1 AAGTCATGGTGACCA 22026164 Rapsn 22033987 22064216 -7823 22034001 22044089 -7837 22034157 22043878 -7993
Chr15 Normal NT_039618.1 AGGTCTCCGTGACCC 2016422 ADAMTS-12 2024258 2309588 -7836 2024258 2309588 -7836 2024516 2273435 -8094
Chr13 Complement NT_039579.1 GGGTAGAGATGACCC 3548317 LOC331926 3540483 3493259 -7834 3540483 3493259 -7834 3534457 3493259 -13860
Chr17 Normal NT_039658.1 AGATCAATGTGACCA 20754285 Cript-pending 20762117 20772116 -7832 20762117 20772116 -7832 20762181 20771566 -7896
Chr14 Complement NT_039598.1 AGGTAAGTTTGACCT 10162309 2900054P12Rik 10188587 10097973 26278 10154478 10098283 -7831 10145642 10098410 -16667
Chr3 Complement NT_039228.1 AGTTCAATGTGACCC 8457645 LOC207175 8450077 8445118 -7568 8449815 8445997 -7830 8449728 8446461 -7917
Chr6 Normal NT_039340.1 AGGTCAACTTGATCC 3925449 LOC213924 3933277 4054089 -7828 3933277 4054089 -7828 3933277 4054089 -7828
Chr12 Normal NT_039553.1 AGGTCAATCTGATCT 2515862 LOC331857 2523689 2556149 -7827 2523689 2556149 -7827 2523689 2556149 -7827
Chr11 Normal NT_039520.1 GGGTCAGCCTCACCT 28657894 LOC194931 28665720 28666369 -7826 28665720 28666369 -7826 28665720 28666369 -7826
Chr16 Complement NT_039624.1 GTGTCATACTGACCA 7697447 2410005K20Rik 7689623 7679265 -7824 7689623 7679265 -7824 7689586 7679772 -7861
Chr11 Normal NT_039515.1 AGCTCAGGCTGACCT 27136798 LOC237712 27144622 27188543 -7824 27144622 27188543 -7824 27144622 27188543 -7824
Chr11 Complement NT_039521.1 AAGTCGCAATGACCT 10751472 4631426H08Rik 10743650 10736554 -7822 10743650 10736554 -7822 10743600 10736813 -7872
Chr9 Complement NT_039472.1 AAGTCATCTTGACCA 21899314 Tirap 21891910 21878289 -7404 21891493 21878289 -7821 21882595 21879422 -16719
Chr15 Complement NT_039621.1 GGGTCGGAGTCACCC 43666615 Tnfrsf13c 43658795 43656301 -7820 43658795 43656301 -7820 43658773 43657366 -7842
Chr1 Complement NT_039184.1 CAGTCATGGTGACCT 3694889 LOC332518 3687071 3670366 -7818 3687071 3670366 -7818 3687071 3670366 -7818
Chr3 Complement NT_039252.1 AGTTCAATGTGACCC 257710 LOC207175 250155 245320 -7555 249893 246192 -7817 249806 246653 -7904
ChrX Complement NT_039700.1 GGGTCTGTTTGACCT 6387372 LOC236698 6379555 6237196 -7817 6379555 6237196 -7817 6379466 6237196 -7906
Chr12 Complement NT_039551.1 CTGTCATAGTGACCT 15608754 LOC328123 15600937 15590807 -7817 15600937 15590807 -7817 15600937 15590807 -7817
Chr10 Normal NT_039498.1 GGGTCATGGTGATCT 2462379 4930463O16Rik 2470195 2479337 -7816 2470195 2479337 -7816 2470636 2474628 -8257
Chr11 Normal NT_039520.1 AGGTCAGACTGGCCT 45101100 A230072I16Rik 45108916 45117456 -7816 45108916 45117456 -7816 45113125 45115103 -12025
Chr1 Normal NT_039180.1 AAGTCATAATGACCT 13717493 LOC212933 13725307 13749374 -7814 13725307 13744278 -7814 13725324 13744012 -7831
ChrX Normal NT_039719.1 TGGTCAGCCTCACCT 1333340 LOC331548 1341153 1343595 -7813 1341153 1343595 -7813 1341753 1342061 -8413
Chr1 Complement NT_039188.1 GGGTCACTACGACAT 3825450 LOC329309 3817638 3815917 -7812 3817638 3815917 -7812 3816495 3816136 -8955
Chr15 Complement NT_039618.1 AAGTCAAAGTGACCT 17935619 D230018M15Rik 17927810 17571473 -7809 17927810 17571473 -7809 17583057 17573056 -352562
Chr9 Complement NT_039471.1 AGGTCACCTTGCCCT 7295835 LOC244684 7288026 7282159 -7809 7288026 7282159 -7809 7288026 7282159 -7809
Chr18 Normal NT_039675.1 GGGTCACAGTGAACT 528331 Miz1 536139 627129 -7808 536139 625221 -7808 536327 624215 -7996
Chr17 Complement NT_039649.1 AGGTCACCATGACCC 10472744 Ring1 10466133 10462284 -6611 10464936 10462700 -7808 10464934 10462872 -7810
Chr12 Normal NT_039539.1 AGGTCACTATCACCT 6621734 Osr1 6624890 6631348 -3156 6629541 6631337 -7807 6629578 6631074 -7844
Chr1 Complement NT_039185.1 TGGTCAGCATGGCCT 17345949 Dfy 17338374 17336512 -7575 17338145 17336512 -7804 17338111 17336647 -7838
Chr3 Complement NT_039238.1 GGGTGATGGTGACCC 369089 5730552M22Rik 361286 277735 -7803 361286 277735 -7803 361119 279646 -7970
Chr10 Normal NT_039501.1 GGCTCACAACGACCT 1861732 1190005P17Rik 1869473 1874527 -7741 1869534 1874116 -7802 1870437 1873828 -8705
Chr3 Complement NT_039248.1 AGTTCAATGTGACCC 216817 LOC207175 209278 204443 -7539 209016 205315 -7801 208929 205776 -7888
Chr13 Normal NT_039580.1 GGGTCAAGATGACAA 9804378 LOC328247 9812178 9815449 -7800 9812178 9815449 -7800 9812510 9813289 -8132
Chr19 Normal NT_039687.1 AGGTCATGCTGACCA 11854455 Zfp216 11858102 11868116 -3647 11862254 11867854 -7799 11862262 11866398 -7807
Chr10 Normal NT_039495.1 GGGTCATGCTGACCA 60682 Lims1 68480 168052 -7798 68480 168052 -7798 68670 166964 -7988



Chr11 Normal NT_039515.1 GGGTCACTATAACCT 942504 LOC216514 950301 952617 -7797 950301 952617 -7797 950333 951504 -7829
Chr19 Complement NT_039692.1 AGATCAGGCTGACCT 975136 LOC240666 967339 947158 -7797 967339 947158 -7797 967339 947158 -7797
Chr4 Complement NT_039265.1 AGCTCAGACTGACCT 7770143 2600010N21Rik 7762743 7747782 -7400 7762348 7747782 -7795 7762117 7750577 -8026
ChrX Normal NT_039745.1 AGGTGGAAATGACCT 896010 B230340J04Rik 903805 908098 -7795 903805 908098 -7795 906482 906805 -10472
ChrX Normal NT_039708.1 AGGTGGAAATGACCT 976391 B230340J04Rik 984185 988479 -7794 984185 988479 -7794 986861 987184 -10470
ChrX Complement NT_039711.1 AGGTCAAGATGCCCC 7718263 Phka1 7710566 7582003 -7697 7710471 7582184 -7792 7710253 7582371 -8010
Chr8 Complement NT_039464.1 AGGTCAGCATCACCT 283499 LOC270061 275708 274547 -7791 275708 274547 -7791 275645 274983 -7854
Chr3 Complement NT_039227.1 AGGTCATTCTGAGCT 3507620 Pde7a 3499829 3459801 -7791 3499829 3461039 -7791 3499751 3462601 -7869
Chr14 Complement NT_039609.1 AGGCCATGCTGACCT 4673370 LOC328460 4665580 4662930 -7790 4665580 4662930 -7790 4664929 4664615 -8441
Chr19 Normal NT_039692.1 GGGACAGGCTGACCT 17122047 1200003G01Rik 17129835 17180396 -7788 17129835 17180396 -7788 17130257 17179086 -8210
Chr7 Complement NT_039420.1 TGGTCACAAAGACCC 2676865 Pscd2 2669136 2661467 -7729 2669079 2662509 -7786 2668944 2662589 -7921
ChrX Complement NT_039742.1 AGGTCAGTCTGATCT 302033 LOC333641 294250 282099 -7783 294250 282099 -7783 294235 282099 -7798
Chr17 Normal NT_039658.1 AGGTCACCTTGGCCT 18550267 LOC240176 18558047 18600107 -7780 18558047 18600107 -7780 18558047 18600107 -7780
Chr7 Complement NT_039400.1 GGGTCAATGTGCCCC 467225 C130070B15Rik 459447 456903 -7778 459447 456903 -7778 457795 457274 -9430
Chr8 Complement NT_039467.1 GGGGCAGCACGACCC 37493890 LOC244647 37486113 37484050 -7777 37486113 37484050 -7777 37486113 37484050 -7777
Chr8 Complement NT_039467.1 GGGTTGTGGTGACCC 34825557 1810015P03Rik 34817782 34813622 -7775 34817782 34813622 -7775 34817749 34813732 -7808
Chr3 Complement NT_039226.1 AGGTTATTATGACCA 5840825 LOC271892 5833050 5793154 -7775 5833050 5793154 -7775 5816767 5793154 -24058
Chr12 Complement NT_039548.1 GGATCAAGTTGACCT 14651746 LOC209959 14643972 14641549 -7774 14643972 14641549 -7774 14643177 14642875 -8569
Chr13 Complement NT_039578.1 ATGTCACTATGACCC 14419079 Plfr 14411305 14403566 -7774 14411305 14403591 -7774 14411237 14403760 -7842
Chr11 Normal NT_039520.1 AGGTCCTGTTGACCC 7899982 Scgb3a1 7907756 7909264 -7774 7907756 7909264 -7774 7907807 7909137 -7825
Chr2 Complement NT_039205.1 AGCTCAGGCTGACCC 11268370 9430024E24Rik 11260597 11258056 -7773 11260597 11258056 -7773 11260535 11258431 -7835
Chr5 Complement NT_039312.1 GGGTCAGGGTGAGCC 8766004 LOC330188 8758232 8744851 -7772 8758232 8744851 -7772 8758075 8754274 -7929
Chr7 Normal NT_039428.1 TGGTCACATTGATCT 9848473 LOC244042 9856244 9880909 -7771 9856244 9880909 -7771 9856244 9880909 -7771
Chr4 Normal NT_039258.1 TTGTCAATTTGACCC 779934 LOC279293 787705 901889 -7771 787705 901889 -7771 787705 901889 -7771
Chr16 Normal NT_039624.1 TGGTCACGGTGTCCC 46912077 Cd47 46919780 46976463 -7703 46919847 46975291 -7770 46919910 46975088 -7833
Chr6 Complement NT_039340.1 GGGCCACTCTGACCG 25051888 Grm8 25053161 24191022 1273 25044120 24191455 -7768 25044050 24191488 -7838
Chr4 Complement NT_039273.1 GGATCAAGTTGACCT 130203 D430043L16 122437 70450 -7766 122437 70450 -7766 115284 114982 -14919
Chr17 Normal NT_039649.1 GGGTCGTGCTGCCCC 10061403 LOC328801 10069169 10070370 -7766 10069169 10070370 -7766 10069219 10070199 -7816
Chr5 Complement NT_039308.1 AGGTCACACCGAACT 7995631 LOC330141 7987865 7987080 -7766 7987865 7987080 -7766 7987865 7987080 -7766
Chr11 Normal NT_039521.1 GGGTCAGGTTGACAT 16506699 4921510J17Rik 16514464 16539775 -7765 16514464 16539775 -7765 16515823 16539632 -9124
Chr9 Normal NT_039474.1 TGATCACCTTGACCT 8132190 LOC207636 8139955 8159101 -7765 8139955 8159101 -7765 8139955 8159101 -7765
Chr15 Complement NT_039621.1 ATGTCATACTGACCC 6065445 LOC239411 6057681 6013215 -7764 6057681 6013215 -7764 6057681 6013215 -7764
Chr7 Complement NT_039407.1 GGGCCATCCTGACCT 1781918 Bckdha 1774398 1745415 -7520 1774155 1745415 -7763 1774145 1745731 -7773
Chr4 Complement NT_039267.1 AGGTCAAGATGAGCA 1207577 LOC230895 1199814 1082627 -7763 1199814 1088132 -7763 1199814 1091148 -7763
Chr6 Complement NT_039350.1 TGGTCAAACTGACCT 15070486 LOC232180 15062723 15054655 -7763 15062723 15054655 -7763 15062723 15054655 -7763
Chr4 Normal NT_039268.1 AGCTCAAAGTGACCC 1625545 Dffa 1633202 1649702 -7657 1633307 1646994 -7762 1633307 1646994 -7762
Chr2 Normal NT_039210.1 TCGTCAAGATGACCC 9843125 LOC332688 9850887 9961671 -7762 9850887 9906773 -7762 9850887 9906773 -7762
Chr10 Normal NT_039496.1 GGGTCACCATGACAT 5839747 Cnn2 5847475 5854263 -7728 5847508 5854263 -7761 5847552 5853488 -7805
Chr14 Normal NT_039614.1 AGCTCAGAATGACCA 668424 LOC333855 676181 676793 -7757 676181 676793 -7757 676181 676793 -7757
Chr2 Normal NT_039209.1 TGGGCAGGATGACCT 18493876 AA238765 18501631 18540150 -7755 18501631 18507021 -7755 18506597 18506965 -12721
Chr7 Complement NT_039428.1 GGATCAAGTTGACCT 12217598 LOC233394 12209843 12205449 -7755 12209843 12205449 -7755 12209843 12205449 -7755
Chr6 Normal NT_039340.1 GGGTCTCCTCGACCT 2325504 LOC330261 2333258 2335977 -7754 2333258 2335977 -7754 2334508 2334783 -9004
Chr4 Complement NT_039261.1 TGGTCATCCTGTCCT 8100541 Epb4 8092788 8010879 -7753 8092788 8010879 -7753 8092293 8012245 -8248
Chr15 Complement NT_039621.1 AGGTCACCAGGACCC 40903750 Kcnj4 40895997 40894335 -7753 40895997 40894335 -7753 40895955 40894507 -7795
Chr14 Complement NT_039606.1 GGGTCAGAGTAACCT 4258540 5033406L14Rik 4251366 4196188 -7174 4250792 4196897 -7748 4250710 4198126 -7830
Chr3 Normal NT_039230.1 CGCTCAGACTGACCT 12694549 Mme 12697428 12784393 -2879 12702297 12782494 -7748 12702297 12782494 -7748
Chr7 Normal NT_039393.1 AGGTCAACTTGATCC 1503473 LOC269871 1511159 1558017 -7686 1511219 1558017 -7746 1511237 1549754 -7764
Chr7 Normal NT_039428.1 AGATCAGACTGACCA 5037806 LOC269940 5045552 5047090 -7746 5045552 5047090 -7746 5046048 5046617 -8242
Chr9 Complement NT_039476.1 GTGTCAAGATGACCA 7389341 LOC270185 7381596 7379163 -7745 7381596 7379163 -7745 7380794 7380453 -8547
ChrX Complement NT_039701.1 AGGTCAAGTTGGCCT 1373167 38236 1365499 1287306 -7668 1365425 1289019 -7742 1365388 1289225 -7779
Chr7 Complement NT_039400.1 AGGTCAGCCTGAGCT 1155549 LOC330483 1147835 1143696 -7714 1147807 1143697 -7742 1147766 1143901 -7783
Chr11 Complement NT_039520.1 TGGTCATTTTAACCT 40920848 LOC331766 40913106 40895715 -7742 40913106 40895715 -7742 40913106 40895715 -7742
Chr10 Normal NT_039503.1 TGGTCATTCTGTCCT 469966 MOR108-4 477708 478694 -7742 477708 478694 -7742 477708 478694 -7742
Chr11 Complement NT_039520.1 AGGTCAGCCTGAACG 32857599 LOC216941 32849860 32839313 -7739 32849860 32839313 -7739 32845877 32839313 -11722
Chr11 Complement NT_039520.1 TGGTCACTCTGATCC 33880739 Serpinf2 33873116 33865261 -7623 33873000 33865261 -7739 33871979 33865928 -8760
Chr8 Normal NT_039467.1 AGGCCACACTGACCC 51417854 Def8 51425572 51446485 -7718 51425591 51445853 -7737 51430384 51444152 -12530
Chr11 Complement NT_039521.1 AGGTCAGAGCGTCCT 15980453 LOC217232 15972858 15939657 -7595 15972716 15942507 -7737 15972627 15943066 -7826
ChrX Complement NT_039711.1 AGGTCAAGATGCCCC 7718263 Phka1 7710566 7582003 -7697 7710527 7582003 -7736 7710253 7582371 -8010
Chr13 Complement NT_039578.1 GGATCAAGTTGACCT 9121316 LOC193465 9113581 9110953 -7735 9113581 9110953 -7735 9113581 9110953 -7735
Chr12 Complement NT_039548.1 GGGACGGTATGACCT 2886273 LOC328068 2878542 2874515 -7731 2878542 2874515 -7731 2877053 2876760 -9220
Chr13 Normal NT_039589.1 TGGTCATACTGGCCT 12411500 LOC331951 12419231 12429630 -7731 12419231 12429630 -7731 12419231 12429630 -7731
Chr7 Complement NT_039428.1 AGGTCAGTATGACAG 18192007 LOC244079 18184277 18135552 -7730 18184277 18135552 -7730 18184277 18135552 -7730
Chr1 Normal NT_039170.1 TGTTCATTCTGACCT 47326620 LOC329183 47334349 47337377 -7729 47334349 47337377 -7729 47336026 47336325 -9406
Chr10 Normal NT_039496.1 GGGTCATGTTGACGG 3895619 Dnmt3l 3903174 3917073 -7555 3903347 3917062 -7728 3903415 3916807 -7796
Chr4 Complement NT_039262.1 TGATCATGATGACCC 11869192 LOC242505 11861571 11785072 -7621 11861464 11785072 -7728 11851420 11786792 -17772
Chr9 Normal NT_039474.1 AGGCCAGGCTGACCT 4310885 LOC330951 4318612 4335335 -7727 4318612 4335335 -7727 4319959 4333811 -9074
Chr2 Complement NT_039209.1 AGGTCACAGTTACCT 3445139 LOC329477 3437414 3436390 -7725 3437414 3436390 -7725 3437368 3436892 -7771
Chr2 Normal NT_039204.1 GGGTGAGGCCGACCT 1057117 Mllt10 1064842 1212686 -7725 1064842 1211267 -7725 1101761 1211267 -44644
Chr2 Complement NT_039206.1 TGGTCACTATGTCCC 1445513 4930568D16Rik 1437789 1424390 -7724 1437789 1424390 -7724 1436205 1424551 -9308
Chr6 Normal NT_039340.1 TGGTCAGATTGATCC 2954398 LOC213896 2962121 3011793 -7723 2962121 3011793 -7723 2962121 3011793 -7723
Chr8 Complement NT_039467.1 GGATCAAGTTGACCA 24063721 LOC333330 24056000 24023796 -7721 24056000 24023796 -7721 24056000 24023796 -7721
Chr2 Complement NT_039209.1 TGGTCTGGCTGACCC 4500599 9930111I18Rik 4492880 4473391 -7719 4492880 4473391 -7719 4492182 4475229 -8417
Chr4 Complement NT_039263.1 AGGTCACGAAGACCA 9400739 Bbp 9393021 9365129 -7718 9393021 9365129 -7718 9392992 9367693 -7747
Chr4 Complement NT_039266.1 GGGTCTGACTGACCT 4301034 AA691260 4293393 4270111 -7641 4293319 4270798 -7715 4284390 4272428 -16644
Chr14 Complement NT_039599.1 TGGTCATGAAGACCT 1295550 LOC239059 1287836 1251021 -7714 1287836 1251021 -7714 1287836 1251021 -7714
Chr17 Complement NT_039662.1 AGGTCACCATGACCC 280096 Ring1 273581 269732 -6515 272384 270148 -7712 272382 270320 -7714
Chr2 Normal NT_039205.1 TGGTCAAGGTGAACT 226757 Apbb1ip-pending 234465 339699 -7708 234465 339699 -7708 280920 339367 -54163
Chr6 Complement NT_039353.1 TGGTCAGCATTACCT 2076602 Cnbp 2068985 2060968 -7617 2068894 2061060 -7708 2063665 2061925 -12937
Chr9 Complement NT_039472.1 TGGCCATGGTGACCC 8505694 2410095B20Rik 8497987 8482551 -7707 8497987 8482551 -7707 8492661 8482624 -13033
Chr6 Normal NT_039353.1 CAGTCATGGTGACCC 2123985 LOC232210 2131692 2154363 -7707 2131692 2154363 -7707 2132248 2154064 -8263
Chr12 Complement NT_039552.1 AGGACACCATGACCG 3594117 Sel1h 3586410 3546522 -7707 3586410 3546522 -7707 3586301 3547869 -7816
Chr19 Normal NT_039684.1 TGGTCAAACTAACCC 615597 3110041O18Rik 623277 628323 -7680 623302 628323 -7705 623424 628146 -7827
Chr13 Normal NT_039580.1 GGGTCAATCTGACTC 4031533 Cd83 4039120 4057167 -7587 4039238 4057167 -7705 4039249 4055720 -7716
Chr2 Complement NT_039208.1 AGGTCAGTGTGAGCC 23376489 5730485C17Rik 23369720 23362827 -6769 23368786 23362827 -7703 23368438 23363061 -8051
Chr4 Complement NT_039258.1 AGCTCAGGCTGACCT 7622110 2310030N02Rik 7614414 7589478 -7696 7614409 7589479 -7701 7611458 7589525 -10652
Chr7 Complement NT_039429.1 GGGTCACTGTAACCA 17330512 Rps3 17322894 17317084 -7618 17322811 17318076 -7701 17322806 17318462 -7706
Chr2 Normal NT_039208.1 GGGTCTGAGTGACCA 21110315 MOR234-1 21118015 21131479 -7700 21118015 21118929 -7700 21118015 21118929 -7700
Chr2 Normal NT_039211.1 GTGTCAAGTTGACCA 1737661 Mc3r 1745360 1852385 -7699 1745360 1747980 -7699 1745726 1746697 -8065
Chr4 Complement NT_039264.1 AGGTGAGTATGACCT 21214940 3110037I16Rik 21207243 21203440 -7697 21207243 21203440 -7697 21204904 21203783 -10036
Chr14 Normal NT_039595.1 AGTTCAAATTGACCT 8248695 LOC218767 8256306 8258226 -7611 8256391 8258226 -7696 8256627 8257716 -7932
Chr10 Complement NT_039502.1 GGGTCGTGCTGCCCC 235162 LOC237594 227466 223681 -7696 227466 223681 -7696 227466 223681 -7696
ChrX Complement NT_039726.1 AGGTCATCCTGACTG 3682983 LOC270673 3675287 3657259 -7696 3675287 3657259 -7696 3675026 3657274 -7957
ChrX Complement NT_039726.1 AGGTCAGCTTGATCT 10360833 LOC333605 10353138 10351849 -7695 10353138 10351849 -7695 10353138 10351849 -7695
Chr15 Complement NT_039621.1 AGGTCACCCTGGCCT 54851780 Yaf2 54844099 54792253 -7681 54844087 54792643 -7693 54844087 54793752 -7693
Chr5 Normal NT_039315.1 TGGTCCTGTTGACCT 904769 2610019P18Rik 912461 918867 -7692 912461 918867 -7692 916826 917874 -12057



Chr3 Normal NT_039227.1 TGGTCAACTTGATCC 6779193 LOC269413 6786884 6787799 -7691 6786884 6787799 -7691 6786884 6787279 -7691
Chr12 Complement NT_039552.1 AGGTGGCTGTGACCT 15236633 Ddx24 15228943 15211078 -7690 15228943 15211078 -7690 15227688 15211308 -8945
Chr15 Normal NT_039617.1 AGATCAAAGTGACCT 813355 LOC328489 821045 840979 -7690 821045 840979 -7690 839004 839360 -25649
Chr8 Complement NT_039455.1 TGGTCAACTTGACTT 8549339 LOC333272 8541649 8493231 -7690 8541649 8493231 -7690 8541649 8493231 -7690
Chr8 Normal NT_039454.1 GGGTCAGTATAACCA 31673 LOC209786 39362 44298 -7689 39362 44298 -7689 39362 44298 -7689
Chr18 Normal NT_039678.1 AGGTCCTGCTGACCT 7607118 LOC240495 7614807 7688267 -7689 7614807 7688267 -7689 7614807 7688267 -7689
ChrX Complement NT_039716.1 GGATCATCATGACCA 3720441 LOC331535 3712752 3707316 -7689 3712752 3707316 -7689 3712749 3707820 -7692
Chr11 Complement NT_039521.1 AGGCCATCCTGACCT 26646424 1110028N05Rik 26639313 26634299 -7111 26638738 26634299 -7686 26638294 26634495 -8130
Chr5 Complement NT_039308.1 AGGTCACTATGATCA 10974838 D5Ertd689e 10968071 10947254 -6767 10967152 10947258 -7686 10966695 10948748 -8143
Chr11 Complement NT_039520.1 AGGTCAACTTGAGCA 31743490 MOR135-2 31735806 31734862 -7684 31735806 31734862 -7684 31735806 31734862 -7684
Chr17 Normal NT_039649.1 GGGTCACAGAGACCG 10374235 Bing4 10381859 10390873 -7624 10381917 10390594 -7682 10381917 10390594 -7682
Chr17 Normal NT_039662.1 GGGTCACAGAGACCG 181819 Bing4 189443 198457 -7624 189501 198178 -7682 189501 198178 -7682
Chr5 Complement NT_039299.1 TGGTCACAATGCCCC 8711414 Kcnh2 8703732 8671611 -7682 8703732 8671611 -7682 8703411 8672022 -8003
Chr2 Normal NT_039210.1 AGGTGGTTGTGACCT 7331184 Ppp1r16b 7338866 7439796 -7682 7338866 7436341 -7682 7369429 7435331 -38245
Chr9 Complement NT_039473.1 GGGTCGTGCTGCCCC 3828713 Vps11 3821031 3807111 -7682 3821031 3807111 -7682 3820993 3807782 -7720
Chr6 Complement NT_039356.1 TGGTCACAGTGTCCC 5531305 LOC330429 5523624 5433479 -7681 5523624 5433479 -7681 5446024 5433779 -85281
Chr10 Normal NT_039492.1 GGGTTGCTCTGACCC 6553110 LOC215871 6560770 6561976 -7660 6560790 6561976 -7680 6560819 6561382 -7709
Chr3 Normal NT_039239.1 ATGTCAACTTGACCC 4577703 LOC329727 4585383 4611302 -7680 4585383 4611302 -7680 4587756 4610984 -10053
Chr13 Complement NT_039590.1 GGGTCACACTGACCC 19267644 LOC328338 19259965 19231681 -7679 19259965 19231681 -7679 19259965 19231681 -7679
Chr16 Complement NT_039624.1 GGGGCATAATGACCA 14042604 4930451C15Rik 14034926 14018582 -7678 14034926 14018582 -7678 14034890 14018898 -7714
Chr14 Complement NT_039606.1 CGGTCAGGTTGATCC 16503433 BC021530 16495756 16450595 -7677 16495756 16450609 -7677 16463241 16450978 -40192
Chr10 Normal NT_039496.1 AGGCCAGGCTGACCT 5705879 Ptbp1 5713490 5723646 -7611 5713555 5723646 -7676 5713589 5722148 -7710
Chr16 Normal NT_039624.1 TGGTCAAATTTACCT 32593745 3830421G21Rik 32561898 32617417 31847 32601420 32617417 -7675 32609169 32617267 -15424
Chr19 Normal NT_039687.1 GGGTCACTGTGTCCC 13279536 B930001P07Rik 13041634 13584875 237902 13287211 13521580 -7675 13322093 13521319 -42557
Chr8 Complement NT_039470.1 ATGTCAGCTTGACCT 88420 LOC333809 80746 79269 -7674 80746 79269 -7674 80033 79518 -8387
Chr3 Complement NT_039238.1 GGGTCACAGTGGCCA 3232684 MOR217-1 3225010 3224048 -7674 3225010 3224048 -7674 3225010 3224048 -7674
Chr10 Complement NT_039492.1 GGGCCATCCTGACCG 20675322 5330439J01Rik 20667650 20649276 -7672 20667650 20649276 -7672 20650643 20650323 -24679
Chr11 Complement NT_039521.1 TTGTCACAGTGACCT 32643128 LOC209605 32635456 32624118 -7672 32635456 32624118 -7672 32635456 32624118 -7672
Chr11 Normal NT_039521.1 GGGTCACACTGGCCC 9096690 LOC217149 9104255 9107048 -7565 9104362 9107048 -7672 9104531 9106876 -7841
Chr1 Complement NT_039173.1 GGGTCAACATGGCCC 725306 Ncl 717852 708066 -7454 717635 709055 -7671 717635 709055 -7671
Chr8 Complement NT_039462.1 GGGTCAGGGCGACAT 5660948 LOC234377 5653279 5645509 -7669 5653279 5645509 -7669 5653276 5646148 -7672
Chr5 Normal NT_039307.1 AGGTTACCCCGACCC 17249073 2010109A12Rik 17256739 17263696 -7666 17256739 17263696 -7666 17256901 17263670 -7828
Chr12 Complement NT_039539.1 AGGTCGCGCTGACCC 13888577 5730583K22Rik 13880911 13793522 -7666 13880911 13794531 -7666 13863544 13803212 -25033
Chr1 Complement NT_039189.1 AGGTCAACTTGACAC 7782407 LOC226845 7774741 7773516 -7666 7774741 7773516 -7666 7774646 7773966 -7761
Chr11 Complement NT_039520.1 GGGTCACAATGACAA 18999008 LOC192837 18991346 18990876 -7662 18991346 18990876 -7662 18991342 18990919 -7666
Chr2 Complement NT_039209.1 AGGTCACAATGCCCC 30175946 Cpxm1 30168340 30161487 -7606 30168285 30161487 -7661 30168217 30161615 -7729
Chr11 Normal NT_039520.1 AGGTCAGGGAGACCG 8261857 G1rzfp-pending 8269477 8348905 -7620 8269517 8348858 -7660 8269547 8348710 -7690
Chr10 Complement NT_039496.1 GGGGCATAGTGACCA 4715279 MOR142-1 4707619 4706478 -7660 4707619 4706478 -7660 4707619 4706478 -7660
Chr19 Complement NT_039687.1 AGCTCGGGCTGACCT 316049 Vmd2 308389 292509 -7660 308389 292509 -7660 303934 292721 -12115
Chr15 Complement NT_039621.1 GGGACATAATGACCT 43784418 Naga 43776765 43767007 -7653 43776765 43767007 -7653 43776138 43767528 -8280
Chr7 Complement NT_039395.1 AGTTCACCTCGACCC 745649 AI841135 804205 734854 58556 737997 734854 -7652 737571 737137 -8078
ChrX Normal NT_039710.1 TGGTCAACTTGATCC 1824501 LOC279547 1832153 1931576 -7652 1832153 1931576 -7652 1832153 1931576 -7652
Chr6 Normal NT_039355.1 TGGTCAACTTGATCC 13075365 Mug2 12818822 13466606 256543 13083017 13160772 -7652 12818850 13466606 256515
Chr9 Normal NT_039475.1 AGGTCATCATGAACT 2281484 LOC212140 2289134 2290431 -7650 2289134 2290431 -7650 2289584 2289868 -8100
Chr13 Complement NT_039580.1 AGGTGGGACTGACCC 9452257 LOC328244 9444607 9417930 -7650 9444607 9417930 -7650 9444524 9419740 -7733
Chr1 Complement NT_039188.1 GGGTCGCTGTGAGCT 4937384 LOC240965 4929737 4905302 -7647 4929737 4905302 -7647 4929737 4905302 -7647
Chr2 Complement NT_039209.1 TGGGCAAGATGACCC 30654143 LOC277439 30646497 30645600 -7646 30646497 30645600 -7646 30646497 30645600 -7646
Chr9 Complement NT_039474.1 GGGGCGCGCTGACCC 979057 LOC235382 971412 969853 -7645 971412 969853 -7645 971208 970861 -7849
Chr3 Complement NT_039242.1 GGATCAAGTTGACCT 24960822 LOC269508 24953673 24950971 -7149 24953178 24950971 -7644 24952722 24952453 -8100
Chr9 Normal NT_039471.1 AGGTCATAGTGACCA 4655026 Mmp7 4662670 4670164 -7644 4662670 4670164 -7644 4662715 4669936 -7689
ChrX Complement NT_039702.1 TGGTCATGTTTACCT 13715161 2010200P20Rik 13707691 13693849 -7470 13707519 13693849 -7642 13707453 13704560 -7708
Chr2 Complement NT_039209.1 GAGTCACCATGACCT 39884309 LOC269365 39876667 39876190 -7642 39876667 39876190 -7642 39876662 39876225 -7647
Chr19 Complement NT_039687.1 AGGTCACAGTGACCA 2555025 MOR239-1 2547385 2543392 -7640 2547385 2543392 -7640 2544327 2543392 -10698
Chr12 Normal NT_039551.1 GGGTCAGCTTGGCCT 28925238 LOC217696 28932877 28944354 -7639 28932877 28944354 -7639 28932877 28944354 -7639
Chr6 Normal NT_039373.1 AGTTCAGTCTGACCT 45036 LOC280093 52675 55930 -7639 52675 54527 -7639 53095 54033 -8059
Chr8 Normal NT_039465.1 GGGTCATCATGACCT 7409 LOC330796 15047 21461 -7638 15047 21461 -7638 20178 20465 -12769
Chr15 Normal NT_039621.1 CGGTCATTTTGACGT 54301073 LOC223816 54308710 54310480 -7637 54308710 54310480 -7637 54308948 54309277 -7875
Chr4 Complement NT_039266.1 GGGCCAGTCTGACCT 3533876 3222401G21Rik 3526263 3494425 -7613 3526240 3494425 -7636 3525707 3496385 -8169
Chr4 Complement NT_039262.1 TGATCAAGATGACCC 1548390 1110035G07Rik 1540755 1537051 -7635 1540755 1537051 -7635 1540685 1540395 -7705
Chr13 Complement NT_039586.1 AGGCCAGTCTGACCT 263855 LOC214410 256220 239603 -7635 256220 239603 -7635 256220 239603 -7635
Chr11 Complement NT_039520.1 CTGTCAATGTGACCT 29982625 LOC216880 29974991 29974359 -7634 29974991 29974359 -7634 29974991 29974359 -7634
Chr5 Complement NT_039300.1 GGGTCAGGCTGAGCG 3564530 Hlxb9 3556950 3551692 -7580 3556901 3551692 -7629 3556706 3552300 -7824
ChrX Complement NT_039709.1 TGCTCATATTGACCT 11261373 LOC194848 11253744 11238820 -7629 11253744 11238820 -7629 11253744 11238820 -7629
Chr5 Complement NT_039312.1 AGGTCAGATTGAGCT 9010253 1500011H22Rik 9002626 8994851 -7627 9002626 8994851 -7627 9002218 8995060 -8035
Chr9 Normal NT_039472.1 GGGTCAACCTGACTG 23413634 Acrv1 23421231 23426855 -7597 23421261 23426855 -7627 23421323 23426631 -7689
Chr17 Normal NT_039649.1 TGGTCATAATGGCCC 3463552 Tctex3 3470977 3475842 -7425 3471178 3475841 -7626 3472056 3475577 -8504
Chr4 Complement NT_039259.1 AGGTAGAGCTGACCC 11694367 1810030N24Rik 11686770 11676807 -7597 11686743 11677078 -7624 11679798 11677395 -14569
Chr6 Complement NT_039341.1 AGGTCAACTTGATCC 13579313 LOC243797 13571690 13148442 -7623 13571690 13148442 -7623 13571690 13148442 -7623
Chr5 Normal NT_039312.1 TGGTGACACTGACCC 4422896 Nos1 4430519 4519013 -7623 4430519 4519013 -7623 4430617 4519013 -7721
Chr9 Complement NT_039472.1 GGATCAAGTTGACCT 11906831 LOC244754 11899209 11898689 -7622 11899209 11898689 -7622 11899209 11898689 -7622
Chr17 Normal NT_039649.1 GGGTCGAGCTGGCCC 9523929 LOC224691 9531522 9544769 -7593 9531550 9544769 -7621 9531635 9544266 -7706
Chr17 Complement NT_039649.1 TGGTCAAGAAGACCC 10192532 A730055L17Rik 10184912 10181638 -7620 10184912 10181638 -7620 10183296 10183012 -9236
Chr13 Complement NT_039590.1 TGCTCATTTTGACCC 21171584 LOC238894 21163964 21133291 -7620 21163964 21133291 -7620 21163797 21133291 -7787
Chr2 Normal NT_039205.1 AGGTCAGTCTGGCCT 10437112 Rpl12 10444721 10730016 -7609 10444732 10447047 -7620 10444809 10447002 -7697
Chr15 Complement NT_039621.1 AGTTCAGGCTGACCT 38139989 C030006K11Rik 38132893 38130017 -7096 38132370 38130017 -7619 38132367 38131089 -7622
Chr4 Normal NT_039266.1 AGGTCACTGTGACCC 2735945 2310047N01Rik 2743563 2747297 -7618 2743563 2747297 -7618 2743733 2747011 -7788
ChrX Normal NT_039719.1 AGGTCTTTTTGACCT 1785053 C430014N20Rik 1792671 1863018 -7618 1792671 1862149 -7618 1830172 1860787 -45119
Chr19 Complement NT_039692.1 GGGTGAATGTGACCA 19067083 Gfra1 19060058 18840942 -7025 19059466 18842920 -7617 19058455 18843149 -8628
Chr12 Complement NT_039539.1 AGGGCAGTGCGACCT 8339966 LOC238078 8332352 8289407 -7614 8332352 8289407 -7614 8332352 8289407 -7614
Chr2 Normal NT_039210.1 GGGACAGCATGACCA 16248842 LOC332691 16256456 16365286 -7614 16256456 16281743 -7614 16256456 16281743 -7614
Chr18 Normal NT_039674.1 GGGTCGTGCTGTCCC 41526914 Npy6r 41534528 41542101 -7614 41534528 41542101 -7614 41539915 41541030 -13001
Chr2 Complement NT_039206.1 AAGTCATTGTGACCA 1414794 Epb7 1407181 1384158 -7613 1407181 1384162 -7613 1407091 1386033 -7703
Chr11 Normal NT_039521.1 GGTTCAGTTTGACCA 26598055 Rab37 26605668 26612227 -7613 26605668 26612227 -7613 26605668 26612209 -7613
Chr2 Normal NT_039209.1 GGGACACTGTGACCC 2984724 Elf5 2992336 3164370 -7612 2992336 3019643 -7612 2998552 3018224 -13828
Chr11 Normal NT_039521.1 TGGTCAGACTGGCCT 9613262 LOC193296 9620874 9669473 -7612 9620874 9669473 -7612 9621797 9668818 -8535
Chr11 Complement NT_039521.1 GGGACACCTTGACCA 27527555 2610108D09Rik 27519944 27513567 -7611 27519944 27513567 -7611 27519587 27514163 -7968
Chr5 Complement NT_039312.1 GGGTCCCCGCGACCC 1720526 Cabp1 1713104 1695518 -7422 1712917 1695772 -7609 1712852 1695949 -7674
Chr2 Complement NT_039208.1 GGGACAGACTGACCT 16425843 MOR203-1 16418234 16417305 -7609 16418234 16417305 -7609 16418234 16417305 -7609
Chr13 Normal NT_039590.1 GGGTAACGATGACCA 8711861 LOC328321 8719469 8722362 -7608 8719469 8722362 -7608 8719504 8722308 -7643
Chr10 Normal NT_039492.1 AAGTCAAGATGACCA 11597244 LOC212897 11604850 11611453 -7606 11604850 11611453 -7606 11604850 11611453 -7606
Chr13 Complement NT_039591.1 AGCTCAAACTGACCC 113926 LOC328346 106320 104650 -7606 106320 104650 -7606 106009 105134 -7917
Chr3 Normal NT_039242.1 TGGTCCTAGTGACCT 6552514 LOC214468 6560117 6591564 -7603 6560117 6591564 -7603 6560117 6591564 -7603
Chr15 Complement NT_039621.1 AGTTCAACCTGACCC 39012825 LOC328561 39005225 38993287 -7600 39005225 38993287 -7600 38994693 38994100 -18132
ChrX Complement NT_039702.1 TGGTCAACTTGATCC 2681339 LOC331398 2673739 2672606 -7600 2673739 2672606 -7600 2673318 2673025 -8021
Chr2 Complement NT_039205.1 TGGTCATTCTGTCCC 3720452 BC030934 3712854 3684586 -7598 3712854 3684586 -7598 3712807 3685046 -7645



Chr1 Complement NT_039190.1 AGGTCAATGTGACAG 1084288 LOC215193 1076748 1053456 -7540 1076691 1053786 -7597 1074920 1054040 -9368
Chr11 Complement NT_039520.1 AGGTCAGGTTGTCCT 28116801 Fgf11 28109296 28105782 -7505 28109205 28105782 -7596 28109205 28105782 -7596
Chr8 Complement NT_039456.1 AGGTCAGCCAGACCC 12248486 1700104B16Rik 12240891 12239610 -7595 12240891 12239610 -7595 12239944 12239621 -8542
Chr4 Normal NT_039265.1 AGGTCAGCCTGACAC 2745669 Fhl3 2753263 2755300 -7594 2753263 2755300 -7594 2753329 2755124 -7660
Chr16 Normal NT_039627.1 AGGTCGTCTTGACCC 1008642 LOC332206 1016236 1106929 -7594 1016236 1106929 -7594 1016236 1106929 -7594
Chr5 Complement NT_039302.1 GGGTCTTCTTGACCT 956671 0610039G24Rik 949079 943885 -7592 949079 943885 -7592 948490 945029 -8181
Chr1 Complement NT_039170.1 AGGTCAAGATGACCC 52564970 Rnf25 52557397 52549754 -7573 52557378 52549754 -7592 52557366 52549825 -7604
Chr5 Normal NT_039311.1 TGGTCACAGTGACAC 2291260 Tfip11 2298851 2310554 -7591 2298851 2310554 -7591 2300453 2309823 -9193
Chr17 Normal NT_039658.1 TGGTCAGGGTGACTT 16004053 LOC210245 16011643 16049559 -7590 16011643 16049559 -7590 16011643 16049559 -7590
Chr6 Complement NT_039353.1 GGGTCAGGATGACAA 11980839 R74720 11973273 11642896 -7566 11973249 11642896 -7590 11681284 11644388 -299555
Chr2 Normal NT_039210.1 TGGTCACTGTGTCCT 15114622 5031425F14Rik 15122211 15241066 -7589 15122211 15124074 -7589 15123153 15123446 -8531
Chr11 Normal NT_039521.1 TGGGCAGAGTGACCC 29478765 LOC328044 29486354 29489534 -7589 29486354 29489534 -7589 29486999 29487355 -8234
Chr6 Complement NT_039355.1 AGGTCAAGGTTACCC 6778919 Rpl32 6771366 6768106 -7553 6771335 6768106 -7584 6770489 6768151 -8430
ChrX Complement NT_039726.1 AGGTGACAATGACCT 9366240 LOC245693 9358657 9357410 -7583 9358657 9357410 -7583 9358657 9357410 -7583
Chr1 Complement NT_039170.1 TGGTCGCCATGACCC 52240101 Aamp 52233609 52228392 -6492 52232519 52228392 -7582 52232481 52228779 -7620
Chr7 Complement NT_039414.1 AGGTCACTATAACCA 2035920 AW124591 2028338 2023654 -7582 2028338 2023654 -7582 2027820 2024327 -8100
Chr11 Normal NT_039521.1 AGGTCATATTCACCA 32688356 4430402O11Rik 32695912 32714514 -7556 32695937 32712181 -7581 32695984 32711581 -7628
Chr18 Complement NT_039674.1 GGGTCACAGCGACTT 12593260 Aqp4 12586018 12574977 -7242 12585679 12574977 -7581 12585252 12575597 -8008
Chr5 Normal NT_039303.1 AGATCAAGCTGACCT 1382276 Stx18 1389856 1490773 -7580 1389856 1490772 -7580 1389955 1490327 -7679
Chr16 Complement NT_039624.1 GGGTTGTACTGACCT 17372815 D16Ertd36e 17365236 17359965 -7579 17365236 17359965 -7579 17365230 17360047 -7585
Chr17 Normal NT_039643.1 GGGGCAAAGTGACCA 2656142 LOC210465 2663721 2685617 -7579 2663721 2685617 -7579 2663721 2685617 -7579
Chr6 Complement NT_039340.1 GGGTCGCATGGACCT 10390698 8430437G11Rik 10383202 10355907 -7496 10383121 10357740 -7577 10378504 10358005 -12194
Chr7 Normal NT_039420.1 AGGCCAACCCGACCC 1078592 2410002F23Rik 1086107 1102108 -7515 1086168 1091702 -7576 1090165 1090908 -11573
Chr18 Complement NT_039674.1 AAGTCAAGATGACCA 38078680 LOC332307 38071106 38002590 -7574 38071106 38002590 -7574 38071106 38002590 -7574
Chr1 Normal NT_039188.1 GGGTCAGGATGATCA 4524118 Capn8 4531690 4600441 -7572 4531690 4600441 -7572 4531739 4600207 -7621
Chr5 Normal NT_039308.1 AGGTCATTGTGAGCT 7687833 Ptpn13 7658364 7831888 29469 7695405 7831888 -7572 7695411 7831348 -7578
Chr13 Complement NT_039586.1 GGATCATTCTGACCT 5446147 1700014D04Rik 5438576 5434505 -7571 5438576 5434505 -7571 5437661 5434710 -8486
Chr2 Complement NT_039208.1 AGGTCAGCATGAGCT 22715987 D2Ertd391e 22708417 22672467 -7570 22708417 22672467 -7570 22693827 22674227 -22160
Chr8 Normal NT_039467.1 AGGTCAACCTGATCT 49562858 Map1lc3 49570426 49578006 -7568 49570426 49578006 -7568 49570483 49576728 -7625
Chr13 Normal NT_039586.1 GGGACACCATGACCA 1369166 2700061N24Rik 1376733 1426289 -7567 1376733 1426289 -7567 1376832 1426168 -7666
Chr4 Normal NT_039262.1 AGGTCATAATGACTA 26348388 LOC242516 26355955 26500419 -7567 26355955 26500419 -7567 26355955 26500419 -7567
Chr2 Normal NT_039209.1 GAGTCATCCTGACCC 19463234 MGC28924 19470801 19505212 -7567 19470801 19479626 -7567 19470801 19479241 -7567
Chr14 Normal NT_039606.1 TGGTCTAGGTGACCT 6788452 LOC219137 6796018 6824764 -7566 6796018 6824764 -7566 6796018 6824764 -7566
Chr16 Complement NT_039624.1 TGGTCACTATGCCCC 51111068 LOC224207 51103503 51093784 -7565 51103503 51093784 -7565 51103503 51093784 -7565
Chr10 Complement NT_039491.1 AGGTCAAGATGACCT 13354112 LOC237317 13346548 13276435 -7564 13346548 13276435 -7564 13346548 13276435 -7564
ChrX Normal NT_039718.1 AGGTGGTTGTGACCC 3157835 LOC245656 3165396 3203051 -7561 3165396 3203051 -7561 3165396 3203051 -7561
Chr13 Normal NT_039578.1 GTGTCAAGTTGACCC 17023450 1810074K20Rik 17031009 17077434 -7559 17031009 17077434 -7559 17075522 17076601 -52072
Chr8 Complement NT_039456.1 AGGCCATTCTGACCC 1088122 Ikbkb 1080567 1033205 -7555 1080567 1033205 -7555 1080178 1034383 -7944
Chr2 Normal NT_039210.1 TGGCCACACTGACCC 1600611 Hck 1608085 1697983 -7474 1608164 1650999 -7553 1623748 1650722 -23137
Chr1 Normal NT_039180.1 AGGCCAGGCTGACCT 12671796 LOC271623 12679348 12695073 -7552 12679348 12695073 -7552 12679348 12695073 -7552
Chr19 Normal NT_039687.1 AGGTTATACTGACCT 7440205 LOC240556 7447754 7456335 -7549 7447754 7456335 -7549 7447754 7456335 -7549
Chr2 Normal NT_039205.1 AGGTCAACTTGATCC 3152039 LOC332578 3159588 3162574 -7549 3159588 3162574 -7549 3159588 3162574 -7549
Chr12 Complement NT_039556.1 GGATCAAGTTGACCA 399873 LOC211153 393252 390225 -6621 392325 390225 -7548 391660 391391 -8213
Chr2 Complement NT_039211.1 AGATCATACTGACCT 4617168 LOC332707 4609620 4609153 -7548 4609620 4609153 -7548 4609620 4609153 -7548
Chr7 Normal NT_039433.1 AAGTCACACTGACCT 5973789 Parva 5980903 6147197 -7114 5981336 6144291 -7547 5981363 6144124 -7574
Chr9 Complement NT_039472.1 AGGTCAGAGTGACTA 26686029 MOR224-2 26678483 26677551 -7546 26678483 26677551 -7546 26678483 26677551 -7546
Chr3 Normal NT_039242.1 AGGGCAAGGTGACCA 96802 Papss1 104242 186508 -7440 104348 186506 -7546 104381 185940 -7579
Chr6 Complement NT_039360.1 AGGTCCTACTGACCC 3416066 5730419I09Rik 3408523 3318962 -7543 3408523 3318962 -7543 3388117 3320042 -27949
Chr2 Normal NT_039205.1 TGATCAGCATGACCT 2508753 BC027342 2452850 2530847 55903 2516296 2530847 -7543 2517745 2530500 -8992
Chr1 Complement NT_039183.1 AGGTTAGCTTGACCT 1581231 LOC240784 1573688 1383516 -7543 1573688 1383516 -7543 1573688 1383516 -7543
Chr2 Complement NT_039210.1 AGGTCATCTTGGCCA 4355908 Trpc4ap 4348415 4290782 -7493 4348365 4290805 -7543 4348339 4291501 -7569
Chr9 Complement NT_039474.1 TGGTCAGGATGCCCT 26218902 LOC215254 26211361 26191057 -7541 26211361 26191057 -7541 26211361 26191057 -7541
Chr4 Complement NT_039259.1 AGGTCTGTATGACCT 510504 LOC329806 502965 476298 -7539 502965 476298 -7539 502965 476298 -7539
Chr7 Normal NT_039420.1 AGGTCATCTTGTCCT 2373101 2410005C22Rik 2374413 2403172 -1312 2380639 2403172 -7538 2380810 2402769 -7709
Chr7 Complement NT_039429.1 AGGCCATGATGACCT 20787031 MOR21-1 20779493 20778525 -7538 20779493 20778525 -7538 20779493 20778525 -7538
Chr3 Normal NT_039234.1 AGGTCAAGGCGAGCC 20456145 LOC214115 20463682 20533523 -7537 20463682 20533523 -7537 20463682 20533523 -7537
Chr9 Complement NT_039472.1 GGGACATGGTGACCT 25405739 LOC270145 25398202 25397621 -7537 25398202 25397621 -7537 25398202 25397621 -7537
Chr7 Complement NT_039428.1 GGGTTGACTTGACCC 9322226 LOC330560 9314689 9285993 -7537 9314689 9285993 -7537 9314689 9285993 -7537
Chr13 Normal NT_039585.1 AGGTTGGCCTGACCC 1630255 LOC331937 1637792 1652127 -7537 1637792 1652127 -7537 1637792 1652127 -7537
Chr12 Complement NT_039551.1 GGGTCACCTTGGCCC 32316797 Ngb 32309464 32304456 -7333 32309261 32305242 -7536 32309185 32305336 -7612
Chr3 Complement NT_039240.1 AGGTCAAACAGACCC 7892714 LOC242195 7885179 7884694 -7535 7885179 7884694 -7535 7885179 7884694 -7535
Chr16 Normal NT_039624.1 AGGTCACAGTGACCC 41837208 MGC27931 41844743 41857567 -7535 41844743 41857567 -7535 41844802 41856614 -7594
Chr13 Normal NT_039590.1 GGGTCACCTTCACCG 15728096 LOC328333 15735629 15738308 -7533 15735629 15738308 -7533 15736061 15736492 -7965
Chr9 Complement NT_039476.1 AGGTCATAGAGACCC 6361464 Chst2 6354471 6351711 -6993 6353933 6351711 -7531 6353361 6351910 -8103
Chr11 Complement NT_039521.1 AGTTCGTGATGACCT 27765673 Exo70 27758192 27740272 -7481 27758142 27740652 -7531 27758142 27740652 -7531
Chr7 Normal NT_039429.1 TGGTCAGACTGACTC 17098661 Mtap6 17105614 17174213 -6953 17106189 17174079 -7528 17106189 17174078 -7528
Chr5 Complement NT_039315.1 AGGTCAAAATGTCCA 218111 Zan 210585 109395 -7526 210585 109395 -7526 209973 109395 -8138
Chr6 Complement NT_039355.1 TGGTCACTGTGACTT 13612099 LOC330413 13604574 13578881 -7525 13604574 13578881 -7525 13604574 13578881 -7525
Chr17 Complement NT_039649.1 AGGTCCGGCTGACCT 2396861 3230401M21Rik 2389338 2382369 -7523 2389338 2382369 -7523 2389018 2382664 -7843
Chr2 Complement NT_039210.1 AGGTCGGTCTGACCC 14082456 4833422F24Rik 14074933 14068299 -7523 14074933 14069989 -7523 14074870 14070385 -7586
ChrX Normal NT_039700.1 GGGTCGCTCTGAACC 3466665 LOC333496 3474188 3544740 -7523 3474188 3544740 -7523 3474197 3544740 -7532
Chr2 Complement NT_039208.1 GGGTAAGCCTGACCT 22200486 Nr1h3 22192998 22181909 -7488 22192963 22181957 -7523 22191506 22182183 -8980
Chr1 Normal NT_039185.1 AAGTCACCCTGACCA 246580 LOC226523 254101 254481 -7521 254101 254481 -7521 254101 254481 -7521
Chr15 Complement NT_039621.1 CGTTCACTTTGACCC 15027070 A830094I09Rik 15019551 14615040 -7519 15019551 14615040 -7519 14616180 14615695 -410890
Chr10 Complement NT_039496.1 AGGTTGCCATGACCT 5906188 Polr2e 5898669 5894824 -7519 5898669 5894824 -7519 5898513 5895407 -7675
Chr7 Normal NT_039436.1 GGGTAGGACTGACCT 2204876 2400009B11Rik 2212306 2215131 -7430 2212394 2215131 -7518 2213201 2214753 -8325
Chr9 Normal NT_039471.1 AGGTCAATATGAACT 6280984 LOC330883 6288500 6292961 -7516 6288500 6292766 -7516 6291259 6291672 -10275
Chr7 Normal NT_039428.1 TGGTCACCCTGACCT 19695846 D330012F22Rik 19703361 19712557 -7515 19703361 19712557 -7515 19708719 19709879 -12873
Chr1 Complement NT_039189.1 AGGTTGTGATGACCC 2625295 MGC28394 2617787 2588357 -7508 2617787 2588357 -7508 2617727 2589006 -7568
Chr1 Complement NT_039185.1 AGGTGATAGTGACCC 6624952 9630039I18Rik 6617445 6589915 -7507 6617445 6589915 -7507 6610678 6610244 -14274
Chr1 Normal NT_039167.1 AGGTCAGGCTGAGCT 1770845 LOC226294 1778352 1779788 -7507 1778352 1779788 -7507 1778514 1779446 -7669
Chr4 Complement NT_039266.1 CGGTCAACCTGTCCC 10444208 Padi3 10436701 10411422 -7507 10436701 10411422 -7507 10436660 10412454 -7548
Chr13 Complement NT_039578.1 TGGTCAACTTGATCC 7370570 LOC238533 7363064 7262385 -7506 7363064 7262385 -7506 7363064 7262385 -7506
Chr11 Complement NT_039521.1 AGGTCACAGGGACCA 29353450 LOC331791 29345944 29332330 -7506 29345944 29332330 -7506 29345944 29332330 -7506
Chr11 Complement NT_039520.1 TGGTCAGTTTGCCCT 6980119 LOC327913 6972614 6970800 -7505 6972614 6970800 -7505 6971984 6971691 -8135
ChrX Normal NT_039740.1 AGGTCATCATGACAC 16203 Ikbkg 15514 40000 689 23707 39753 -7504 23722 39261 -7519
Chr8 Normal NT_039467.1 AGTTCATATTGACCT 7100755 LOC333314 7108258 7120264 -7503 7108258 7120264 -7503 7108258 7120264 -7503
Chr1 Complement NT_039170.1 TGGTCATGCTGTCCC 8586679 LOC226955 8579177 8566755 -7502 8579177 8566755 -7502 8579177 8566755 -7502
Chr7 Normal NT_039435.1 TGGTCAGTTTTACCT 5240801 LOC233938 5248303 5250136 -7502 5248303 5250136 -7502 5248395 5249003 -7594
Chr6 Normal NT_039382.1 CAGTCAGGCTGACCC 6818 LOC333798 14319 17887 -7501 14319 17887 -7501 16316 16645 -9498
Chr15 Complement NT_039621.1 AGGTAAAACTGACCA 59580248 LOC223869 59572749 59569201 -7499 59572749 59569201 -7499 59572455 59570920 -7793
Chr2 Normal NT_039209.1 AAGTCACCCTGACCA 24997633 Dutp 25004671 25034577 -7038 25005130 25015903 -7497 25005153 25014818 -7520
Chr5 Normal NT_039307.1 TGGTCAATGGGACCC 755626 C530008M17Rik 763121 766179 -7495 763121 766179 -7495 765495 765767 -9869
Chr15 Complement NT_039621.1 TGGTCACTGTGAGCT 38827635 LOC223672 38820231 38812919 -7404 38820141 38812919 -7494 38814792 38813362 -12843
Chr2 Normal NT_039209.1 GGATCAAGTTGACCA 28723821 4833425H18Rik 28730437 28857641 -6616 28731314 28758035 -7493 28731710 28757403 -7889



Chr6 Complement NT_039340.1 AGGTCATTTTGTCCT 200913 AI987662 197168 155958 -3745 193422 155958 -7491 193349 156782 -7564
Chr13 Normal NT_039589.1 AGGTTAGAGTGACCC 1252480 D13Wsu50e 1259928 1266180 -7448 1259968 1266180 -7488 1260017 1265775 -7537
Chr11 Normal NT_039520.1 AGGTCATTGTGACGA 27275119 LOC327950 27282607 27284302 -7488 27282607 27284302 -7488 27283417 27283713 -8298
Chr7 Normal NT_039388.1 AGGTCAGACTGCCCC 517865 2810031J10Rik 525077 544206 -7212 525352 544206 -7487 536748 542837 -18883
Chr2 Complement NT_039209.1 AGGTCAAATTGACAT 18499005 A430105I19 18491518 18486355 -7487 18491518 18486355 -7487 18491509 18489371 -7496
Chr7 Normal NT_039435.1 AGGTCAAGTTGAACT 781490 LOC212006 788976 839369 -7486 788976 839369 -7486 788976 839369 -7486
Chr9 Complement NT_039472.1 TGGTCTATCTGACCC 224142 LOC333365 216657 213955 -7485 216657 213955 -7485 216657 213955 -7485
Chr13 Complement NT_039590.1 AGGTCAGCCTCACCT 25389660 LOC218675 25382177 25359233 -7483 25382177 25359233 -7483 25382177 25359233 -7483
Chr14 Complement NT_039606.1 AGGTCAGCCTGATCT 9886474 9430075G12Rik 9878992 9864990 -7482 9878992 9864990 -7482 9878649 9865022 -7825
Chr1 Normal NT_039180.1 GGGTCATACGGACCC 14814809 Lrrn2 14822291 14881724 -7482 14822291 14881724 -7482 14878966 14881158 -64157
Chr17 Normal NT_039643.1 GGGACAATGTGACCA 203547 LOC224534 211028 211631 -7481 211028 211631 -7481 211028 211631 -7481
Chr17 Normal NT_039657.1 GGGACATTCTGACCA 4274794 LOC332247 4282274 4432004 -7480 4282274 4432004 -7480 4282274 4432004 -7480
Chr17 Normal NT_039643.1 GGGACAATGTGACCA 359830 LOC328754 367309 367912 -7479 367309 367912 -7479 367309 367912 -7479
Chr8 Normal NT_039467.1 GGGTCACCATCACCT 15105001 LOC244566 15112478 15122172 -7477 15112478 15122172 -7477 15112478 15122172 -7477
Chr12 Normal NT_039551.1 TGTTCAGAATGACCC 32085647 LOC331849 32093124 32118488 -7477 32093124 32118488 -7477 32093124 32118488 -7477
Chr1 Complement NT_039170.1 AGGTCATTGTGGCCA 33062271 3222401M22Rik 33054796 32998067 -7475 33054796 32998067 -7475 33054155 32999715 -8116
ChrX Normal NT_039700.1 CGGGCACTCTGACCT 4659906 LOC333498 4667379 4675865 -7473 4667379 4675865 -7473 4667500 4675865 -7594
Chr2 Complement NT_039202.1 AGGTCAACTTGATCC 21857 LOC329328 14385 1101 -7472 14385 1101 -7472 14385 1101 -7472
Chr9 Complement NT_039471.1 GGGGCAAAGTGACCA 7104992 LOC244682 7097521 6965596 -7471 7097521 6965596 -7471 7097521 6965596 -7471
Chr16 Complement NT_039624.1 AGGTCATTTTGAGCT 42826310 LOC328685 42818839 42815342 -7471 42818839 42815342 -7471 42816171 42815899 -10139
Chr18 Complement NT_039676.1 AGGCCAGGCTGACCT 3003492 Atp9b 3012243 2812914 8751 2996022 2814537 -7470 2996022 2814537 -7470
Chr9 Normal NT_039476.1 GGGTCAAGATGACAT 3116783 LOC331000 3124252 3135705 -7469 3124252 3135705 -7469 3124254 3129962 -7471
Chr8 Complement NT_039467.1 GGGTCATGCTGTCCT 44908120 1700126L06Rik 44900653 44895287 -7467 44900653 44895287 -7467 44900233 44895596 -7887
Chr13 Complement NT_039578.1 TGGTCATGATGTCCC 10448407 LOC195213 10440940 10440561 -7467 10440940 10440561 -7467 10440940 10440561 -7467
Chr1 Normal NT_039170.1 GGGACACCCTGACCT 41872802 LOC332447 41880267 41901422 -7465 41880267 41901422 -7465 41880267 41901422 -7465
Chr4 Normal NT_039265.1 AGGACAGTCCGACCT 3106834 2410133M08Rik 3114296 3121636 -7462 3114296 3121636 -7462 3114354 3120531 -7520
Chr5 Complement NT_039299.1 TGGTCCTTCTGACCT 9803858 LOC330055 9796397 9794689 -7461 9796397 9794689 -7461 9795407 9795072 -8451
Chr6 Normal NT_039355.1 AGGTCAGGCTGGCCT 11048647 Ninj2 11056108 11165620 -7461 11056108 11165620 -7461 11056184 11164091 -7537
Chr19 Complement NT_039684.1 AGGTGATGCTGACCC 1400716 LOC332362 1393257 1387949 -7459 1393257 1387949 -7459 1393257 1387949 -7459
Chr1 Normal NT_039167.1 TGGTCAACTTGATCC 243434 LOC240679 250892 373789 -7458 250892 373789 -7458 250892 373789 -7458
Chr8 Normal NT_039467.1 GGGTCAGCTCGGCCC 53559647 4933403G14Rik 53567104 53569845 -7457 53567104 53569845 -7457 53567104 53569845 -7457
Chr9 Normal NT_039474.1 AGGTCATCCTGACGG 21858354 LOC244919 21865811 21878626 -7457 21865811 21878626 -7457 21865811 21878626 -7457
Chr4 Complement NT_039264.1 CGGTCAAAATGACCA 18961730 MOR258-4P 18954274 18953361 -7456 18954274 18953361 -7456 18954274 18953361 -7456
Chr11 Normal NT_039520.1 GGGTTGAGTTGACCC 16603848 BC003251 16610485 16627482 -6637 16611303 16627482 -7455 16611437 16626153 -7589
Chr12 Normal NT_039551.1 GGTTCAGTATGACCA 25381874 Strm 25389329 25393189 -7455 25389329 25393189 -7455 25389617 25390066 -7743
Chr16 Complement NT_039624.1 TGGTCAGCATGACCC 53211188 2810403B08Rik 53203756 53172505 -7432 53203734 53172505 -7454 53203696 53172721 -7492
Chr2 Normal NT_039222.1 AGTTCATATTGACCT 40230 2010009K05Rik 47683 80079 -7453 47683 68399 -7453 59427 68022 -19197
Chr8 Complement NT_039467.1 AGGTTGCTATGACCT 16811046 LOC214761 16803593 16802948 -7453 16803593 16802948 -7453 16803572 16803056 -7474
Chr7 Normal NT_039407.1 GGATCAAGTTGACCT 285210 LOC232966 292662 298736 -7452 292662 298736 -7452 298068 298346 -12858
Chr2 Normal NT_039209.1 AGGTCAAACTGACTA 42373592 LOC332671 42381044 42637162 -7452 42381044 42383005 -7452 42381044 42383005 -7452
Chr6 Normal NT_039341.1 AGGTCAGCCTGAGCT 8617097 Rab19 8624548 8633825 -7451 8624548 8633825 -7451 8627371 8633257 -10274
Chr10 Complement NT_039498.1 AGGTCAGGTTGACCG 1803094 LOC331653 1795644 1673573 -7450 1795644 1673573 -7450 1795644 1673573 -7450
Chr2 Normal NT_039209.1 GAGTCAAAGTGACCA 25024520 LOC214394 25031969 25432192 -7449 25031969 25034577 -7449 25032327 25034263 -7807
ChrX Complement NT_039709.1 AGGTAGGTGTGACCT 12045783 LOC212476 12038338 12037307 -7445 12038338 12037307 -7445 12038338 12037307 -7445
Chr10 Normal NT_039492.1 AGGTCAAGTTGACCC 21390842 1700027J07Rik 21398285 21418798 -7443 21398285 21418798 -7443 21398709 21417770 -7867
Chr5 Normal NT_039307.1 TGCTCACAGTGACCC 2095465 LOC243067 2102908 2259837 -7443 2102908 2259837 -7443 2102908 2259837 -7443
Chr13 Normal NT_039589.1 GGATCAAGTTGACCA 22201190 LOC218428 22208631 22225346 -7441 22208631 22225346 -7441 22208631 22225346 -7441
Chr16 Normal NT_039624.1 AGGCCAGTCTGACCT 17264038 Dvl3 17271478 17286138 -7440 17271478 17286138 -7440 17271687 17286008 -7649
Chr1 Complement NT_039170.1 AGCTCAAAATGACCA 52148773 LOC227288 52141333 52140278 -7440 52141333 52140278 -7440 52141333 52140278 -7440
ChrX Complement NT_039702.1 AGGACAGTGTGACCT 9774915 LOC245408 9767476 9702125 -7439 9767476 9702125 -7439 9767476 9702125 -7439
Chr14 Normal NT_039606.1 GGGTCATCTCGTCCT 1020478 1700123O20Rik 1027916 1032430 -7438 1027916 1032430 -7438 1031505 1031933 -11027
Chr3 Complement NT_039234.1 TGGTCATGTAGACCC 11798644 3110027H23Rik 11791207 11710881 -7437 11791207 11710881 -7437 11790767 11712356 -7877
ChrX Normal NT_039708.1 AGGTCATCATGACAC 1118533 Ikbkg 1086461 1144682 32072 1125967 1142013 -7434 1125982 1141521 -7449
Chr4 Normal NT_039265.1 TGGTCAAGTTGACAC 5211948 LOC332938 5219381 5238963 -7433 5219381 5238963 -7433 5219381 5238963 -7433
Chr7 Normal NT_039429.1 GGGTCTGCTTGACCA 19860027 AL022610 19867113 19881241 -7086 19867459 19881241 -7432 19875577 19880530 -15550
Chr12 Complement NT_039551.1 AGGCCAGCCTGACCT 28680383 Dpf3 28672951 28399272 -7432 28672951 28455204 -7432 28672951 28455431 -7432
Chr3 Normal NT_039239.1 AGGTCAACCTGATCT 3530620 Casq2 3538049 3599270 -7429 3538049 3599270 -7429 3538049 3598531 -7429
ChrX Normal NT_039700.1 ATGTCATCTTGACCC 2563816 LOC236663 2571245 2571574 -7429 2571245 2571574 -7429 2571245 2571574 -7429
Chr3 Complement NT_039239.1 GGATCACAGTGACCC 9769383 1600010M23Rik 9761955 9756406 -7428 9761955 9756406 -7428 9761493 9759931 -7890
Chr4 Normal NT_039266.1 AGGTAAAGTTGACCT 12925561 LOC332956 12932988 12956407 -7427 12932988 12956407 -7427 12932988 12956407 -7427
Chr13 Normal NT_039587.1 AGGTCTCCCTGACCG 590804 2300006M17Rik 560302 645618 30502 598230 618919 -7426 598454 618303 -7650
Chr9 Complement NT_039472.1 TGGTCACCTTGACTT 7379229 A030009A06 7371804 7311373 -7425 7371804 7311373 -7425 7371732 7311780 -7497
Chr2 Complement NT_039207.1 AGGTCAAAATAACCA 8088723 LOC332609 8081300 8038055 -7423 8081300 8038055 -7423 8081300 8038055 -7423
Chr8 Normal NT_039455.1 TGGTCAGCATGACCT 1159779 LOC233989 1167201 1169419 -7422 1167201 1169419 -7422 1168108 1168380 -8329
Chr8 Normal NT_039467.1 TGGTCAGCATGACCC 7100836 LOC333314 7108258 7120264 -7422 7108258 7120264 -7422 7108258 7120264 -7422
Chr9 Complement NT_039476.1 TGGCCAGGCTGACCT 8978201 Clstn2 8970832 8384104 -7369 8970780 8384104 -7421 8970640 8384901 -7561
Chr13 Complement NT_039590.1 GGATCAAGTTGACCT 18525155 LOC268702 18517734 18515913 -7421 18517734 18515913 -7421 18517554 18516919 -7601
Chr6 Complement NT_039378.1 GGATCAAGTTGACCA 67269 LOC333795 59848 43673 -7421 59848 43673 -7421 59796 43673 -7473
Chr1 Normal NT_039194.1 GGATCAAGTTGACCA 17272 Ifi202a 24682 51851 -7410 24692 51851 -7420 0 0 17272
Chr11 Normal NT_039516.1 ATGTCAGTTTGACCT 1081807 Pank3 1089215 1106255 -7408 1089227 1106255 -7420 1089663 1105201 -7856
Chr16 Normal NT_039625.1 TGGTCAATTTGACTT 2198366 LOC239859 2205784 2269066 -7418 2205784 2269066 -7418 2205784 2269066 -7418
Chr11 Complement NT_039520.1 AGGGCATCATGACCA 20094906 Akap10 20102290 20043371 7384 20087489 20044907 -7417 20087094 20045080 -7812
Chr5 Normal NT_039307.1 AGGTGATATTGACCA 14529166 Afm 14536582 14571707 -7416 14536582 14571707 -7416 14536611 14570764 -7445
Chr4 Normal NT_039264.1 GGGTGAATATGACCA 15966353 AW822253 15973769 15981860 -7416 15973769 15981860 -7416 15976949 15979828 -10596
Chr14 Normal NT_039606.1 AGGCCAACTTGACCC 1952149 Rec8-pending 1959366 1966718 -7217 1959565 1966718 -7416 1959932 1966690 -7783
Chr7 Normal NT_039433.1 GGCTCAGCTCGACCT 3594014 Zfp143 3601429 3626849 -7415 3601429 3626849 -7415 3601455 3626415 -7441
Chr6 Complement NT_039355.1 GGGTCAGCCTGACTG 11979010 LOC330410 11971596 11968028 -7414 11971596 11968028 -7414 11969600 11969274 -9410
Chr9 Normal NT_039472.1 GGGACACCATGACCA 15617968 LOC244771 15625381 15664927 -7413 15625381 15664927 -7413 15625381 15664927 -7413
Chr17 Normal NT_039638.1 TGATCAAAGTGACCT 365588 LOC224496 373000 373494 -7412 373000 373494 -7412 373000 373494 -7412
Chr7 Normal NT_039433.1 AGCTCGACCTGACCT 3594019 Zfp143 3601429 3626849 -7410 3601429 3626849 -7410 3601455 3626415 -7436
Chr1 Complement NT_039180.1 AGGTCATGGTGGCCT 20664113 LOC329257 20656706 20632157 -7407 20656706 20632157 -7407 20652525 20632429 -11588
Chr4 Normal NT_039265.1 AGGTCACTGTGAACG 5286318 BC003266 5293695 5297691 -7377 5293724 5297691 -7406 5296791 5297069 -10473
Chr6 Complement NT_039340.1 GGGCCACTGTGACCA 19171523 LOC214649 19164117 19159629 -7406 19164117 19159629 -7406 19164117 19159629 -7406
Chr5 Complement NT_039307.1 GGATCAAGTTGACCA 17446066 LOC330129 17438660 17435799 -7406 17438660 17435799 -7406 17438632 17436143 -7434
Chr2 Complement NT_039205.1 AGGTCAATATGAACT 7687761 2010009K05Rik 7680356 7659637 -7405 7680356 7659637 -7405 7668615 7660013 -19146
Chr8 Normal NT_039455.1 TTGTCAGCATGACCT 9912486 Rhok 9919890 9931433 -7404 9919890 9931433 -7404 9919907 9931107 -7421
Chr11 Complement NT_039521.1 GGGTCAGAGTGAACA 5906278 Tisp78-pending 5902740 5897336 -3538 5898874 5897336 -7404 5897565 5897362 -8713
Chr13 Normal NT_039578.1 AGGACATAATGACCC 7250813 AI173001 7258215 7260959 -7402 7258215 7260959 -7402 7260207 7260578 -9394
Chr2 Normal NT_039209.1 GGGTCAGCAAGACCT 30327250 AI648866 30334643 30347946 -7393 30334652 30336286 -7402 30334674 30335952 -7424
Chr14 Complement NT_039606.1 GGGTCACCATGAGCT 2475082 Gzme 2467749 2464742 -7333 2467680 2464747 -7402 2467680 2464849 -7402
Chr11 Normal NT_039520.1 GGCTCATAGTGACCT 44772884 LOC194954 44780283 44800371 -7399 44780283 44800371 -7399 44780283 44800371 -7399
Chr6 Normal NT_039347.1 GAGTCACCATGACCA 530594 LOC243465 537990 538575 -7396 537990 538575 -7396 537990 538575 -7396
Chr4 Normal NT_039268.1 TGGTCATCGTGACCC 3137337 1110033A15Rik 3144732 3151345 -7395 3144732 3151345 -7395 3144790 3148872 -7453
Chr7 Complement NT_039414.1 GGGTCAAGGAGACCT 4882547 1810013P09Rik 4881011 4873668 -1536 4875153 4873668 -7394 4875137 4874298 -7410
Chr9 Complement NT_039472.1 CGGTCACCTTGACAC 8464171 BC010245 8457028 8425077 -7143 8456778 8426365 -7393 8454392 8432939 -9779



Chr5 Complement NT_039312.1 AGGTCAGAGTGCCCT 6230996 LOC333053 6223607 6196678 -7389 6223607 6196678 -7389 6223607 6196678 -7389
Chr6 Normal NT_039353.1 GGGTCATTGTGGCCC 5349432 Fbln2 5356410 5417333 -6978 5356819 5417333 -7387 5377471 5416672 -28039
Chr13 Complement NT_039589.1 AGGTCAACCTGCCCA 3253086 LOC331949 3245699 3214057 -7387 3245699 3214057 -7387 3245699 3214057 -7387
Chr10 Normal NT_039496.1 CGGTCAGGCTGGCCC 5811644 2310012I10Rik 5819029 5828120 -7385 5819029 5828120 -7385 5819037 5826473 -7393
Chr10 Complement NT_039500.1 ATGTCAAGTTGACCC 16606666 4930503E15Rik 16599282 16370992 -7384 16599282 16370992 -7384 16599282 16370992 -7384
Chr14 Normal NT_039606.1 AGGTCACACTTACCC 16795955 4930506C02Rik 16803339 16804628 -7384 16803339 16804628 -7384 16804221 16804547 -8266
Chr2 Normal NT_039210.1 AGGTCATAATGAGCC 3926304 4922501H04Rik 3933523 4047068 -7219 3933687 3935294 -7383 3933830 3934861 -7526
Chr13 Normal NT_039589.1 TGGTCACAGTGTCCT 12539505 LOC218369 12546886 12548692 -7381 12546886 12548692 -7381 12547146 12548027 -7641
Chr19 Normal NT_039684.1 AAGTCAGTCTGACCT 2191979 2010003K11Rik 2199359 2201152 -7380 2199359 2201152 -7380 2199423 2200426 -7444
Chr19 Normal NT_039692.1 AGGTCAACCTGAGCT 2285764 LOC226121 2293144 2295354 -7380 2293144 2295354 -7380 2293144 2295354 -7380
Chr11 Normal NT_039520.1 TGGTCAGCAAGACCC 20756535 LOC327942 20763914 20821572 -7379 20763914 20821572 -7379 20763914 20821026 -7379
Chr6 Complement NT_039340.1 CAGTCAAGCTGACCC 21075101 Slc13a1 21067722 20988306 -7379 21067722 20988306 -7379 21067694 20988977 -7407
ChrX Complement NT_039702.1 AGTTCACTTTGACCC 13714897 2010200P20Rik 13707691 13693849 -7206 13707519 13693849 -7378 13707453 13704560 -7444
Chr5 Normal NT_039302.1 AAGTCACCCTGACCA 2877305 Acox3 2884510 2915976 -7205 2884682 2914800 -7377 2889639 2914327 -12334
Chr8 Complement NT_039461.1 TGGTCACGGGGACCT 8617291 LOC244495 8609917 8538079 -7374 8609917 8538079 -7374 8609917 8538079 -7374
Chr7 Normal NT_039436.1 GGGTCATTTTGACTT 1278636 LOC212549 1286009 1292301 -7373 1286009 1292301 -7373 1286009 1292301 -7373
Chr15 Complement NT_039621.1 AGGTCATCCTGGCCT 45188616 Scube1 45181359 45061347 -7257 45181244 45061347 -7372 45181244 45064910 -7372
Chr12 Complement NT_039552.1 AAGTCACCCTGACCA 2701320 LOC217754 2693950 2564019 -7370 2693950 2564019 -7370 2650837 2564037 -50483
Chr9 Normal NT_039474.1 AGGTCAGAATCACCT 1328133 LOC235390 1335502 1335801 -7369 1335502 1335801 -7369 1335502 1335801 -7369
Chr17 Complement NT_039657.1 AGGCCACTGTGACCA 4819444 LOC332248 4812078 4697537 -7366 4812078 4697537 -7366 4812078 4697537 -7366
Chr7 Normal NT_039413.1 CGGTCAAGCTGACAC 2097457 LOC233045 2104820 2114357 -7363 2104820 2114357 -7363 2104857 2113140 -7400
Chr6 Normal NT_039343.1 GGGTGACTGCGACCT 8868648 V1rc3 8876011 8876910 -7363 8876011 8876910 -7363 8876011 8876910 -7363
Chr2 Normal NT_039222.1 TGGTCAGCATGTCCT 40321 2010009K05Rik 47683 80079 -7362 47683 68399 -7362 59427 68022 -19106
Chr1 Complement NT_039170.1 AGGTCACAGAGACCC 13848057 C820010P03Rik 13898261 13798259 50204 13840695 13798259 -7362 13837405 13798996 -10652
Chr19 Normal NT_039692.1 GGGCCAGGCCGACCT 5596402 Tlx1 5603560 5609788 -7158 5603761 5608961 -7359 5603761 5608961 -7359
Chr12 Complement NT_039553.1 AGCTCAGAGTGACCT 8559599 A730018C14Rik 8552244 8539834 -7355 8552244 8542728 -7355 8544509 8543787 -15090
Chr3 Complement NT_039230.1 GGGTAATTATGACCA 13199035 LOC242065 13191681 13182724 -7354 13191681 13182724 -7354 13191681 13182724 -7354
Chr9 Complement NT_039473.1 AGATCAGGCTGACCT 13241021 C230094F14Rik 13233669 13211440 -7352 13233669 13211548 -7352 13233554 13213748 -7467
Chr16 Complement NT_039624.1 AGTTCATGTTGACCT 53211084 2810403B08Rik 53203756 53172505 -7328 53203734 53172505 -7350 53203696 53172721 -7388
Chr18 Complement NT_039674.1 TGTTCATTTTGACCC 58911645 LOC225602 58904295 58885911 -7350 58904295 58885911 -7350 58904136 58890517 -7509
Chr3 Complement NT_039227.1 AGGTCAAAAGGACCT 9755642 6330415N05Rik 9748294 9746132 -7348 9748294 9746132 -7348 9748208 9747927 -7434
Chr1 Normal NT_039188.1 AGGTAGCCCTGACCC 1555131 LOC226745 1562478 1564865 -7347 1562478 1564865 -7347 1562641 1563261 -7510
Chr9 Complement NT_039474.1 GGATCAAGTTGACCT 20308746 Unc13h3 20301399 20064341 -7347 20301399 20064341 -7347 20301211 20126178 -7535
Chr2 Complement NT_039208.1 GGGGCATGGTGACCT 2019772 Slc25a12 2012595 1918562 -7177 2012429 1919013 -7343 2012370 1919422 -7402
Chr4 Complement NT_039264.1 GGGTCGTGCTGCCCC 18333053 LOC230674 18325711 18282641 -7342 18325711 18287727 -7342 18323215 18287805 -9838
Chr17 Complement NT_039661.1 CAGTCATAATGACCT 606471 LOC333727 599129 586671 -7342 599129 586671 -7342 599129 586671 -7342
Chr6 Complement NT_039343.1 AGGTCAACTTGATCC 10432739 LOC330329 10425399 10411358 -7340 10425399 10411358 -7340 10425399 10411358 -7340
Chr13 Normal NT_039580.1 TGGTCACAATGTCCC 3951036 C030005H24Rik 3958375 3958960 -7339 3958375 3958960 -7339 3958432 3958854 -7396
Chr4 Normal NT_039268.1 TGGTCATGTTGACCA 5219831 LOC330004 5227169 5228751 -7338 5227169 5228751 -7338 5227292 5228731 -7461
Chr12 Normal NT_039551.1 GGTTCACATTGACCG 14388100 LOC271005 14395434 14449604 -7334 14395434 14449604 -7334 14395434 14449604 -7334
Chr12 Normal NT_039548.1 AGGTCAGCTTGAGCC 11537684 LOC207909 11545017 11600220 -7333 11545017 11600220 -7333 11545017 11600220 -7333
Chr17 Complement NT_039650.1 AAGTCATCCTGACCC 1774365 LOC209751 1767034 1766285 -7331 1767034 1766285 -7331 1767034 1766285 -7331
Chr15 Complement NT_039617.1 AGGTCAACTTGATCC 5780847 LOC223330 5773516 5773154 -7331 5773516 5773154 -7331 5773499 5773167 -7348
ChrX Complement NT_039708.1 AGGTCACAGAGACCG 1353012 LOC333528 1345684 1332454 -7328 1345684 1332454 -7328 1345645 1332454 -7367
Chr12 Complement NT_039551.1 GGGTCGTGCTGCCCC 16080176 LOC208754 16072851 16067766 -7325 16072851 16067766 -7325 16072792 16067766 -7384
Chr2 Complement NT_039206.1 TGGTCAGAGTCACCC 19856526 LOC227906 19849201 19848712 -7325 19849201 19848712 -7325 19849201 19848712 -7325
Chr5 Normal NT_039314.1 AGGTCAAGGTGAGCC 6179823 2900083I11Rik 6187145 6226535 -7322 6187145 6226535 -7322 6204089 6226332 -24266
Chr11 Normal NT_039521.1 AGGTCAACTTGATCC 1317128 LOC331774 1324450 1342493 -7322 1324450 1342493 -7322 1327772 1342493 -10644
Chr5 Normal NT_039305.1 GGGTCACACTGACTT 1588649 Nedd7 1595971 1597437 -7322 1595971 1597437 -7322 1596082 1597260 -7433
ChrX Complement NT_039702.1 AGCTCATGATGACCT 99812 LOC279554 92491 43804 -7321 92491 43804 -7321 92474 43804 -7338
Chr7 Complement NT_039429.1 GGGTCCACGTGACCA 1915665 2210412D01Rik 1908347 1866231 -7318 1908347 1866233 -7318 1908277 1867455 -7388
Chr19 Normal NT_039685.1 AGGTCTGCCTGACCA 819667 LOC225901 826984 837600 -7317 826984 837600 -7317 826984 837600 -7317
Chr2 Normal NT_039210.1 TGGTCCAGATGACCC 6575677 LOC277432 6582994 6745655 -7317 6582994 6613056 -7317 6583150 6612462 -7473
Chr17 Complement NT_039657.1 AGGTCAACAAGACCC 9165609 Vapa 9158337 9124836 -7272 9158292 9124836 -7317 9158073 9125471 -7536
Chr3 Complement NT_039238.1 AGCTCAGGCTGACCT 973479 LOC329712 966164 964088 -7315 966164 964088 -7315 965221 964922 -8258
Chr1 Complement NT_039170.1 CTGTCAACTTGACCC 50947011 Tnp1 50939717 50938901 -7294 50939696 50938901 -7315 50939687 50939121 -7324
Chr16 Normal NT_039624.1 GGGTCAAATTGACAG 22567666 Trp63 22536305 22665567 31361 22574981 22665567 -7315 22575099 22662790 -7433
Chr2 Complement NT_039205.1 AGGACATGCTGACCA 7687670 2010009K05Rik 7680356 7659637 -7314 7680356 7659637 -7314 7668615 7660013 -19055
Chr17 Complement NT_039649.1 AGGTCATTGGGACCT 302945 DKFZp761A132 295631 284653 -7314 295631 287280 -7314 295083 287498 -7862
Chr6 Normal NT_039341.1 AGGTCAGATTGAACT 9569242 2610037M15Rik 9576555 9647829 -7313 9576555 9647823 -7313 9580567 9646930 -11325
Chr7 Complement NT_039433.1 TGGTGACTCTGACCT 291282 MOR283-3 283969 283034 -7313 283969 283034 -7313 283969 283034 -7313
Chr6 Normal NT_039343.1 AGGACACCATGACCA 1085463 Stk31 1092776 1168593 -7313 1092776 1168593 -7313 1092807 1168444 -7344
Chr5 Normal NT_039312.1 AAGTCAAGTTGACCC 595625 Ung 602127 611059 -6502 602938 611059 -7313 602967 610114 -7342
Chr10 Normal NT_039496.1 AGGTCCGGGTGACCT 1199223 AI195023 1206462 1239851 -7239 1206535 1239851 -7312 1206558 1239622 -7335
Chr16 Complement NT_039624.1 TGGTCAAGCTGACCT 56193717 MOR184-1 56186405 56185479 -7312 56186405 56185479 -7312 56186405 56185479 -7312
Chr5 Complement NT_039315.1 GGGTCATGTTGTCCT 904141 Mcmd7 896830 889556 -7311 896830 889556 -7311 896724 889687 -7417
Chr5 Complement NT_039307.1 GGGTCAGCTTGGCCA 1398703 LOC243064 1391393 1381419 -7310 1391393 1381419 -7310 1391393 1381419 -7310
Chr10 Normal NT_039495.1 GGGTCAGACAGACCA 11709062 Ank3 11350485 11842926 358577 11716371 11841780 -7309 11350858 11841713 358204
Chr2 Normal NT_039206.1 AGGTCAGGCTGAGCC 3285756 LOC227785 3293065 3322038 -7309 3293065 3293560 -7309 3293065 3293560 -7309
Chr19 Complement NT_039692.1 GGGTCCCAGTGACCT 16587481 LOC332392 16580172 16560021 -7309 16580172 16560021 -7309 16580172 16560021 -7309
Chr3 Normal NT_039234.1 GGGGCAAAGTGACCA 15686310 LOC271930 15693618 15718519 -7308 15693618 15718519 -7308 15699489 15718519 -13179
Chr19 Complement NT_039687.1 AGTTCATAATGACCA 6501906 Psat-pending 6494598 6474562 -7308 6494598 6474562 -7308 6494462 6475585 -7444
Chr12 Normal NT_039548.1 GGGTCAGTTTGACTT 6857375 LOC328077 6864682 6866895 -7307 6864682 6866895 -7307 6864682 6866895 -7307
Chr13 Complement NT_039578.1 TGGTCAACCTGACAT 15511720 LOC328215 15504413 15501670 -7307 15504413 15501670 -7307 15502590 15502060 -9130
Chr9 Complement NT_039482.1 GGGCCAGTTCGACCC 5725835 Axud1 5725054 5712452 -781 5718529 5713474 -7306 5718493 5713527 -7342
Chr3 Complement NT_039226.1 AGGTCATTTTGACTC 7395220 Impa1 7387914 7372721 -7306 7387914 7374293 -7306 7387914 7374293 -7306
Chr13 Complement NT_039590.1 GGTTCGAAGTGACCC 21556357 LOC218632 21549051 21530965 -7306 21549051 21530965 -7306 21545881 21530965 -10476
Chr2 Normal NT_039210.1 TGTTCACCTTGACCC 11840935 LOC241767 11848241 11996740 -7306 11848241 11906682 -7306 11848241 11906682 -7306
Chr4 Normal NT_039266.1 AGGTCTATTTGACCT 8494451 9130020G10Rik 8501756 8502996 -7305 8501756 8502996 -7305 8501866 8502630 -7415
Chr10 Complement NT_039496.1 GGGTCAGGGTGACAG 6455397 Klf16 6448119 6437693 -7278 6448092 6437693 -7305 6447998 6439489 -7399
Chr4 Complement NT_039261.1 TGGGCATCATGACCT 10523754 MGC11742 10516513 10442247 -7241 10516450 10442422 -7304 10491423 10444043 -32331
Chr17 Normal NT_039650.1 AGGTAACGATGACCC 1571370 LOC328811 1578670 1579544 -7300 1578670 1579544 -7300 1578820 1579544 -7450
Chr16 Complement NT_039625.1 AGGTAAGCGCGACCC 26514094 LOC332203 26506794 26506172 -7300 26506794 26506172 -7300 26506794 26506172 -7300
Chr5 Normal NT_039312.1 GTGTCAAGTTGACCT 10760810 5730405M13Rik 10768108 10771448 -7298 10768108 10771448 -7298 10768108 10771052 -7298
Chr16 Normal NT_039624.1 TGGTCAACTTGATCC 42689427 LOC208169 42696725 42728437 -7298 42696725 42728437 -7298 42696725 42728437 -7298
Chr1 Complement NT_039185.1 GGATCAAGTTGACCA 17547948 LOC226689 17540652 17526025 -7296 17540652 17526025 -7296 17534235 17527591 -13713
Chr19 Complement NT_039689.1 AGGTCAGACTGCCCT 3197279 LOC332386 3189983 3186543 -7296 3189983 3186543 -7296 3189983 3186543 -7296
Chr8 Normal NT_039467.1 GGGTCATAGTTACCC 22645154 Gpr56 22652449 22663510 -7295 22652449 22663510 -7295 22652449 22662301 -7295
Chr9 Complement NT_039477.1 GGGTCACTGTGCCCA 7613924 4733401H18Rik 7606700 7604825 -7224 7606630 7605154 -7294 7606215 7605247 -7709
Chr4 Normal NT_039266.1 ACGTCACCATGACCA 12925695 LOC332956 12932988 12956407 -7293 12932988 12956407 -7293 12932988 12956407 -7293
Chr8 Normal NT_039467.1 AGGTCAGCCTGGCCT 22698771 LOC330830 22706063 22712929 -7292 22706063 22712929 -7292 22706961 22712850 -8190
Chr8 Normal NT_039467.1 GGGTGATGGTGACCA 16304623 2010013M14Rik 16311878 16363289 -7255 16311914 16363289 -7291 16320215 16361852 -15592
Chr18 Normal NT_039674.1 TGGTCACTGTCACCT 12589696 LOC225225 12596987 12597663 -7291 12596987 12597663 -7291 12596987 12597663 -7291
ChrX Complement NT_039714.1 GGATCAAGTCGACCT 1888403 LOC237032 1881112 1856025 -7291 1881112 1856025 -7291 1881112 1856025 -7291
Chr2 Complement NT_039210.1 AGATCAGGCTGACCT 16079483 LOC278879 16072192 16024085 -7291 16072192 16024085 -7291 16072192 16024085 -7291



Chr4 Normal NT_039260.1 AGGTCACCTGGACCT 79266 Dnajb5 86448 95308 -7182 86556 94329 -7290 89756 94132 -10490
Chr6 Complement NT_039353.1 AGGTCAGCATGAGCT 22943493 LOC208118 22936203 22933976 -7290 22936203 22933976 -7290 22935199 22934132 -8294
Chr17 Complement NT_039667.1 AAGTCATCCTGACCC 195006 LOC193821 187717 186788 -7289 187717 186788 -7289 187717 186788 -7289
Chr16 Normal NT_039624.1 GGGTTATATTGACCT 49842186 LOC208652 49849475 50069726 -7289 49849475 50069726 -7289 49849475 50069726 -7289
Chr1 Normal NT_039180.1 AGGTCAGACTGACGT 18492429 LOC211335 18499716 18542396 -7287 18499716 18542396 -7287 18499716 18542396 -7287
Chr16 Normal NT_039627.1 AGGTCAACTTGATCC 1124703 Bace2 1131974 1214050 -7271 1131989 1212137 -7286 1132014 1211933 -7311
Chr15 Complement NT_039621.1 AGGTGGAGATGACCT 39971404 LOC223679 39964118 39963195 -7286 39964118 39963195 -7286 39963853 39963407 -7551
Chr19 Complement NT_039684.1 AGGTCAGTTTTACCT 354542 Map4k2 347347 332881 -7195 347256 334972 -7286 347256 334972 -7286
Chr6 Complement NT_039355.1 GGGTCACATTGAGCA 6778620 Rpl32 6771366 6768106 -7254 6771335 6768106 -7285 6770489 6768151 -8131
Chr7 Normal NT_039438.1 GGATCAAGTTGACCT 145303 LOC270502 152586 153281 -7283 152586 153281 -7283 152586 153281 -7283
Chr18 Complement NT_039674.1 AGATCAGCCTGACCT 57949963 4833419K08Rik 57942681 57940802 -7282 57942681 57940802 -7282 57942404 57942117 -7559
Chr9 Complement NT_039472.1 AAGTCAGGACGACCT 8664803 C330001K17Rik 8657523 8644896 -7280 8657523 8644896 -7280 8657363 8645150 -7440
Chr10 Normal NT_039492.1 TGGTCATGGTTACCC 15268946 LOC213259 15276226 15362664 -7280 15276226 15362664 -7280 15276226 15362664 -7280
Chr1 Normal NT_039189.1 TGGTCATGTTGTCCC 8655842 Slc30a1 8663122 8666078 -7280 8663122 8666078 -7280 8663269 8666017 -7427
Chr4 Complement NT_039264.1 GGGTCAAGGTCACCT 2026540 LOC272063 2019261 2018478 -7279 2019261 2018478 -7279 2019261 2018478 -7279
Chr1 Normal NT_039185.1 TGGTCATGGTGACTT 15751140 Slam 15758417 15791868 -7277 15758417 15791868 -7277 15758513 15790908 -7373
Chr19 Normal NT_039692.1 GGGTCAGGAAGACCC 3868214 Cnnm1 3875490 3930571 -7276 3875490 3930571 -7276 3875819 3929858 -7605
Chr11 Complement NT_039521.1 AGATCAGGCTGACCT 29290331 Tk1 29283195 29272629 -7136 29283056 29272629 -7275 29282882 29273054 -7449
Chr5 Complement NT_039305.1 TGGTCACCATGAGCT 35356634 2510002A14Rik 35349365 35294327 -7269 35349365 35294327 -7269 35348191 35306784 -8443
Chr10 Complement NT_039496.1 GGGTCACCTGGACCC 6002431 9630008F14 5998938 5990128 -3493 5995165 5990228 -7266 5994288 5990865 -8143
Chr10 Complement NT_039491.1 ATGTCACCGTGACCA 93027 Pcmt1 103648 52036 10621 85762 52899 -7265 85641 60505 -7386
Chr12 Complement NT_039551.1 AGGTCACACTGATCT 293967 LOC238177 286703 258364 -7264 286703 258364 -7264 286703 258364 -7264
Chr17 Complement NT_039658.1 CAGTCATTCTGACCC 12503463 A230048G03Rik 12496202 12472757 -7261 12496202 12472757 -7261 12490360 12473941 -13103
Chr2 Complement NT_039210.1 AGGTCATCCTGACCT 5511739 LOC228838 5504478 5497950 -7261 5504478 5497950 -7261 5504478 5503018 -7261
Chr12 Normal NT_039553.1 AGATCAAAGTGACCT 5075570 LOC278616 5082827 5119154 -7257 5082827 5119154 -7257 5082827 5119154 -7257
Chr9 Normal NT_039472.1 GGGTCATGTTGTCCT 327273 Mtmr2 334530 392666 -7257 334530 391983 -7257 335441 391722 -8168
Chr5 Complement NT_039312.1 AGGCCAGGCTGACCT 3856461 Pbp 3849251 3844217 -7210 3849205 3844217 -7256 3849202 3844811 -7259
Chr2 Complement NT_039209.1 TGGTCAGCTTGACAT 19007231 Arhv 18999976 18997958 -7255 18999976 18997958 -7255 18999878 18998799 -7353
Chr17 Complement NT_039655.1 GGGTAGATATGACCC 7124038 Guca1a 7119244 7110786 -4794 7116784 7110870 -7254 7116767 7110884 -7271
Chr3 Complement NT_039238.1 CAGTCACTCTGACCC 2915338 4930573H18Rik 2908085 2853628 -7253 2908085 2853628 -7253 2907789 2853950 -7549
Chr10 Complement NT_039492.1 GGGTCATGCTGATCA 22857777 LOC213804 22850526 22819338 -7251 22850526 22819338 -7251 22850526 22819338 -7251
Chr8 Complement NT_039457.1 GTGTCAAACTGACCA 2632967 9530004P13Rik 2625718 2624747 -7249 2625718 2624747 -7249 2625670 2625296 -7297
Chr5 Normal NT_039318.1 AGCTCACTCTGACCA 1292307 Cpsf4 1299555 1314372 -7248 1299555 1314372 -7248 1299688 1313536 -7381
Chr15 Complement NT_039621.1 AGCTCAGCTTGACCA 38949691 2210421G13Rik 38942445 38933996 -7246 38942445 38934272 -7246 38939551 38934735 -10140
Chr17 Normal NT_039658.1 TTGTCAACTTGACCC 20754871 Cript-pending 20762117 20772116 -7246 20762117 20772116 -7246 20762181 20771566 -7310
Chr10 Normal NT_039502.1 AGGTCATTTTCACCT 5096301 MGC37568 5102658 5109759 -6357 5103547 5109759 -7246 5105683 5109485 -9382
Chr18 Normal NT_039674.1 AGGCCAAGCTGACCC 9078809 LOC328900 9086054 9089223 -7245 9086054 9089223 -7245 9086445 9088116 -7636
Chr5 Normal NT_039305.1 TGGTCACTTTGCCCC 25929960 B830017A01Rik 25861931 26021002 68029 25937204 26021002 -7244 25957267 26019772 -27307
Chr7 Normal NT_039429.1 GGGCCATGATGACCA 16275510 LOC244154 16282754 16288538 -7244 16282754 16288538 -7244 16282754 16288538 -7244
Chr10 Normal NT_039494.1 AGGTCTATCTGACCT 11229395 LOC327757 11236638 11239758 -7243 11236638 11239758 -7243 11236748 11237143 -7353
Chr7 Normal NT_039437.1 AGGTCAGAGCGTCCT 2093979 Dhcr7 2101192 2119427 -7213 2101221 2119427 -7242 2107632 2118534 -13653
Chr4 Normal NT_039259.1 AGGTCAATATGACAG 17882799 LOC242403 17890041 17901684 -7242 17890041 17901684 -7242 17890041 17901684 -7242
Chr10 Normal NT_039492.1 AGCTCAAAATGACCT 19909674 LOC270718 19916916 19943336 -7242 19916916 19943336 -7242 19933549 19943336 -23875
Chr9 Complement NT_039474.1 GGTTCACAATGACCT 11418879 LOC333400 11411639 11395789 -7240 11411639 11395789 -7240 11411639 11395789 -7240
Chr6 Normal NT_039353.1 AGCTCATTCTGACCA 4496824 BC003332 4503950 4537964 -7126 4504061 4537964 -7237 4504117 4536584 -7293
Chr12 Normal NT_039553.1 AGGTCATACTGACTG 332523 LOC271048 339754 343291 -7231 339754 343291 -7231 339754 343291 -7231
Chr6 Normal NT_039343.1 AGGTCATCCTGACAA 638726 LOC231942 645956 647581 -7230 645956 647581 -7230 645956 647581 -7230
Chr4 Complement NT_039266.1 GGGCCAGCCTGACCA 12844831 LOC329981 12837601 12833877 -7230 12837601 12833877 -7230 12835773 12835255 -9058
Chr4 Normal NT_039266.1 AGGCCAGCATGACCT 5415431 Cnr2 5422501 5447320 -7070 5422660 5447320 -7229 5443720 5444763 -28289
Chr9 Complement NT_039472.1 AGGTCAGACTGACTG 8630188 LOC244728 8622959 8618341 -7229 8622959 8618341 -7229 8622959 8618341 -7229
Chr9 Complement NT_039477.1 GGGTCAAGCTGACAT 4095873 2310041H06Rik 4088646 4086513 -7227 4088646 4086513 -7227 4088621 4087125 -7252
Chr9 Complement NT_039474.1 TGGTCAACTTGATCC 19952338 LOC208897 19945112 19864896 -7226 19945112 19864896 -7226 19945074 19864896 -7264
Chr15 Complement NT_039621.1 GGGTCAAGTTGACAA 9153274 LOC239422 9146048 9111606 -7226 9146048 9111606 -7226 9139760 9111606 -13514
Chr17 Complement NT_039649.1 AGGTCACGGCGACCC 2381949 Rhbdl 2374753 2372062 -7196 2374723 2372062 -7226 2374622 2372383 -7327
Chr7 Complement NT_039428.1 AGCTCAGGCTGACCT 21055048 9830160G03Rik 21047853 21015477 -7195 21047826 21015477 -7222 21041998 21017166 -13050
Chr2 Complement NT_039205.1 AGGGCAGACTGACCT 2949912 LOC329361 2942690 2939601 -7222 2942690 2939601 -7222 2942075 2941668 -7837
Chr8 Normal NT_039467.1 TGGTCAGAATGAGCC 33124184 AI448583 33131405 33139360 -7221 33131405 33139360 -7221 33135314 33138742 -11130
Chr17 Normal NT_039667.1 AAGTCATCCTGACCC 195006 LOC333880 202227 206186 -7221 202227 206186 -7221 202227 206186 -7221
Chr7 Complement NT_039407.1 AGGTCAACATGAGCT 1136857 MGC27631 1129636 1101302 -7221 1129636 1101302 -7221 1129501 1101806 -7356
Chr7 Normal NT_039383.1 AGGTCACGTTGATCC 45328 1010001M12Rik 52274 55335 -6946 52547 55335 -7219 52572 55266 -7244
Chr7 Complement NT_039442.1 AGGTCAACCCGGCCT 164946 LOC194419 159252 156249 -5694 157727 156249 -7219 157712 157269 -7234
Chr9 Normal NT_039474.1 AGGTCATCATGACAA 4232616 Sema7a 4239835 4248509 -7219 4239835 4248509 -7219 4239835 4247904 -7219
Chr14 Normal NT_039606.1 TGGTCATGTTGACAT 16086568 LOC271215 16093786 16143026 -7218 16093786 16143026 -7218 16093786 16143026 -7218
Chr2 Normal NT_039205.1 TGGTCAAGGTGACAC 2712512 1110061N23Rik 2719728 2721051 -7216 2719728 2721051 -7216 2720332 2720883 -7820
Chr7 Complement NT_039435.1 TTGTCATGCTGACCT 6889237 5730476P14Rik 6882021 6690120 -7216 6882021 6690120 -7216 6881991 6690278 -7246
Chr2 Normal NT_039205.1 GGGTCAGAGTGAGCA 2802339 LOC227619 2809555 2829000 -7216 2809555 2829000 -7216 2809650 2827355 -7311
Chr4 Complement NT_039263.1 AGGTCTCACTGACCA 5534020 5830433M19Rik 5526805 5470104 -7215 5526805 5470104 -7215 5526725 5471046 -7295
Chr19 Complement NT_039683.1 GGGTCATGCAGACCC 180558 Vegfb 173344 168219 -7214 173344 168219 -7214 173158 171130 -7400
Chr7 Normal NT_039433.1 TGGTCAATGTGACCA 1717244 LOC272417 1724456 1724776 -7212 1724456 1724776 -7212 1724456 1724776 -7212
Chr1 Complement NT_039180.1 AGGCCAAGTTGACCT 17343345 9330132O05Rik 17336139 17332519 -7206 17336135 17332519 -7210 17336023 17333012 -7322
Chr15 Normal NT_039621.1 GGGTCATAGTCACCA 54899410 MGC27795 54906569 54998815 -7159 54906616 54998815 -7206 54918830 54996473 -19420
Chr15 Complement NT_039621.1 GGGTCAGTGTGACAA 41349335 D15Ertd417e 41343402 41325303 -5933 41342130 41326774 -7205 41342019 41327809 -7316
Chr3 Normal NT_039234.1 AGGTCGCCACGACCT 929543 LOC207879 936747 955583 -7204 936747 955583 -7204 939632 954639 -10089
Chr5 Normal NT_039305.1 GGTTCATAGTGACCA 9779780 LOC210018 9786983 9819240 -7203 9786983 9819240 -7203 9786983 9819240 -7203
Chr17 Normal NT_039656.1 GGCTCATGCTGACCT 2125198 Chaf1a 2132307 2159977 -7109 2132400 2159569 -7202 2132400 2159501 -7202
Chr5 Complement NT_039314.1 TGGTCATCAAGACCC 3071583 LOC213900 3064381 3000201 -7202 3064381 3000201 -7202 3064381 3000201 -7202
Chr10 Complement NT_039501.1 GGGTCAGTGTGACAT 459244 LOC216375 452042 451178 -7202 452042 451178 -7202 451710 451396 -7534
Chr17 Complement NT_039649.1 AGGTCCTTGTGACCA 4280053 Pse-pending 4272914 4258138 -7139 4272852 4258233 -7201 4264232 4258652 -15821
Chr13 Normal NT_039580.1 AGGCCAGTATGACCT 9962090 4921532D18Rik 9969290 9995406 -7200 9969290 9995406 -7200 9969856 9991907 -7766
Chr8 Normal NT_039455.1 AGGCCAATCTGACCC 15898330 5430437K10Rik 15905530 15907108 -7200 15905530 15907108 -7200 15906630 15906962 -8300
Chr1 Normal NT_039186.1 GTGTCACTGTGACCA 2555154 LOC332540 2562354 2595591 -7200 2562354 2595591 -7200 2562354 2595591 -7200
Chr6 Complement NT_039340.1 TGGTCAGGGTGACTT 8875752 LOC211262 8868557 8867806 -7195 8868557 8867806 -7195 8868553 8868020 -7199
Chr3 Normal NT_039234.1 TGGTCAGGCTGACCG 18979239 LOC242088 18986431 19055525 -7192 18986431 19055525 -7192 18986431 19055525 -7192
Chr10 Complement NT_039500.1 AGGTCAACTTGACCC 8026686 LOC327800 8019494 7975577 -7192 8019494 7975577 -7192 7976471 7976178 -50215
Chr17 Complement NT_039658.1 GGGTCAGGTTGGCCT 15433674 Slc8a1 15426484 14953444 -7190 15426484 15071401 -7190 15337095 15071817 -96579
Chr7 Complement NT_039395.1 GGGCCATGCTGACCT 1398540 LOC243858 1391353 1382636 -7187 1391353 1382636 -7187 1391353 1382636 -7187
Chr13 Normal NT_039590.1 AGGTCACCGTGGCCT 21583210 Esm1 21590212 21598651 -7002 21590396 21597293 -7186 21590396 21597293 -7186
Chr11 Complement NT_039521.1 AGGTCATACTGGCCT 1896920 6030470M02Rik 1889735 1886396 -7185 1889735 1886396 -7185 1887681 1887376 -9239
ChrX Normal NT_039711.1 AGGTCTTGCTGACCC 7130160 LOC333554 7137345 7146795 -7185 7137345 7146795 -7185 7137345 7146795 -7185
Chr13 Complement NT_039578.1 GGATCAAGTTGACCA 5169891 D130006K24Rik 5163529 4788855 -6362 5162708 4788855 -7183 5162584 4789057 -7307
Chr16 Complement NT_039624.1 GGTTCAGTTTGACCC 30773911 E530005C20Rik 30766728 30763165 -7183 30766728 30763165 -7183 30765665 30763518 -8246
Chr8 Normal NT_039455.1 AGGTCACCTTGACTG 6849708 LOC330706 6856890 6861108 -7182 6856890 6861108 -7182 6860599 6860886 -10891
Chr7 Normal NT_039433.1 AGTTCATCATGACCA 14236906 4930588G17Rik 14244087 14249701 -7181 14244087 14249701 -7181 14248783 14249439 -11877
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2085237 LOC225766 2092418 2092929 -7181 2092418 2092929 -7181 2092418 2092929 -7181
Chr3 Normal NT_039230.1 AGGTCAAACTGACTT 11365237 LOC229352 11372418 11403902 -7181 11372418 11403902 -7181 11372418 11403902 -7181



Chr11 Complement NT_039521.1 AGCTCAGGTTGACCT 12386877 2310075E07Rik 12379698 12377980 -7179 12379698 12377980 -7179 12378899 12378561 -7978
ChrX Complement NT_039716.1 GGGTCACCATGACTG 4506576 5630401M14Rik 4499399 4449357 -7177 4499399 4449357 -7177 4499095 4450833 -7481
Chr18 Complement NT_039674.1 AGGTAACCGTGACCA 17969375 B4galt6 17962199 17936007 -7176 17962199 17936007 -7176 17961480 17936007 -7895
Chr19 Normal NT_039687.1 GAGTCATGATGACCG 16922126 LOC226059 16929302 16960353 -7176 16929302 16960353 -7176 16929357 16959893 -7231
Chr4 Complement NT_039260.1 AGTTCATATTGACCA 17991 LOC277773 10815 4584 -7176 10815 4584 -7176 10747 5090 -7244
Chr3 Complement NT_039238.1 TGGTCACTATTACCT 2525461 2410015C20Rik 2518287 2515793 -7174 2518287 2515793 -7174 2518244 2516094 -7217
Chr7 Normal NT_039423.1 TGGTCATAATGTCCT 108087 LOC330533 115261 118552 -7174 115261 118552 -7174 118083 118367 -9996
Chr9 Complement NT_039474.1 TGGACACCATGACCT 9716388 2300009A05Rik 9709215 9704430 -7173 9709215 9704430 -7173 9709204 9704531 -7184
Chr7 Complement NT_039428.1 AGGTCAGATTGGCCT 13040035 A830073O21Rik 13032863 13029766 -7172 13032863 13029766 -7172 13032640 13031909 -7395
Chr4 Complement NT_039266.1 GGGTCTCACTGACCC 5384999 LOC279232 5377828 5359392 -7171 5377828 5359392 -7171 5374930 5359392 -10069
Chr19 Normal NT_039687.1 GGGTGGCTCTGACCT 9330049 TRPM6 9337220 9479748 -7171 9337220 9479748 -7171 9337268 9479375 -7219
Chr10 Normal NT_039492.1 GGATCAAGTTGACCT 18950568 LOC215946 18957737 18994904 -7169 18957737 18994904 -7169 18957833 18994904 -7265
Chr11 Complement NT_039521.1 GGGTAAGGCTGACCA 27696729 LOC328038 27689560 27687450 -7169 27689560 27687450 -7169 27689173 27688724 -7556
Chr6 Normal NT_039353.1 AGCTCATTCTGACCA 4496824 BC003332 4503950 4537964 -7126 4503992 4517550 -7168 4504117 4536584 -7293
Chr5 Normal NT_039317.1 GGGTCAGACTGAGCT 649459 1110007A14Rik 656626 674068 -7167 656626 674068 -7167 656762 673007 -7303
Chr5 Normal NT_039312.1 GGGTCGGGTTGATCT 9780521 4932422M17Rik 9787688 9790341 -7167 9787688 9790341 -7167 9789106 9789408 -8585
Chr15 Normal NT_039621.1 AGCTCGTGATGACCT 61148640 Aqp5 61155806 61159823 -7166 61155806 61159823 -7166 61156272 61159320 -7632
Chr9 Normal NT_039476.1 GAGTCACTGTGACCT 5072464 LOC235530 5079628 5082986 -7164 5079628 5082986 -7164 5079628 5082986 -7164
Chr1 Complement NT_039180.1 AGGTCAGCCTGAGCT 15563484 Snrpe 15556320 15549927 -7164 15556320 15549927 -7164 15556272 15550076 -7212
Chr5 Complement NT_039317.1 AGGTCAGTGAGACCA 994094 A630018G05Rik 986931 964909 -7163 986931 964909 -7163 982600 971154 -11494
Chr12 Complement NT_039551.1 GGGTCAGTCTGATCT 9204196 LOC238210 9197033 9042373 -7163 9197033 9042373 -7163 9197033 9042373 -7163
Chr14 Complement NT_039606.1 AGGTCACGCTGACAG 966285 Psmb5 959132 955121 -7153 959123 955121 -7162 959119 955193 -7166
Chr11 Complement NT_039515.1 AGGTCACTGTCACCA 31882598 Dock2 31875437 31587756 -7161 31875437 31588560 -7161 31875437 31588560 -7161
Chr11 Complement NT_039521.1 AGGTCCCAGTGACCT 27765302 Exo70 27758192 27740272 -7110 27758142 27740652 -7160 27758142 27740652 -7160
Chr7 Complement NT_039420.1 AGGTCAGGTCGACAC 2645066 LOC330526 2637906 2637117 -7160 2637906 2637117 -7160 2637734 2637305 -7332
Chr13 Normal NT_039578.1 AGGTCATATTGACCA 19652921 Spi12 19660012 19673630 -7091 19660081 19673605 -7160 19663078 19672921 -10157
ChrX Normal NT_039706.1 GGGTTAGGCTGACCC 8859082 LOC278235 8866241 8867594 -7159 8866241 8867594 -7159 8867410 8867538 -8328
Chr17 Normal NT_039650.1 AGGTTATCCTGACCC 31513 Pou5f1 38671 43826 -7158 38671 43826 -7158 38720 43682 -7207
Chr14 Complement NT_039598.1 AGGTCACGTTGGCCT 14256046 5730469M10Rik 14248938 14228587 -7108 14248890 14228587 -7156 14239164 14229371 -16882
Chr14 Normal NT_039609.1 GGATCAAGTTGACCA 12894871 LOC223180 12902027 13091613 -7156 12902027 13091613 -7156 12902027 13091613 -7156
Chr11 Complement NT_039520.1 AGGACATGATGACCT 6939359 LOC277016 6932205 6929064 -7154 6932205 6929064 -7154 6932058 6930211 -7301
Chr2 Normal NT_039222.1 GGGTCAGGCCGGCCC 81860 LOC279034 89014 156278 -7154 89014 90533 -7154 89014 90533 -7154
Chr2 Complement NT_039210.1 AGGTCAGCTTGAGCT 4815968 Nfs1 4808814 4788278 -7154 4808814 4788278 -7154 4808769 4788893 -7199
Chr19 Normal NT_039687.1 TGTTCACATTGACCT 2911132 LOC207162 2918281 2919237 -7149 2918281 2919237 -7149 2918281 2919237 -7149
Chr17 Complement NT_039649.1 GGGTAGCGATGACCC 2328115 2810014I23Rik 2321214 2315477 -6901 2320967 2318459 -7148 2320742 2318644 -7373
Chr11 Complement NT_039521.1 ATGTCAACTTGACCC 27608141 1110033G01Rik 27619616 27593755 11475 27600994 27594711 -7147 27599487 27594852 -8654
Chr9 Normal NT_039472.1 AGGTCAGACCGAACT 27208634 LOC270148 27215781 27216438 -7147 27215781 27216438 -7147 27215835 27216062 -7201
Chr12 Normal NT_039570.1 GGGTTGACCTGACCT 27993 LOC333617 35139 37672 -7146 35139 37672 -7146 35351 37532 -7358
Chr17 Normal NT_039650.1 AAGTCATCCTGACCC 1774365 LOC332234 1781510 1785471 -7145 1781510 1785471 -7145 1781510 1785471 -7145
Chr11 Normal NT_039520.1 TGGTCAGGATGACCA 7731537 LOC211457 7738681 7739610 -7144 7738681 7739610 -7144 7738681 7739610 -7144
Chr13 Normal NT_039578.1 GGGTCAGGCTGTCCT 17436683 Irf4 17443826 17461495 -7143 17443826 17461495 -7143 17445148 17458235 -8465
Chr4 Normal NT_039262.1 GGGTCATGCTGAACA 668867 Rgs3 676010 819178 -7143 676010 775999 -7143 698091 773373 -29224
Chr4 Complement NT_039268.1 TGGTCAGGTTGGCCT 3446375 Dj1-pending 3443807 3426525 -2568 3439233 3426525 -7142 3437742 3426694 -8633
Chr11 Complement NT_039515.1 AAGTCAGTATGACCC 29847760 LOC278523 29840620 29789087 -7140 29840620 29789087 -7140 29840620 29789087 -7140
Chr4 Normal NT_039261.1 GGATCAAGTTGACCT 4597004 LOC242459 4604143 4625441 -7139 4604143 4625441 -7139 4604143 4625441 -7139
Chr12 Normal NT_039553.1 CTGTCACTTTGACCT 542003 LOC328150 549141 552142 -7138 549141 552142 -7138 551012 551368 -9009
Chr17 Normal NT_039643.1 TGGTCAGCTTGTCCT 4316037 Zfp51 4323174 4338446 -7137 4323174 4338446 -7137 4325322 4337303 -9285
Chr7 Normal NT_039428.1 GGGACACTCTGACCC 18026133 LOC272399 18033269 18121804 -7136 18033269 18121804 -7136 18033269 18121804 -7136
Chr17 Complement NT_039638.1 AGCTCAGGCTGACCT 2696307 Dep1 2689173 2685894 -7134 2689173 2685894 -7134 2689012 2688716 -7295
Chr2 Complement NT_039205.1 GGGTCATAATGAACT 9748423 Umpk 9741292 9736044 -7131 9741292 9736044 -7131 9739687 9737070 -8736
Chr10 Normal NT_039500.1 AGGTCAACTTGACAC 31107218 LOC237564 31114348 31150029 -7130 31114348 31150029 -7130 31114348 31150029 -7130
Chr12 Complement NT_039552.1 TGATCATTATGACCT 8660399 LOC268584 8653270 8652516 -7129 8653270 8652516 -7129 8653053 8652643 -7346
Chr2 Normal NT_039211.1 TGGTCAGGCTGACTC 2656528 Pck1 2663657 2809464 -7129 2663657 2669854 -7129 2663973 2669127 -7445
Chr4 Complement NT_039266.1 TGGACATCCTGACCC 6427515 C1qg 6420411 6417321 -7104 6420390 6417327 -7125 6420079 6417560 -7436
Chr4 Complement NT_039268.1 GGGTCAAATTGATCT 8608937 LOC330010 8601812 8592817 -7125 8601812 8592817 -7125 8593804 8592893 -15133
Chr9 Normal NT_039472.1 GGATCACCACGACCC 6926022 MOR144-1 6933147 6934082 -7125 6933147 6934082 -7125 6933147 6934082 -7125
Chr9 Normal NT_039474.1 AGGTCAAATTGACTC 24906759 Mto1-pending 24913529 24940246 -6770 24913884 24940242 -7125 24913961 24939988 -7202
Chr6 Normal NT_039347.1 AGGTCACTATGAGCT 516009 LOC232069 523132 523557 -7123 523132 523557 -7123 523132 523557 -7123
Chr10 Complement NT_039500.1 GGGTCTGCATGACCC 2146765 3830408P06Rik 2139644 2118319 -7121 2139644 2118319 -7121 2137872 2119355 -8893
Chr7 Normal NT_039433.1 GGGGCAGAGTGACCT 7656487 LOC209400 7663606 7676312 -7119 7663606 7676312 -7119 7663606 7676312 -7119
Chr10 Normal NT_039492.1 GGGTCAAGTTGACAG 6565744 LOC212447 6572861 6619874 -7117 6572861 6619874 -7117 6572861 6619874 -7117
Chr16 Normal NT_039624.1 AGGTCACTGTGACTT 47589280 LOC332181 47596395 47596909 -7115 47596395 47596909 -7115 47596395 47596909 -7115
Chr6 Normal NT_039374.1 TGGTCAATGTCACCT 77027 LOC333629 84142 85560 -7115 84142 85560 -7115 84147 85409 -7120
Chr12 Complement NT_039549.1 GGATCAGGCTGACCT 10491355 D930036F22Rik 10484242 10448929 -7113 10484242 10448929 -7113 10474490 10450897 -16865
Chr7 Complement NT_039429.1 GGGTCACACTGGCCA 18525360 Plekhb1 18518276 18499780 -7084 18518247 18499780 -7113 18517818 18500815 -7542
Chr14 Complement NT_039606.1 AGTTCAAGTTGACCT 12176666 2410004I17Rik 12169556 12154499 -7110 12169556 12154499 -7110 12167176 12155426 -9490
Chr3 Complement NT_039228.1 TAGTCACTATGACCT 8332937 LOC332752 8325827 8307527 -7110 8325827 8307527 -7110 8325827 8307527 -7110
Chr17 Normal NT_039638.1 GGGTCTTAATGACCT 5368446 LOC328743 5375555 5376033 -7109 5375555 5376033 -7109 5375618 5375980 -7172
Chr13 Normal NT_039590.1 AGCTCAACATGACCT 12369290 6330516O20Rik 12376397 12400974 -7107 12376397 12400974 -7107 12376484 12398909 -7194
Chr15 Complement NT_039621.1 AGGTCAGAGTGGCCT 37656321 Plec1 37649253 37592240 -7068 37649214 37638837 -7107 37649056 37639146 -7265
Chr2 Normal NT_039205.1 GGGTGATCATGACCA 10213410 Sh2d3c 10210703 10245242 2707 10220516 10237905 -7106 10220516 10237568 -7106
Chr3 Normal NT_039237.1 GGGGCAGCACGACCC 304121 LOC329707 311224 312692 -7103 311224 312692 -7103 311224 312692 -7103
Chr4 Normal NT_039258.1 GGGTCGCAGTTACCT 780605 LOC279293 787705 901889 -7100 787705 901889 -7100 787705 901889 -7100
Chr18 Normal NT_039674.1 CGGACAGACTGACCC 58402768 Pdgfrb 58409597 58449213 -6829 58409866 58449213 -7098 58424619 58447537 -21851
Chr3 Complement NT_039242.1 GTGTCATTCTGACCT 9512012 LOC214530 9504916 9383449 -7096 9504916 9383449 -7096 9504916 9383449 -7096
Chr10 Complement NT_039495.1 AGGTCAATCTGATCT 4272570 Vps26 4265474 4234187 -7096 4265474 4234227 -7096 4265382 4235697 -7188
Chr17 Complement NT_039658.1 AGGTCGTTTTCACCC 17556194 Haao 17549099 17541581 -7095 17549099 17541581 -7095 17549075 17541868 -7119
Chr10 Normal NT_039496.1 GGGTGACCACGACCC 6000903 Midn 6007985 6020251 -7082 6007998 6020251 -7095 6012309 6018650 -11406
Chr7 Complement NT_039414.1 GGGTCACCTTGTCCT 154990 LOC333195 147896 147005 -7094 147896 147005 -7094 147896 147005 -7094
Chr15 Complement NT_039621.1 TGGTCACTCTGACCC 39822740 LOC268826 39815647 39815366 -7093 39815647 39815366 -7093 39815647 39815366 -7093
Chr5 Normal NT_039324.1 TGGTCAACTTGATCC 89912 LOC269728 97005 104118 -7093 97005 104118 -7093 97081 102818 -7169
Chr8 Normal NT_039467.1 AGGTCAAGGTGAACC 13513759 AI463271 13419509 13633543 94250 13520851 13633543 -7092 13524615 13632929 -10856
Chr7 Complement NT_039428.1 AGGTCAGCCTGACCA 7066238 LOC215411 7059146 7048919 -7092 7059146 7048919 -7092 7059146 7048919 -7092
Chr1 Complement NT_039173.1 AGGTCAGGCTGGCCT 8171155 2010320B01Rik 8168853 8119125 -2302 8164066 8119125 -7089 8163982 8119270 -7173
Chr8 Complement NT_039457.1 TGGTCAACTTGATCC 1476180 3110010F15Rik 1469755 1438824 -6425 1469092 1440798 -7088 1468926 1442687 -7254
ChrX Complement NT_039716.1 AGGCCAGCCTGACCT 4633359 D330023I21Rik 4626317 4547453 -7042 4626273 4571958 -7086 4626229 4573459 -7130
Chr1 Normal NT_039180.1 GGCTCAAGCTGACCT 19358638 LOC332510 19365724 19417240 -7086 19365724 19417240 -7086 19365724 19417240 -7086
Chr11 Normal NT_039520.1 CTGTCAAACTGACCC 43771099 Bcas3 43778167 44251056 -7068 43778184 43934618 -7085 43779893 43920903 -8794
Chr14 Complement NT_039609.1 ATGTCAAGGTGACCA 20010904 2610025M23Rik 20003820 19983484 -7084 20003820 19983484 -7084 20003794 19984020 -7110
Chr14 Complement NT_039606.1 GGGTGGCCTTGACCC 2106816 Cideb 2099791 2095383 -7025 2099732 2095383 -7084 2099625 2095769 -7191
Chr7 Complement NT_039413.1 AGTTCATGTTGACCT 238469 9130023N17Rik 231386 210077 -7083 231386 210077 -7083 231321 211144 -7148
Chr19 Complement NT_039692.1 AGGTCAACGTGACAG 3008884 Loxl4 3006076 2988046 -2808 3001801 2988604 -7083 3001801 2988604 -7083
ChrX Complement NT_039716.1 AGGTCAACTTGATCC 217854 4930534P07Rik 210772 196069 -7082 210772 196069 -7082 198872 196211 -18982
Chr12 Complement NT_039551.1 AGGTCAACTTGCCCC 966663 LOC217586 959581 957640 -7082 959581 957640 -7082 959581 957640 -7082
Chr1 Normal NT_039189.1 GGGGCAGCACGACCC 62607 LOC329312 69689 80151 -7082 69689 80151 -7082 69689 80151 -7082



Chr13 Normal NT_039590.1 TGGTCATGGTGTCCT 13064341 LOC238835 13071422 13108440 -7081 13071422 13108440 -7081 13071422 13108440 -7081
Chr19 Complement NT_039683.1 GGGTCATTCTGTCCT 115399 LOC269047 108366 97510 -7033 108318 97510 -7081 106939 98284 -8460
Chr7 Normal NT_039414.1 AGGTCAAGTTGACAT 2021518 2610507L03Rik 2028595 2069493 -7077 2028595 2069491 -7077 2028670 2069491 -7152
Chr4 Complement NT_039263.1 TGGTCAACTTGATCC 1309936 LOC230421 1302859 1199771 -7077 1302859 1199771 -7077 1302859 1199771 -7077
Chr19 Complement NT_039694.1 AGGTCAGTTTTACCT 122149 Map4k2 115162 100704 -6987 115072 102795 -7077 115072 102795 -7077
Chr2 Normal NT_039208.1 TGGTCAACTTGATCC 20990572 LOC228337 20997648 21047566 -7076 20997648 20998577 -7076 20997648 20998577 -7076
Chr14 Normal NT_039599.1 AGGTCGAAGTCACCT 3872843 4930572G02Rik 3879918 3880708 -7075 3879918 3880708 -7075 3880330 3880641 -7487
Chr2 Complement NT_039205.1 GGGCCGGCCTGACCC 7646097 LOC241294 7639026 7637507 -7071 7639026 7637507 -7071 7639026 7637507 -7071
Chr15 Normal NT_039621.1 GGGTGGGAATGACCC 40336886 C78541 40343939 40352640 -7053 40343954 40349870 -7068 40343996 40349634 -7110
Chr10 Normal NT_039499.1 AGATCAGGCTGACCT 146957 2410015K21Rik 153916 180338 -6959 154019 180338 -7062 154033 180118 -7076
Chr12 Normal NT_039549.1 AGGTCAGAGAGACCA 2864331 C130076O07Rik 2760888 3031076 103443 2871392 3008381 -7061 2963536 3007824 -99205
Chr10 Complement NT_039502.1 AGGTCAAGAGGACCC 6422622 Rps26 6416067 6413857 -6555 6415561 6413857 -7061 6415561 6413921 -7061
Chr8 Normal NT_039467.1 TGGTCATATTCACCC 11555924 AA589507 11562984 11564969 -7060 11562984 11564969 -7060 11563770 11564435 -7846
Chr6 Normal NT_039340.1 GGGTCAAACTGGCCT 8690214 4932409F11Rik 8697273 8849546 -7059 8697273 8776718 -7059 8697684 8776421 -7470
Chr12 Complement NT_039551.1 GGGTCGTTAGGACCC 21368365 Esr2 21361306 21315383 -7059 21361306 21315383 -7059 21361305 21315890 -7060
Chr9 Normal NT_039472.1 GGGTCAGGGTGACTT 26391984 LOC235255 26399042 26399632 -7058 26399042 26399632 -7058 26399042 26399632 -7058
Chr8 Complement NT_039467.1 AGGTCAGACTGACCA 15074270 LOC270082 15067215 15065002 -7055 15067215 15065002 -7055 15067159 15065173 -7111
Chr13 Normal NT_039589.1 AGGTCACTATGAGCA 3123625 LOC331948 3130680 3209672 -7055 3130680 3209672 -7055 3130680 3209672 -7055
Chr12 Normal NT_039553.1 AGGTCAGCCTGTCCC 7651683 MGC36374 7658736 7667381 -7053 7658736 7667381 -7053 7660251 7665253 -8568
Chr9 Complement NT_039472.1 TGGTCACATTAACCC 26825978 MOR162-1 26818926 26817978 -7052 26818926 26817978 -7052 26818926 26817979 -7052
Chr6 Complement NT_039340.1 AGGACAGAATGACCC 3568373 LOC330262 3561323 3559119 -7050 3561323 3559119 -7050 3560235 3559930 -8138
Chr2 Normal NT_039209.1 AAGTCAGGGCGACCC 39967267 2310003L22Rik 39973953 40031963 -6686 39974315 40007038 -7048 39992104 40007024 -24837
Chr15 Complement NT_039621.1 AGGTCAGGATGGCCT 60428128 1810036J22Rik 60421185 60417452 -6943 60421081 60417452 -7047 60421020 60417809 -7108
Chr5 Complement NT_039308.1 GGATCAAGTTGACCA 13941767 LOC231594 13934720 13932628 -7047 13934720 13932628 -7047 13934720 13932628 -7047
Chr4 Complement NT_039268.1 GGCTCAGGTTGACCT 2198829 Pik3cd 2191783 2177711 -7046 2191783 2179181 -7046 2191783 2179181 -7046
Chr2 Complement NT_039210.1 TGGTCAGGTTGACTT 3266188 Pxmp4 3259168 3242522 -7020 3259142 3243066 -7046 3259109 3243307 -7079
Chr6 Complement NT_039359.1 TGTTCAGGTTGACCC 7384749 LOC243689 7377704 7263079 -7045 7377704 7263079 -7045 7377704 7263079 -7045
Chr11 Complement NT_039520.1 AGCTCAGGCTGACCT 11958493 Rad50 11951467 11893721 -7026 11951448 11893721 -7045 11951206 11894620 -7287
Chr11 Complement NT_039530.1 AGCTCAGGCTGACCT 187420 Rad50 180394 122652 -7026 180375 122652 -7045 180133 123551 -7287
Chr9 Normal NT_039472.1 GGGTCACAATGAACT 5660412 LOC234997 5667456 5668391 -7044 5667456 5668391 -7044 5667456 5668391 -7044
Chr6 Normal NT_039353.1 GGGTCAGGCTGAACA 22576873 LOC330396 22583895 22921964 -7022 22583917 22921964 -7044 22608597 22778201 -31724
Chr7 Complement NT_039424.1 AGGTCAGTGTCACCT 5114484 Nipa1 5107440 5066351 -7044 5107440 5066351 -7044 5107435 5067258 -7049
Chr8 Normal NT_039456.1 AGGTCATGGTGACTT 4488237 6720407G21Rik 4495273 4527692 -7036 4495280 4505445 -7043 4496382 4505340 -8145
Chr4 Normal NT_039268.1 GGGTCAGGATGCCCC 4819800 Icmt 4826843 4836748 -7043 4826843 4836748 -7043 4827003 4832833 -7203
Chr7 Normal NT_039424.1 GGGACAATATGACCA 115907 LOC243999 122949 175820 -7042 122949 175820 -7042 122949 175820 -7042
Chr6 Complement NT_039340.1 TGGTTATCTTGACCC 2014630 LOC330260 2007745 1974787 -6885 2007588 1974787 -7042 1987448 1974817 -27182
Chr12 Normal NT_039553.1 AGGCCAATGTGACCC 4679750 Evl 4686791 4820365 -7041 4686791 4820276 -7041 4687043 4819918 -7293
Chr4 Normal NT_039262.1 AGGTCAATATGAACT 668970 Rgs3 676010 819178 -7040 676010 775999 -7040 698091 773373 -29121
Chr14 Complement NT_039597.1 AGGTCACTGGGACCT 1006051 1700054O19Rik 999014 998274 -7037 999014 998274 -7037 998820 998416 -7231
Chr15 Complement NT_039618.1 AGGTCATCATGACAT 22892433 LOC239357 22885396 22841151 -7037 22885396 22841151 -7037 22885396 22841151 -7037
Chr7 Complement NT_039436.1 AGGTCAGGTTGGCCT 2446826 Lrdd 2439790 2434550 -7036 2439790 2434950 -7036 2439712 2435025 -7114
Chr11 Normal NT_039520.1 GGGTCAGAGTAACCC 20372155 LOC327941 20379190 20441881 -7035 20379190 20441881 -7035 20379363 20440237 -7208
Chr3 Normal NT_039240.1 AGGTCAAACTGACTC 5045533 AI315208 5052484 5926670 -6951 5052567 5926670 -7034 5052656 5925669 -7123
Chr7 Complement NT_039433.1 GGGTAGACATGACCT 21047922 Maz 21040890 21037069 -7032 21040890 21037069 -7032 21040407 21038237 -7515
Chr14 Normal NT_039610.1 AGCTCAGAATGACCA 37752 C920008G01Rik 44783 45615 -7031 44783 45615 -7031 44826 45438 -7074
Chr15 Normal NT_039621.1 TGGTCAAGGTGGCCT 42088002 MGC27770 42095011 42123586 -7009 42095033 42123586 -7031 42113096 42122154 -25094
Chr17 Complement NT_039658.1 GGATCAAGCTGACCT 16111558 LOC225029 16104528 16103500 -7030 16104528 16103500 -7030 16104452 16103565 -7106
Chr5 Complement NT_039328.1 AGGTCAACTTGATCC 116786 LOC330249 109756 107595 -7030 109756 107595 -7030 108388 107972 -8398
Chr16 Complement NT_039625.1 TGGTCAATCTAACCT 2471400 LOC239861 2464371 2366604 -7029 2464371 2366604 -7029 2464371 2366604 -7029
Chr3 Normal NT_039239.1 AGGTCAAAATCACCG 6618346 LOC242146 6625374 6709335 -7028 6625374 6709335 -7028 6625374 6709335 -7028
Chr16 Normal NT_039624.1 TGGCCAAGGTGACCC 1049155 LOC332136 1056183 1061735 -7028 1056183 1061735 -7028 1056183 1061735 -7028
Chr11 Normal NT_039520.1 GGGTAAGACTGACCT 8683459 LOC212218 8690486 8692202 -7027 8690486 8692202 -7027 8690723 8691169 -7264
Chr11 Normal NT_039520.1 AGGTCAGAATAACCT 20756887 LOC327942 20763914 20821572 -7027 20763914 20821572 -7027 20763914 20821026 -7027
Chr8 Normal NT_039456.1 GGGTCAGGGTGACAC 5418536 Prosc 5425329 5437595 -6793 5425563 5436442 -7027 5425563 5436442 -7027
Chr7 Normal NT_039414.1 TGGTCCCTCTGACCT 44101 LOC333194 51126 51609 -7025 51126 51609 -7025 51126 51609 -7025
Chr10 Complement NT_039501.1 GGGTCAGGGGGACCA 1850317 Irak3 1843906 1783051 -6411 1843293 1784112 -7024 1843235 1784112 -7082
Chr5 Complement NT_039312.1 AAGTCACACTGACCA 3148393 LOC243238 3141369 3121628 -7024 3141369 3121628 -7024 3141369 3121628 -7024
Chr18 Normal NT_039674.1 TGGTCATTGTGCCCC 12526716 LOC328905 12533740 12544195 -7024 12533740 12544195 -7024 12541311 12541586 -14595
Chr1 Complement NT_039174.1 AGATCAAGTTGACCA 18146021 LOC270312 18138999 18138329 -7022 18138999 18138329 -7022 18138758 18138582 -7263
Chr10 Complement NT_039494.1 GGGTCATACTGGCCT 8029522 LOC215112 8028365 8018063 -1157 8022501 8018063 -7021 8022428 8018147 -7094
Chr16 Normal NT_039624.1 GGGTGACAATGACCT 1598479 LOC239690 1605499 1643498 -7020 1605499 1643498 -7020 1605499 1643498 -7020
Chr5 Complement NT_039324.1 AGCTCACAATGACCT 1552822 Flt3 1545803 1477456 -7019 1545803 1477456 -7019 1545780 1502600 -7042
Chr9 Complement NT_039482.1 TGGTCACCTTGCCCT 522846 2700018N07Rik 515829 460582 -7017 515829 460582 -7017 515604 460899 -7242
Chr1 Normal NT_039186.1 AGGTCGCCAGGACCC 271863 MOR105-1 278880 279818 -7017 278880 279818 -7017 278880 279818 -7017
Chr5 Normal NT_039316.1 GGGTCAGCGTGACCT 1286723 A930017N06Rik 1293739 1297483 -7016 1293739 1297483 -7016 1294004 1296490 -7281
Chr17 Complement NT_039649.1 TGGTCAAGAAGACCC 10192532 LOC328802 10185517 10183514 -7015 10185517 10183514 -7015 10185045 10184740 -7487
Chr11 Complement NT_039521.1 TGCTCAGCATGACCC 8202963 4933439F10Rik 8195988 8185984 -6975 8195949 8186306 -7014 8192911 8187475 -10052
Chr5 Normal NT_039297.1 TGGTCACAATGACCC 7519238 LOC242841 7526251 7548131 -7013 7526251 7548131 -7013 7526492 7548131 -7254
Chr7 Normal NT_039393.1 AGGTAGTTCTGACCT 636164 LOC330468 643177 644754 -7013 643177 644754 -7013 643335 644336 -7171
Chr11 Normal NT_039515.1 TGGTCACAATGTCCT 29690713 Stk10 29697689 29789008 -6976 29697726 29789008 -7013 29697825 29786982 -7112
Chr19 Complement NT_039692.1 AGCTCAGAATGACCC 8402644 4632415N18Rik 8395642 8260955 -7002 8395632 8260955 -7012 8310969 8261081 -91675
Chr2 Complement NT_039209.1 AGGTCAACCTGATCT 26554361 4930511O11Rik 26547363 26525327 -6998 26547349 26525327 -7012 26547192 26525357 -7169
Chr14 Complement NT_039599.1 TGGTCTGTGTGACCT 6157610 LOC239083 6150598 6132538 -7012 6150598 6132538 -7012 6145141 6132538 -12469
Chr9 Complement NT_039473.1 AGGTCAGCCTGATCT 575721 2810457I06Rik 572336 422941 -3385 568710 422941 -7011 568074 424200 -7647
Chr8 Complement NT_039467.1 CGGTCATCTTGATCT 50568994 Aprt 50561983 50559706 -7011 50561983 50559706 -7011 50561901 50559954 -7093
Chr7 Normal NT_039413.1 AGGTCAAACTGGCCT 3599814 AW553050 3606825 3608703 -7011 3606825 3608703 -7011 3606961 3608651 -7147
Chr15 Normal NT_039621.1 GGGTGGCCTTGACCT 5404103 LOC223526 5411113 5413427 -7010 5411113 5413427 -7010 5411226 5412376 -7123
Chr10 Normal NT_039492.1 TTGTCAACTTGACCT 17936636 AI845279 17943645 18079222 -7009 17943645 18077550 -7009 17943931 18075208 -7295
Chr12 Complement NT_039553.1 AGGCCGATGTGACCT 8066102 LOC268602 8059095 8057943 -7007 8059095 8057943 -7007 8059047 8058688 -7055
Chr9 Normal NT_039477.1 AGGTCAGACTGACAC 4002559 Mrpl3 4009536 4033827 -6977 4009565 4033719 -7006 4009687 4033498 -7128
Chr18 Normal NT_039674.1 GGGACAGAATGACCA 66536196 LOC332337 66543200 66548968 -7004 66543200 66548968 -7004 66543200 66548968 -7004
Chr11 Normal NT_039520.1 CGGTCATGATGACCT 29145342 Rab5ep-pending 29152345 29248879 -7003 29152345 29248879 -7003 29152557 29247680 -7215
Chr17 Normal NT_039658.1 GGGTCAGTATAACCT 22185232 6030465J18Rik 22192234 22229048 -7002 22192234 22229048 -7002 22213701 22226933 -28469
Chr3 Normal NT_039227.1 AGGCCACTCTGACCA 9677720 LOC208235 9684722 9738969 -7002 9684722 9738969 -7002 9684722 9738969 -7002
Chr8 Complement NT_039467.1 AGGTCAGCCTGATCT 39334974 5430401O09Rik 39327973 39270079 -7001 39327973 39270079 -7001 39327957 39271904 -7017
Chr4 Normal NT_039258.1 GGATCAAGTTGACCA 10965403 LOC230011 10972375 10973008 -6972 10972404 10973005 -7001 10972415 10972861 -7012
Chr18 Normal NT_039674.1 AGGTCAACTTGATCC 15012518 LOC332287 15019518 15099790 -7000 15019518 15099790 -7000 15019518 15099790 -7000
Chr7 Normal NT_039385.1 AGGTCAGCTGGACCT 235217 9330175N02 242216 253311 -6999 242216 251728 -6999 243890 250727 -8673
Chr13 Normal NT_039573.1 AAGTCACCCTGACCA 1349192 9430025F20Rik 1356191 1368660 -6999 1356191 1368660 -6999 1356265 1368499 -7073
Chr6 Complement NT_039343.1 GGGTCAGATTGCCCG 3931785 LOC269740 3926603 3920711 -5182 3924786 3921836 -6999 3923618 3921930 -8167
Chr9 Normal NT_039472.1 AGGTGGTTATGACCC 11632346 LOC272580 11639344 11680737 -6998 11639344 11680737 -6998 11639344 11680737 -6998
Chr11 Complement NT_039520.1 AGATCAGGCTGACCT 11815810 LOC214883 11808813 11788238 -6997 11808813 11788238 -6997 11808813 11788238 -6997
Chr11 Complement NT_039530.1 AGATCAGGCTGACCT 44722 LOC333674 37725 26277 -6997 37725 26277 -6997 37725 26277 -6997
Chr3 Normal NT_039228.1 AGGTCAGATTGACTT 7683021 Pmscl1 7690001 7703651 -6980 7690017 7703099 -6996 7690060 7702881 -7039
Chr4 Normal NT_039265.1 AGGTCAGCCTGATCT 4472363 LOC272091 4479358 4479717 -6995 4479358 4479717 -6995 4479358 4479717 -6995



ChrX Complement NT_039709.1 TGTTCAAACTGACCC 12045332 LOC212476 12038338 12037307 -6994 12038338 12037307 -6994 12038338 12037307 -6994
Chr2 Complement NT_039206.1 AGGGCAGAGTGACCA 17603713 Arhe 17596749 17578048 -6964 17596720 17578050 -6993 17596483 17579903 -7230
Chr10 Complement NT_039496.1 AGGTCTTGATGACCC 7084322 2310015C21Rik 7077330 7074474 -6992 7077330 7074474 -6992 7077255 7074640 -7067
Chr8 Normal NT_039455.1 GGGTTACCATGACCA 101656 1810033B17Rik 108647 112150 -6991 108647 112150 -6991 108673 111236 -7017
Chr3 Complement NT_039248.1 GGGTCCACTTGACCC 249222 LOC280314 242231 235041 -6991 242231 235041 -6991 242231 235041 -6991
Chr2 Normal NT_039210.1 AGGGCACAGTGACCT 9312677 Top1 9319424 9406305 -6747 9319668 9396149 -6991 9319668 9394990 -6991
Chr2 Normal NT_039209.1 TGGCCATATTGACCT 44180537 2510008M08Rik 44187527 44285277 -6990 44187527 44226196 -6990 44192141 44225340 -11604
Chr5 Complement NT_039312.1 TGGTCACATGGACCC 1884698 Cox6a1 1877708 1874413 -6990 1877708 1874413 -6990 1877704 1874601 -6994
Chr19 Complement NT_039689.1 TGGTCTACTTGACCT 3713646 LOC240654 3706656 3702008 -6990 3706656 3702008 -6990 3706644 3702008 -7002
Chr12 Normal NT_039548.1 AGGTCAATATGACAC 6022762 LOC270974 6029751 6041367 -6989 6029751 6041367 -6989 6029874 6041367 -7112
Chr11 Complement NT_039515.1 ATGTCAACTTGACCC 421364 Smtn 414429 392660 -6935 414376 392660 -6988 412510 395909 -8854
Chr8 Normal NT_039467.1 AGATCGTCCTGACCT 11555997 AA589507 11562984 11564969 -6987 11562984 11564969 -6987 11563770 11564435 -7773
Chr18 Normal NT_039674.1 AGGTCATCATGAGCC 34050660 Harsl 34057592 34066925 -6932 34057646 34066925 -6986 34057759 34065496 -7099
Chr5 Normal NT_039302.1 TGATCATCCTGACCC 3188867 LOC242944 3195853 3209293 -6986 3195853 3209293 -6986 3195853 3209293 -6986
Chr18 Normal NT_039674.1 ATGTCAAGATGACCT 24092023 LOC328926 24099007 24100308 -6984 24099007 24100308 -6984 24099837 24100133 -7814
Chr7 Normal NT_039420.1 GGGTCACGTTGACAT 393500 LOC210104 400483 414874 -6983 400483 414874 -6983 400483 414874 -6983
Chr15 Complement NT_039618.1 TGGTCAACCTGAACT 20332363 LOC328518 20325380 20323819 -6983 20325380 20323819 -6983 20325217 20324840 -7146
Chr1 Complement NT_039189.1 GGGTTGAGATGACCT 1313373 1300013F15Rik 1306392 1281821 -6981 1306392 1281821 -6981 1306221 1282248 -7152
Chr4 Normal NT_039262.1 GGTTCACTTTGACCA 27123315 Ifna5 27130296 27130866 -6981 27130296 27130866 -6981 27130296 27130865 -6981
Chr13 Normal NT_039573.1 AGGTCACCCTGACCA 1349211 9430025F20Rik 1356191 1368660 -6980 1356191 1368660 -6980 1356265 1368499 -7054
Chr15 Complement NT_039621.1 AGGTCAGCATGTCCT 36372354 Ly6i 36365375 36361925 -6979 36365375 36361925 -6979 36365082 36361937 -7272
Chr9 Normal NT_039474.1 GGGTCTCCCTGACCA 5106305 LOC330953 5113283 5149057 -6978 5113283 5149057 -6978 5148714 5149031 -42409
Chr9 Normal NT_039472.1 AGGTCAACCTGATCT 7987351 1110028E10Rik 7975036 8011503 12315 7994328 8011503 -6977 7994402 8010264 -7051
Chr3 Normal NT_039226.1 AGGTCAACTTGATCC 935662 LOC241857 942639 1160061 -6977 942639 1160061 -6977 942639 1160061 -6977
Chr12 Complement NT_039551.1 TGGACACAGTGACCT 29341429 5730402C15Rik 29334454 29332162 -6975 29334454 29332162 -6975 29333955 29332894 -7474
Chr7 Normal NT_039400.1 GGGTCACCATGCCCA 566244 Rtn2 573219 586884 -6975 573219 586884 -6975 573384 586660 -7140
Chr12 Normal NT_039572.1 AGGTCAGGGAGACCA 63322 LOC333845 70296 86518 -6974 70296 86518 -6974 70296 86518 -6974
Chr9 Normal NT_039477.1 AGGTCAGTGGGACCT 5504496 Pcbp4 5511470 5515850 -6974 5511470 5515850 -6974 5511536 5515734 -7040
ChrX Complement NT_039728.1 AGGTCATTTAGACCC 109600 LOC279639 102627 95207 -6973 102627 95207 -6973 102627 95207 -6973
Chr2 Complement NT_039210.1 GGGTCACACTCACCT 844189 Ubce7ip3-pending 838766 822450 -5423 837216 822450 -6973 837210 822948 -6979
Chr10 Normal NT_039500.1 AGGTCAACTTGACAG 8738704 2310039L15Rik 8745675 8772666 -6971 8745675 8772666 -6971 8767748 8772618 -29044
Chr8 Complement NT_039457.1 AGGTCACAGTGACAG 2632687 9530004P13Rik 2625718 2624747 -6969 2625718 2624747 -6969 2625670 2625296 -7017
Chr17 Complement NT_039649.1 GGGTCTTCTTGACCC 5800917 Cpne5 5793948 5713533 -6969 5793948 5713533 -6969 5793864 5716006 -7053
Chr19 Normal NT_039684.1 GTGTCATGTTGACCC 556143 1500032B08Rik 563111 571958 -6968 563111 571958 -6968 563217 571501 -7074
Chr2 Normal NT_039208.1 TGGTCAACTTGATCC 18917218 LOC228274 18924184 19025175 -6966 18924184 18925140 -6966 18924184 18925140 -6966
Chr7 Normal NT_039429.1 GGGTCAGCCTGAACC 19370899 LOC244167 19377865 19409772 -6966 19377865 19409772 -6966 19377865 19409772 -6966
Chr3 Complement NT_039230.1 CGGTCATGTTGACGT 8574359 P2ry12 8574715 8563405 356 8567393 8563494 -6966 8565386 8564343 -8973
Chr5 Complement NT_039300.1 TGGTCAGTGTGCCCT 2549513 Shh 2543039 2532601 -6474 2542549 2533641 -6964 2542549 2533641 -6964
Chr10 Complement NT_039492.1 GGGTCAAGTTGACAA 2356979 LOC209565 2356703 2321688 -276 2350016 2330891 -6963 2349973 2331605 -7006
Chr15 Normal NT_039621.1 GGGTCGTGCTGCCCC 36596993 MGC29251 36603734 36610018 -6741 36603955 36610018 -6962 36604044 36609014 -7051
Chr10 Complement NT_039494.1 AGGTCAAATCGACTT 8029462 LOC215112 8028365 8018063 -1097 8022501 8018063 -6961 8022428 8018147 -7034
Chr16 Normal NT_039624.1 TGGTAAACATGACCT 15502721 LOC328641 15509682 15514363 -6961 15509682 15514363 -6961 15509682 15514363 -6961
Chr11 Normal NT_039521.1 AGCTCAATGTGACCC 15548321 Crhr1 15555107 15597760 -6786 15555280 15597760 -6959 15555310 15596766 -6989
Chr14 Normal NT_039614.1 GGATCAAGTTGACCA 1178394 LOC193589 1185353 1185928 -6959 1185353 1185928 -6959 1185353 1185928 -6959
Chr10 Complement NT_039513.1 CTGTCAAGTTGACCT 141233 2310039L15Rik 134276 114674 -6957 134276 114674 -6957 119590 114697 -21643
Chr1 Normal NT_039173.1 AGATCAGGCTGACCT 2257187 LOC209128 2264143 2301931 -6956 2264143 2301931 -6956 2301338 2301915 -44151
Chr9 Complement NT_039474.1 AGGTCAGCGTGAACT 14177371 LOC244911 14170415 14166127 -6956 14170415 14166127 -6956 14170415 14166127 -6956
Chr11 Complement NT_039520.1 AGGCCAGCCTGACCT 10108223 1200017K05Rik 10101799 10060908 -6424 10101271 10060908 -6952 10093197 10061757 -15026
Chr2 Complement NT_039210.1 AGGTCAGTATGACAA 12152988 D930001I22Rik 12146067 12139830 -6921 12146037 12141759 -6951 12146013 12142941 -6975
Chr1 Complement NT_039185.1 AGGTCAAGATGTCCT 14889444 Dusp12 14882494 14870531 -6950 14882494 14871222 -6950 14882439 14871442 -7005
Chr8 Complement NT_039467.1 AGCTCATTCTGACCT 32099549 Cklf 32092651 32080730 -6898 32092603 32080730 -6946 32092526 32081090 -7023
Chr3 Normal NT_039226.1 TGGACACTGTGACCT 9389 LOC229021 16335 25006 -6946 16335 25006 -6946 16335 25006 -6946
Chr13 Complement NT_039590.1 TTGTCAACTTGACCC 9737521 LOC238812 9730576 9702851 -6945 9730576 9702851 -6945 9730576 9702851 -6945
Chr12 Complement NT_039548.1 TGGTCAAGTTGACAC 16126993 2410017E24Rik 16120052 15977372 -6941 16120049 15977372 -6944 16120034 15978043 -6959
Chr6 Normal NT_039369.1 AGGTCAGGCTGGCCT 60472 Usp5 67379 81844 -6907 67416 81844 -6944 67468 81297 -6996
Chr4 Normal NT_039266.1 AGGTCATATTTACCA 5485330 Gale 5490837 5495282 -5507 5492272 5495282 -6942 5492446 5494966 -7116
Chr7 Normal NT_039451.1 AGGTCAGAATGATCT 137311 R74862 143666 175555 -6355 144253 163749 -6942 152747 163432 -15436
Chr14 Normal NT_039596.1 AGGCCATCTTGACCC 207547 LOC238968 214488 227151 -6941 214488 227151 -6941 214491 227151 -6944
Chr12 Complement NT_039551.1 AGCTCACACTGACCT 28679889 Dpf3 28672951 28399272 -6938 28672951 28455204 -6938 28672951 28455431 -6938
Chr1 Normal NT_039172.1 ATGTCAAAATGACCT 697934 LOC277921 704872 706377 -6938 704872 706377 -6938 705613 706035 -7679
Chr1 Normal NT_039185.1 AGGTCAACGTGACTT 16360984 Pigm 16367922 16371899 -6938 16367922 16371899 -6938 16368065 16369336 -7081
Chr19 Complement NT_039692.1 AGGTCACAATGAACT 19783448 Vax1 19776510 19773015 -6938 19776510 19773015 -6938 19776510 19773015 -6938
Chr4 Complement NT_039259.1 AAGTCAAAATGACCA 14814252 LOC329822 14807316 14699950 -6936 14807316 14699950 -6936 14807133 14699950 -7119
Chr14 Complement NT_039609.1 TGGTTACTGTGACCC 6357120 2810449K13Rik 6350254 6305078 -6866 6350186 6329930 -6934 6350153 6330827 -6967
Chr4 Normal NT_039265.1 AGGTCATCCTGCCCA 2699915 LOC195545 2706847 2722645 -6932 2706847 2722645 -6932 2716803 2722645 -16888
Chr17 Complement NT_039650.1 ATGTCAGATTGACCA 56784 5730403J10Rik 49911 45835 -6873 49855 45835 -6929 49216 46278 -7568
Chr13 Normal NT_039589.1 AGGTCAGACTGATCT 6094848 Arts1-pending 6095428 6148034 -580 6101777 6146268 -6929 6101832 6146178 -6984
Chr7 Complement NT_039400.1 CGGTGACCCTGACCC 577527 LOC232941 570598 567225 -6929 570598 567225 -6929 570576 567616 -6951
Chr17 Complement NT_039649.1 AGGTCACTTTGAGCT 7137586 1700023F20Rik 7130938 6771523 -6648 7130658 6774083 -6928 7084720 6774355 -52866
Chr9 Complement NT_039475.1 GGGTCAGCTTGAACT 6175171 Pgm3 6168260 6148795 -6911 6168243 6151321 -6928 6166823 6151633 -8348
Chr18 Normal NT_039674.1 AGGTGATAGTGACCA 34993333 Pcdh13 34936312 35116240 57021 35000260 35116240 -6927 34936312 35114499 57021
Chr4 Complement NT_039259.1 GGATCAAGTTGACCA 1334996 LOC329808 1328070 1326520 -6926 1328070 1326520 -6926 1327907 1327374 -7089
Chr6 Normal NT_039341.1 AGATCAGGCTGACCT 12379928 MOR261-3 12386854 12387579 -6926 12386854 12387579 -6926 12386854 12387579 -6926
Chr7 Normal NT_039424.1 AGGTGAGGATGACCT 4886418 Tubgcp5 4881382 4918907 5036 4893344 4918676 -6926 4893892 4918118 -7474
Chr15 Complement NT_039621.1 GGGTTAGAGTGACCA 60274416 1110002O23Rik 60267491 60263664 -6925 60267491 60263666 -6925 60267378 60263679 -7038
Chr15 Normal NT_039621.1 AGGTCATGATGCCCA 30293984 Khdrbs3 30300909 30479455 -6925 30300909 30467323 -6925 30301145 30466799 -7161
Chr17 Normal NT_039641.1 AAGTCACCCTGACCT 2791223 LOC213811 2798147 2820922 -6924 2798147 2820922 -6924 2819206 2820555 -27983
Chr4 Complement NT_039266.1 GGGTCAAGTTGACAC 8616349 Htr6 8609426 8596046 -6923 8609426 8596046 -6923 8609398 8596057 -6951
Chr1 Normal NT_039167.1 AGGTCAGTGTGAACA 9616371 LOC212020 9623294 9652131 -6923 9623294 9652131 -6923 9623393 9652131 -7022
Chr4 Complement NT_039262.1 GGATCAAGTTGACCT 26825561 LOC242517 26818642 26813933 -6919 26818642 26813933 -6919 26818642 26813933 -6919
Chr18 Complement NT_039674.1 AGGTCAGCCTGATCT 71665898 2810433K01Rik 71658980 71646299 -6918 71658980 71647766 -6918 71658074 71647903 -7824
Chr17 Normal NT_039649.1 AGCTCAAGCTGACCT 2302666 9030612I22Rik 2309579 2318966 -6913 2309584 2318482 -6918 2309599 2317888 -6933
Chr12 Normal NT_039551.1 GGGTCAGCTTGATCC 409045 Insm2 415963 417487 -6918 415963 417487 -6918 416005 417486 -6960
Chr2 Complement NT_039208.1 GGATCAAGTTGACCA 20386584 MOR238-1 20379666 20378749 -6918 20379666 20378749 -6918 20379666 20378749 -6918
Chr5 Normal NT_039302.1 TGGGCAGCATGACCT 3188937 LOC242944 3195853 3209293 -6916 3195853 3209293 -6916 3195853 3209293 -6916
Chr7 Complement NT_039433.1 TGTTCATAGTGACCT 672792 MOR260-1 665876 664929 -6916 665876 664929 -6916 665876 664929 -6916
Chr16 Normal NT_039625.1 AGGTCATCTTGACTC 11525672 LOC239900 11532587 11583853 -6915 11532587 11583853 -6915 11532587 11583853 -6915
Chr13 Complement NT_039580.1 AGGTAATCTTGACCA 7079538 4930505I07Rik 7072625 7060494 -6913 7072625 7060494 -6913 7070530 7061141 -9008
Chr19 Normal NT_039692.1 AGGTAAGAACGACCT 5493474 Sfxn3 5500070 5508949 -6596 5500384 5508949 -6910 5501674 5507268 -8200
ChrX Normal NT_039740.1 AGGTCACATTGAGCT 16798 Ikbkg 15514 40000 1284 23707 39753 -6909 23722 39261 -6924
Chr4 Complement NT_039268.1 AGGTCAAGATGAGCT 8313035 2400004H09Rik 8306127 8285675 -6908 8306127 8285675 -6908 8306037 8286222 -6998
Chr6 Complement NT_039347.1 AGCTCATAGTGACCT 539679 LOC232070 532771 532117 -6908 532771 532117 -6908 532771 532117 -6908
Chr15 Complement NT_039621.1 CGGTCTTCATGACCT 63433479 LOC223915 63426572 63423871 -6907 63426572 63423871 -6907 63426083 63424020 -7396
Chr7 Normal NT_039448.1 AGGTCACGATGGCCC 18163 LOC333634 25068 39053 -6905 25068 29965 -6905 29443 29832 -11280
Chr6 Complement NT_039341.1 TGCTCACTGTGACCT 4250349 LOC243754 4243446 4224558 -6903 4243446 4224558 -6903 4243446 4224558 -6903



Chr12 Normal NT_039553.1 AGGTTGTTTTGACCC 332854 LOC271048 339754 343291 -6900 339754 343291 -6900 339754 343291 -6900
Chr14 Normal NT_039606.1 AGCTCAGGTTGACCT 2006734 5730544D12Rik 2013273 2020532 -6539 2013632 2020073 -6898 2014047 2019745 -7313
ChrX Normal NT_039700.1 AGGTCAGATGGACCA 188255 LOC279643 195153 204524 -6898 195153 204524 -6898 195153 204524 -6898
Chr16 Normal NT_039625.1 AGGCCACTGTGACCT 27026494 Mrps6 27033391 27164175 -6897 27033391 27086871 -6897 27033491 27086570 -6997
Chr9 Complement NT_039477.1 TGGTCCTTATGACCT 2719115 R74726 2712219 2434776 -6896 2712219 2434776 -6896 2561166 2449753 -157949
Chr4 Complement NT_039266.1 TGGTCACCTTGATCT 10711259 1110005F07Rik 10704410 10692571 -6849 10704364 10693310 -6895 10704357 10693617 -6902
Chr11 Complement NT_039521.1 ATGTCACGCTGACCT 10200146 Nr1d1 10193804 10186362 -6342 10193251 10186362 -6895 10193177 10186649 -6969
Chr9 Complement NT_039489.1 GGTTCACAATGACCT 88176 LOC333912 81283 65445 -6893 81283 65445 -6893 81283 65445 -6893
Chr8 Normal NT_039462.1 GCGTCACAGTGACCC 2700576 Nat2 2701319 2709020 -743 2707468 2708785 -6892 2707684 2708556 -7108
Chr4 Normal NT_039265.1 GGGTCCCTGTGACCA 8222420 2600002E23Rik 8229252 8249830 -6832 8229311 8249830 -6891 8229323 8249157 -6903
Chr3 Complement NT_039234.1 CAGTCACTCTGACCT 15315635 LOC329679 15308745 15299427 -6890 15308745 15299427 -6890 15308183 15302203 -7452
Chr10 Normal NT_039502.1 AGGTGAAGATGACCT 5237222 1300003K24Rik 5162039 5281002 75183 5244111 5280995 -6889 5253758 5280344 -16536
Chr2 Normal NT_039205.1 TGGACAGAGTGACCC 2742402 AL024279 2749291 2762705 -6889 2749291 2762705 -6889 2749306 2762253 -6904
Chr10 Complement NT_039492.1 GGGTCAACTTGACAC 3348597 LOC209917 3341709 3341224 -6888 3341709 3341224 -6888 3341709 3341224 -6888
Chr10 Normal NT_039496.1 AGGTCTCTGTGACCA 6022843 Cirbp 6029729 6033792 -6886 6029729 6033792 -6886 6031702 6033274 -8859
Chr12 Complement NT_039551.1 TTGTCAATATGACCC 2367375 LOC238191 2360489 2341679 -6886 2360489 2341679 -6886 2360428 2341679 -6947
Chr15 Complement NT_039618.1 GGGTCAAGTTGACAC 9533454 LOC239343 9526568 9486006 -6886 9526568 9486006 -6886 9526568 9486006 -6886
Chr9 Normal NT_039472.1 GGATCAAGTTGACCT 26769247 LOC244811 26776133 26778434 -6886 26776133 26778434 -6886 26776133 26778434 -6886
Chr2 Normal NT_039204.1 AGGTCACTGTGACGG 3931455 9430077C05Rik 3938340 3939464 -6885 3938340 3939464 -6885 3938887 3939219 -7432
Chr2 Complement NT_039208.1 AGGTGAAACTGACCA 17190348 MOR185-7 17183463 17182519 -6885 17183463 17182519 -6885 17183463 17182519 -6885
Chr17 Normal NT_039649.1 GGGTCGCTCGGACCC 10641464 Tap2 10648349 10659147 -6885 10648349 10659147 -6885 10648349 10659147 -6885
Chr14 Normal NT_039606.1 AGGTCACAATGGCCT 7097975 LOC239126 7104859 7106443 -6884 7104859 7106443 -6884 7105014 7105601 -7039
Chr18 Complement NT_039674.1 AGGTCAGGGTGACTG 73099878 LOC328990 73092994 73068364 -6884 73092994 73068364 -6884 73092966 73068364 -6912
Chr2 Normal NT_039208.1 AGGTTGATCTGACCT 524120 4930550G17Rik 531003 590568 -6883 531003 533430 -6883 531089 533167 -6969
Chr4 Complement NT_039260.1 AGCTCAGACTGACCT 1897909 Stk13 1891026 1890037 -6883 1891026 1890037 -6883 1891013 1890165 -6896
Chr1 Normal NT_039180.1 AGGTCGACTTGAGCC 17755329 Tnni1 17736403 17768151 18926 17762212 17766895 -6883 17762212 17766895 -6883
Chr17 Normal NT_039649.1 CGGTGACTGTGACCT 4066009 LOC332224 4072889 4073552 -6880 4072889 4073552 -6880 4072889 4073552 -6880
Chr3 Complement NT_039242.1 AGGTCAGGAAGACCT 13566982 AI504701 13560104 13537540 -6878 13560104 13537540 -6878 13560073 13537729 -6909
Chr15 Normal NT_039621.1 AGGTCACAAAGACCT 18150036 LOC239455 18156914 18259599 -6878 18156914 18259599 -6878 18156914 18259599 -6878
Chr6 Complement NT_039356.1 TGGCCACCCTGACCC 3821677 5930416I19Rik 3814830 3809435 -6847 3814801 3809435 -6876 3811203 3809770 -10474
Chr9 Normal NT_039474.1 AGGTCAGAACGGCCT 146610 LOC270161 153486 154016 -6876 153486 154016 -6876 153541 153975 -6931
Chr14 Complement NT_039599.1 TGGGCAGGTTGACCT 5415314 MOR246-4 5408438 5407473 -6876 5408438 5407473 -6876 5408438 5407473 -6876
Chr17 Normal NT_039663.1 AGGTTATCCTGACCC 110310 Pou5f1 117184 121901 -6874 117184 121901 -6874 117233 121758 -6923
Chr12 Complement NT_039539.1 AGGTCAAATTGACTT 2806334 LOC238047 2799461 2741242 -6873 2799461 2741242 -6873 2799461 2741242 -6873
Chr5 Complement NT_039331.1 CGGCCAAGCTGACCT 59034 Cip1-pending 53107 33831 -5927 52162 34223 -6872 52162 34223 -6872
Chr4 Complement NT_039266.1 GGGACAACCTGACCA 5407805 D4Bwg0593e 5400934 5398036 -6871 5400934 5398036 -6871 5399543 5399121 -8262
Chr3 Complement NT_039234.1 CAGTCATCATGACCC 25299761 Rga 25292890 25290578 -6871 25292890 25290578 -6871 25292797 25290829 -6964
Chr8 Normal NT_039461.1 AGGTCAACTTGACCA 5513723 2700029M09Rik 5515532 5532791 -1809 5520592 5532791 -6869 5520603 5532757 -6880
Chr7 Complement NT_039433.1 GGGTCAGGGTGACTT 21242149 38231 21249477 21231184 7328 21235281 21231184 -6868 21235237 21231493 -6912
ChrX Complement NT_039713.1 AGGACATCCTGACCT 8491574 4930524E20Rik 8484707 8483779 -6867 8484707 8483779 -6867 8484288 8483821 -7286
Chr5 Normal NT_039305.1 AGCTCAAGATGACCC 26798935 LOC243024 26805802 26882908 -6867 26805802 26882908 -6867 26805802 26882908 -6867
Chr2 Normal NT_039210.1 AGTTCAGTCTGACCC 3515985 AI666698 3522851 3706607 -6866 3522851 3526649 -6866 3523100 3523420 -7115
Chr17 Complement NT_039649.1 GGGTCGTCCTGATCC 2327832 2810014I23Rik 2321214 2315477 -6618 2320967 2318459 -6865 2320742 2318644 -7090
Chr12 Normal NT_039563.1 TGGCCAAGCTGACCT 568601 5830426I05Rik 575466 612712 -6865 575466 612712 -6865 575486 592597 -6885
Chr4 Complement NT_039260.1 AGGTAACTTCGACCT 5875820 LOC242429 5868956 5831215 -6864 5868956 5831215 -6864 5868956 5831215 -6864
Chr14 Normal NT_039602.1 TGGTCAACTTGATCC 1001257 LOC219058 1008120 1008616 -6863 1008120 1008616 -6863 1008120 1008616 -6863
Chr7 Complement NT_039433.1 TGGTCACTCTGAACT 2417160 MOR268-5 2410299 2409298 -6861 2410299 2409298 -6861 2410299 2409298 -6861
ChrX Normal NT_039711.1 AGGTCAGTCTGATCT 11220693 Atp7a 11185054 11285646 35639 11227553 11282479 -6860 11227566 11282393 -6873
Chr6 Complement NT_039356.1 AGGCCAGCCTGACCT 253964 Usp5 247130 232676 -6834 247104 232676 -6860 247052 233223 -6912
Chr17 Normal NT_039649.1 GGGTCAAGCTGAGCA 9414552 LOC268942 9421411 9429663 -6859 9421411 9429663 -6859 9421504 9429663 -6952
Chr7 Complement NT_039437.1 AGATCATTCTGACCT 1325540 R74862 1319268 1287723 -6272 1318681 1299462 -6859 1310187 1299779 -15353
Chr4 Normal NT_039266.1 AGGTCGGGGTGATCC 7179483 2810449C13Rik 7186340 7188005 -6857 7186340 7188005 -6857 7187437 7187754 -7954
Chr9 Complement NT_039472.1 GGGTCAAAATGCCCC 7293335 Fbxl12 7290579 7281509 -2756 7286478 7281549 -6857 7286079 7282185 -7256
Chr11 Complement NT_039521.1 AGGTCTATGTGACCC 21685927 Abca6 21679120 21604164 -6807 21679072 21604164 -6855 21677837 21604315 -8090
Chr9 Normal NT_039482.1 TGGTCAGAATGTCCT 5888434 Mobp 5890300 5922322 -1866 5895289 5914132 -6855 5908643 5914028 -20209
Chr11 Complement NT_039520.1 AGGGCAGGCCGACCC 27308710 LOC268426 27301856 27299760 -6854 27301856 27299760 -6854 27301484 27300748 -7226
Chr2 Normal NT_039204.1 AGATCAGGCTGACCT 884435 LOC241246 891288 947161 -6853 891288 947161 -6853 891288 947161 -6853
Chr12 Normal NT_039553.1 AGGTGGATTTGACCT 7334001 Traf3 7340854 7388191 -6853 7340854 7388191 -6853 7358623 7383104 -24622
Chr2 Complement NT_039209.1 TGGTCAGCCTGTCCT 6176702 LOC329483 6169850 6110438 -6852 6169850 6110438 -6852 6114291 6113916 -62411
Chr11 Normal NT_039520.1 GGGTCAGTGTGAGCT 18811013 E130207K11 18816263 18835532 -5250 18817863 18835532 -6850 18818175 18834042 -7162
Chr1 Complement NT_039189.1 GTGTCATGGTGACCC 3223288 Tgfb2 3216438 3126683 -6850 3216438 3127533 -6850 3215223 3129339 -8065
Chr10 Complement NT_039495.1 AGGTCAGAGGGACCC 4807142 LOC216024 4800324 4795461 -6818 4800294 4796276 -6848 4800288 4798059 -6854
Chr6 Normal NT_039370.1 AGGACGTTTTGACCT 331444 LOC333900 338292 338838 -6848 338292 338838 -6848 338292 338838 -6848
Chr8 Normal NT_039467.1 AGGTCAGGATGAGCC 33642424 G630049C14Rik 33649271 33650718 -6847 33649271 33650718 -6847 33649281 33650609 -6857
Chr14 Complement NT_039606.1 AGGTCAAAATGATCT 16741387 LOC239170 16734540 16728738 -6847 16734540 16728738 -6847 16734139 16730487 -7248
Chr4 Normal NT_039268.1 TGGTCATGGTGACTT 8172138 Cdc2l2 8169672 8194742 2466 8178982 8194742 -6844 8170353 8194593 1785
Chr5 Complement NT_039315.1 CGGCCAAGCTGACCT 69796 Cip1-pending 63914 44875 -5882 62953 45267 -6843 62953 45267 -6843
Chr7 Complement NT_039413.1 CGCTCACTTTGACCT 3219444 LOC269892 3212642 3204176 -6802 3212602 3204503 -6842 3205517 3204639 -13927
Chr11 Complement NT_039521.1 AGGTCTCACTGACCG 29806443 Ddc8-pending 29799655 29789463 -6788 29799603 29789463 -6840 29791119 29789518 -15324
ChrX Normal NT_039708.1 AGGTCACATTGAGCT 1119128 Ikbkg 1086461 1144682 32667 1125967 1142013 -6839 1125982 1141521 -6854
Chr19 Complement NT_039687.1 AGGTCAACACGTCCT 533481 LOC225908 526642 517673 -6839 526642 517673 -6839 526104 517788 -7377
Chr5 Normal NT_039324.1 TGGTTATGCTGACCT 518982 LOC245880 525799 611230 -6817 525820 611230 -6838 575723 610482 -56741
Chr2 Complement NT_039210.1 AGGTCAGCCTGGCCG 13509910 1700020C07Rik 13503073 13501921 -6837 13503073 13501921 -6837 13502998 13501948 -6912
Chr1 Normal NT_039170.1 TGTTCACACTGACCT 36436142 2700033I16Rik 36442777 36452343 -6635 36442979 36452343 -6837 36447485 36452200 -11343
Chr17 Normal NT_039656.1 AGGTCACAGTGACAC 2340712 Fem1a 2347549 2351869 -6837 2347549 2351869 -6837 2347703 2349667 -6991
Chr16 Normal NT_039624.1 CGGGCAGGCTGACCC 40419149 Zfp288 40163182 40534682 255967 40425985 40534654 -6836 40493218 40534329 -74069
Chr7 Normal NT_039434.1 TGGCCATTCTGACCT 1183134 LOC214580 1189968 1212049 -6834 1189968 1207119 -6834 1189968 1206927 -6834
Chr16 Complement NT_039624.1 AGGTCGGCCTGATCT 14769208 Dgcr8 14762378 14727089 -6830 14762378 14727089 -6830 14757548 14728654 -11660
Chr7 Complement NT_039446.1 AGGTAAGCATGACCC 97026 Rps16 90198 88252 -6828 90196 88252 -6830 90144 88309 -6882
Chr11 Complement NT_039515.1 GGGTCCCCATGACCA 30568521 Tlx3 30561819 30559511 -6702 30561691 30559511 -6830 30561691 30559511 -6830
Chr7 Normal NT_039436.1 AGGTCATGGGGACCT 17031 Dpysl4 23860 39642 -6829 23860 39642 -6829 23982 35738 -6951
Chr12 Normal NT_039553.1 TGGTCACCATGACCA 6420343 LOC215630 6426668 6429244 -6325 6427172 6429244 -6829 6427376 6427822 -7033
Chr5 Normal NT_039313.1 GGGTCAGGGTGAGCC 4482000 LOC243277 4488829 4531103 -6829 4488829 4531103 -6829 4505500 4529067 -23500
Chr16 Complement NT_039630.1 AGGTCGGCCTGATCT 553718 Dgcr8 546890 511606 -6828 546890 511606 -6828 542060 513171 -11658
Chr12 Normal NT_039552.1 AGGTCAACTTGATCC 12909368 LOC238379 12916196 12919864 -6828 12916196 12919864 -6828 12916196 12919864 -6828
Chr2 Normal NT_039205.1 CTGTCAAGGTGACCT 9420830 1110064A23Rik 9427657 9453593 -6827 9427657 9429233 -6827 9427750 9428025 -6920
Chr12 Complement NT_039551.1 AGATCATTCTGACCT 7734480 LOC331833 7727653 7634743 -6827 7727653 7634743 -6827 7727653 7634743 -6827
Chr8 Complement NT_039467.1 TGGTCAAAGTGATCT 33742320 1700018F16Rik 33735495 33729521 -6825 33735495 33729521 -6825 33735367 33729592 -6953
Chr1 Complement NT_039185.1 AGGACAGGTTGACCC 642309 LOC240839 635484 615099 -6825 635484 615099 -6825 624287 615099 -18022
Chr5 Normal NT_039305.1 GGGTCACCATGCCCG 27553699 Klb-pending 27560498 27596324 -6799 27560523 27596324 -6824 27560524 27596018 -6825
Chr7 Normal NT_039453.1 GGATCAAGTTGACCT 60635 Tnfrsf22 67459 80390 -6824 67459 80390 -6824 67492 78764 -6857
Chr6 Complement NT_039355.1 CGGTTAGCATGACCT 13561988 Edr1 13558232 13535897 -3756 13555165 13535897 -6823 13555139 13536658 -6849
Chr6 Normal NT_039355.1 GGGTCACTTTGAACT 12266677 Gabt3 12273492 12310700 -6815 12273499 12310700 -6822 12275905 12310399 -9228
Chr16 Complement NT_039624.1 CAGTCATCCTGACCT 13610799 Sdf2l1 13604026 13601796 -6773 13603977 13601796 -6822 13603964 13602161 -6835
Chr6 Complement NT_039343.1 TGGTCAACTTGATCC 18690914 V1rc11 18684092 18683174 -6822 18684092 18683174 -6822 18684092 18683175 -6822



Chr12 Complement NT_039552.1 GGCTCATAATGACCT 10559464 LOC217820 10552643 10538334 -6821 10552643 10538990 -6821 10545813 10541880 -13651
Chr7 Complement NT_039437.1 GGGCCATCGTGACCT 821321 LOC330677 814500 800412 -6821 814500 809604 -6821 810126 809737 -11195
Chr3 Normal NT_039234.1 TGGTCACCATGACAC 24034156 LOC329695 24040976 24046654 -6820 24040976 24046654 -6820 24046004 24046309 -11848
Chr11 Normal NT_039520.1 AGGTCACAGTGACAG 8683667 LOC212218 8690486 8692202 -6819 8690486 8692202 -6819 8690723 8691169 -7056
Chr3 Normal NT_039239.1 CGGCCAGACTGACCT 9647145 Gnat2 9653508 9662148 -6363 9653963 9661995 -6818 9653968 9661522 -6823
Chr7 Normal NT_039420.1 TGGCCAATGTGACCT 3604864 Saa2 3611682 3614161 -6818 3611682 3614161 -6818 3612140 3613958 -7276
Chr8 Normal NT_039467.1 TGTTCATATTGACCT 57182961 LOC234882 57189778 57191193 -6817 57189778 57191193 -6817 57189852 57190289 -6891
Chr9 Complement NT_039474.1 GAGTCACAGTGACCG 345292 LOC244882 338475 295362 -6817 338475 295362 -6817 338338 296826 -6954
Chr11 Normal NT_039520.1 GGGTCAACCTGATCT 38323947 LOC235812 38330763 38331417 -6816 38330763 38331417 -6816 38330763 38331417 -6816
Chr17 Normal NT_039662.1 GGGTCGCTCGGACCC 447397 Tap2 454213 465011 -6816 454213 465011 -6816 454213 465011 -6816
Chr8 Normal NT_039467.1 AGGTAAGCCTGACCT 12253154 D8Ertd812e 12259968 12270601 -6814 12259968 12270579 -6814 12260454 12270557 -7300
Chr18 Normal NT_039674.1 TGGTGAATGTGACCT 57731587 LOC225595 57738401 57739645 -6814 57738401 57739645 -6814 57738401 57739645 -6814
Chr7 Complement NT_039452.1 AGGTCAGTTTGACCT 189635 ICRFP703B1614Q5 182859 174267 -6776 182822 174378 -6813 182607 174666 -7028
Chr10 Normal NT_039492.1 AAGTCACCCTGACCC 11511752 LOC237342 11518564 11532239 -6812 11518564 11532239 -6812 11518564 11532239 -6812
Chr18 Normal NT_039674.1 GGGGCAGACTGACCA 22294651 LOC269001 22301463 22336854 -6812 22301463 22336854 -6812 22325339 22325887 -30688
Chr16 Complement NT_039627.1 GGATCATTCTGACCA 1383602 Tmprss2 1388396 1342035 4794 1376790 1343339 -6812 1376748 1343491 -6854
Chr7 Complement NT_039437.1 AGGTCAACTTGATCC 1927273 Tnfrsf22 1920461 1907523 -6812 1920461 1907523 -6812 1920428 1909149 -6845
Chr14 Normal NT_039598.1 TGGTCAACTTGATCC 6074631 E130203B14Rik 6081442 6166830 -6811 6081442 6166830 -6811 6081598 6165205 -6967
Chr9 Normal NT_039472.1 TGGTCATGCTGACCA 15588429 LOC330909 15595238 15598468 -6809 15595238 15598468 -6809 15597258 15597533 -8829
Chr1 Complement NT_039186.1 AGCTCAGGCTGACCG 1040452 Prdc-pending 1033643 1030146 -6809 1033643 1030146 -6809 1033642 1033136 -6810
Chr1 Normal NT_039173.1 AGGTGGTAGTGACCC 3261245 LOC208347 3268053 3322427 -6808 3268053 3322427 -6808 3268053 3322427 -6808
ChrX Normal NT_039711.1 TGGTCAACTTGACAT 1720959 6530406P05Rik 1727766 1730845 -6807 1727766 1730845 -6807 1728322 1730716 -7363
Chr12 Complement NT_039554.1 GGATCAAGTTGACCT 443012 LOC193360 436205 433979 -6807 436205 433979 -6807 436205 433979 -6807
Chr8 Complement NT_039457.1 AGGTCAATTTGACAC 4372189 LOC330742 4365382 4364229 -6807 4365382 4364229 -6807 4365033 4364755 -7156
Chr15 Normal NT_039621.1 TGGTGACAGTGACCT 39978257 LOC278689 39985063 39988852 -6806 39985063 39988852 -6806 39985088 39988852 -6831
Chr3 Complement NT_039227.1 GTGTCACTATGACCA 11385910 LOC208119 11379105 11365692 -6805 11379105 11365692 -6805 11379105 11365692 -6805
Chr2 Normal NT_039205.1 TGGTCACAGTGACCC 2650746 Nrarp 2657551 2660120 -6805 2657551 2660120 -6805 2657901 2658388 -7155
Chr8 Normal NT_039467.1 CGGGCACCTTGACCC 34269550 Cdh3 34276354 34306169 -6804 34276354 34306169 -6804 34276930 34304802 -7380
Chr5 Normal NT_039308.1 AGGTGAATTTGACCT 2350969 LOC330131 2357772 2365124 -6803 2357772 2365124 -6803 2360186 2364000 -9217
Chr4 Normal NT_039264.1 AGGTCAGCCTGAGCT 6680274 Dhcr24 6686990 6715397 -6716 6687076 6712763 -6802 6687093 6712742 -6819
Chr18 Complement NT_039674.1 AGGTCAGCCTGACTC 53791556 LOC240305 53784754 53760583 -6802 53784754 53760583 -6802 53784754 53760583 -6802
Chr17 Complement NT_039655.1 AGGTCGTGGGGACCC 5308654 Slc29a1 5305017 5294661 -3637 5301853 5294682 -6801 5301667 5295131 -6987
Chr8 Complement NT_039454.1 AGGTCAATTTCACCA 388634 1810022F11Rik 381866 371309 -6768 381834 373018 -6800 381817 373401 -6817
Chr16 Complement NT_039624.1 TGGTCACTATGCCCC 55925642 LOC224244 55918842 55918444 -6800 55918842 55918444 -6800 55918842 55918444 -6800
Chr5 Normal NT_039305.1 GGGTCATGATGGCCA 26799002 LOC243024 26805802 26882908 -6800 26805802 26882908 -6800 26805802 26882908 -6800
ChrX Normal NT_039700.1 AAGTCACCCTGACCA 11650018 Rp2h 11656720 11698990 -6702 11656818 11691525 -6800 11656897 11691071 -6879
Chr4 Complement NT_039268.1 TGGTCAGCAGGACCT 2544511 AI785303 2537712 2508141 -6799 2537712 2508141 -6799 2525026 2510222 -19485
Chr7 Normal NT_039428.1 GGGACATGATGACCA 5117764 Pace4 5124563 5312811 -6799 5124563 5312811 -6799 5124598 5311428 -6834
Chr15 Complement NT_039621.1 GGGTCATTCTTACCA 60274289 1110002O23Rik 60267491 60263664 -6798 60267491 60263666 -6798 60267378 60263679 -6911
ChrX Complement NT_039718.1 AGGTCACTGAGACCA 2399836 LOC245653 2393038 2353548 -6798 2393038 2353548 -6798 2393038 2353548 -6798
Chr6 Normal NT_039343.1 TGGTCAACTTGACAC 6026613 E130201N16Rik 6033362 6036704 -6749 6033409 6036154 -6796 6035763 6036131 -9150
Chr9 Normal NT_039477.1 AGCTCAAGGTGACCC 7401290 Usp4 7408057 7452559 -6767 7408086 7452559 -6796 7408136 7451870 -6846
Chr7 Complement NT_039428.1 AGCTCAAACTGACCA 7012689 E130104F11 7024986 6997889 12297 7005895 6997889 -6794 7001887 6998528 -10802
Chr9 Normal NT_039474.1 AGGTCATGGTAACCC 21696863 Gnb5 21698565 21737841 -1702 21703657 21737841 -6794 21703657 21737841 -6794
Chr11 Complement NT_039520.1 GGGCCACACTGACCA 46321696 LOC207790 46314902 46313967 -6794 46314902 46313967 -6794 46314902 46313967 -6794
Chr5 Complement NT_039305.1 GGGTTGCTGTGACCC 28435449 LOC231256 28428656 28426703 -6793 28428656 28426703 -6793 28428448 28427068 -7001
Chr11 Normal NT_039520.1 AGGTGATCCTGACCA 35880625 LOC237860 35887418 35890927 -6793 35887418 35890927 -6793 35889165 35889449 -8540
Chr2 Complement NT_039205.1 AGCTCAGAGTGACCT 9048576 LOC329383 9041783 9029598 -6793 9041783 9029598 -6793 9041783 9029598 -6793
Chr4 Normal NT_039261.1 AGGTCAACAAGACCT 5479379 LOC329846 5486172 5510315 -6793 5486172 5510315 -6793 5486172 5510315 -6793
Chr2 Complement NT_039208.1 TGGTTATGCTGACCT 3258270 LOC241462 3251478 3212715 -6792 3251478 3212715 -6792 3251478 3212715 -6792
Chr12 Complement NT_039556.1 GTGTCATGTTGACCT 546548 LOC211334 539757 539300 -6791 539757 539300 -6791 539757 539300 -6791
Chr14 Normal NT_039606.1 AGCTCACCATGACCA 26189287 LOC239192 26196078 26217683 -6791 26196078 26217683 -6791 26196078 26217683 -6791
Chr11 Normal NT_039521.1 AGCTCGGGCTGACCC 12745516 Aoc3 12752306 12763639 -6790 12752306 12761124 -6790 12752641 12759367 -7125
Chr11 Normal NT_039521.1 GGGTCTGGGTGACCC 13684437 Asb16 13691227 13700562 -6790 13691227 13700498 -6790 13691227 13700498 -6790
Chr4 Normal NT_039264.1 AGGTCACCCTGAGCT 18548539 2210021A15Rik 18555328 18561101 -6789 18555328 18561101 -6789 18555372 18560780 -6833
Chr8 Complement NT_039467.1 GGGTTAGTTTGACCA 37367385 Dhodh 37360894 37343564 -6491 37360599 37345700 -6786 37360593 37346298 -6792
Chr14 Complement NT_039608.1 AGATCACTTTGACCC 4046534 LOC223143 4039748 3982689 -6786 4039748 3982689 -6786 4039748 3982689 -6786
Chr10 Normal NT_039502.1 TGGTCAGCCTGATCT 6241627 5930405J04Rik 6248411 6276693 -6784 6248411 6276693 -6784 6250785 6276309 -9158
Chr11 Normal NT_039521.1 GGGTGACCCTGACCC 13684443 Asb16 13691227 13700562 -6784 13691227 13700498 -6784 13691227 13700498 -6784
Chr10 Complement NT_039500.1 GGGCCACATTGACCT 9825914 LOC237482 9819130 9795133 -6784 9819130 9795133 -6784 9819130 9795133 -6784
Chr3 Normal NT_039239.1 TGATCAGGCTGACCT 4505865 Nras 4512649 4520840 -6784 4512649 4520840 -6784 4513342 4518543 -7477
Chr19 Complement NT_039692.1 GGATCAAGTTGACCA 21837845 LOC329081 21831062 21830579 -6783 21831062 21830579 -6783 21831053 21830579 -6792
Chr8 Normal NT_039466.1 TGGACAACTTGACCT 685613 1110001E17Rik 691487 707638 -5874 692395 707638 -6782 692396 706442 -6783
Chr14 Complement NT_039598.1 TGGTCACTTTGACCA 200495 2900057D21Rik 193723 145835 -6772 193713 146673 -6782 193656 146826 -6839
Chr16 Normal NT_039624.1 GGGTCACCATGACTG 479927 Dnase1 486507 489374 -6580 486709 489374 -6782 486903 489217 -6976
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2088532 LOC269040 2095313 2095841 -6781 2095313 2095841 -6781 2095313 2095841 -6781
Chr9 Normal NT_039472.1 GGATCAAGTTGACCA 26793465 MOR223-4 26800246 26801211 -6781 26800246 26801211 -6781 26800246 26801211 -6781
Chr7 Normal NT_039429.1 GGGTCACAGTGCCCA 19678259 Phox2a 19685040 19689275 -6781 19685040 19689275 -6781 19685048 19688695 -6789
Chr11 Complement NT_039515.1 GGGTCATTAGGACCA 20579376 LOC268389 20572597 20570920 -6779 20572597 20570920 -6779 20572508 20570999 -6868
Chr5 Normal NT_039312.1 GGGTCCGTCTGACCC 5151008 6330591G05Rik 5126120 5286723 24888 5157786 5286723 -6778 5247447 5285351 -96439
Chr6 Normal NT_039341.1 AGGACGTTTTGACCT 10464752 LOC194367 10471530 10473994 -6778 10471530 10473994 -6778 10471530 10473994 -6778
Chr11 Complement NT_039520.1 AGGTCAGCCTGATCT 36619458 LOC327970 36612680 36610782 -6778 36612680 36610782 -6778 36611533 36611216 -7925
Chr1 Normal NT_039188.1 AGGTCGGGAGGACCT 3101347 AI647760 3108123 3125954 -6776 3108123 3125954 -6776 3108129 3123343 -6782
ChrX Normal NT_039719.1 AGGTAAAGTTGACCT 1785895 C430014N20Rik 1792671 1863018 -6776 1792671 1862149 -6776 1830172 1860787 -44277
Chr12 Complement NT_039551.1 AGGGCACACTGACCA 17259502 2810055F11Rik 17252850 17240781 -6652 17252727 17240781 -6775 17252570 17241264 -6932
Chr2 Normal NT_039205.1 GGGTCAAATTCACCT 1685962 Il1f9 1692206 1702488 -6244 1692736 1701384 -6774 1692736 1701384 -6774
Chr1 Complement NT_039173.1 AGGTCATGGAGACCT 5860290 Per2 5853516 5806812 -6774 5853516 5806812 -6774 5844735 5808658 -15555
Chr15 Complement NT_039621.1 GGGTCGGCTTGAACT 40902770 Kcnj4 40895997 40894335 -6773 40895997 40894335 -6773 40895955 40894507 -6815
Chr8 Normal NT_039467.1 GGGTCATGGTGAGCA 32648213 LOC234672 32654986 32657601 -6773 32654986 32657601 -6773 32654986 32657601 -6773
Chr2 Complement NT_039208.1 GGGTCTCATTGACCA 24540430 LOC271816 24533657 24461166 -6773 24533657 24461166 -6773 24533657 24461166 -6773
Chr7 Normal NT_039437.1 AGGTCACTATTACCA 720720 Lsp1 716514 750249 4206 727493 750249 -6773 727953 746298 -7233
Chr15 Normal NT_039618.1 AGGTCACAGTGAGCA 22785951 LOC193097 22792723 22796150 -6772 22792723 22796150 -6772 22794421 22794861 -8470
Chr19 Complement NT_039684.1 AGGTCACTGTGACTG 3299573 LOC240525 3292802 3280199 -6771 3292802 3280199 -6771 3292779 3280199 -6794
Chr18 Normal NT_039674.1 AGGTAACCCTGACCT 18213369 Trif-pending 18220098 18247651 -6729 18220140 18245701 -6771 18220859 18229433 -7490
Chr19 Normal NT_039687.1 AGTTCACTCTGACCT 18149318 LOC240597 18156088 18252162 -6770 18156088 18252162 -6770 18156088 18252162 -6770
Chr3 Complement NT_039229.1 TGGTCAACTTGATCC 9085606 LOC269427 9078837 9007760 -6769 9078837 9007760 -6769 9078837 9007760 -6769
Chr11 Normal NT_039520.1 AGGGCAATTTGACCC 10205039 D11Ertd497e 10211777 10221480 -6738 10211807 10220375 -6768 10211865 10220057 -6826
Chr9 Normal NT_039480.1 AGGTCAGCCTGGCCT 1542795 Lrrc2 1547268 1579830 -4473 1549563 1579830 -6768 1553545 1577348 -10750
Chr3 Normal NT_039242.1 AGGCCATTTTGACCA 17979211 LOC332834 17985978 18002966 -6767 17985978 18002966 -6767 17985978 18002966 -6767
Chr8 Normal NT_039467.1 TGGTCAGTGTGATCT 7130908 4930431L18Rik 7137674 7138722 -6766 7137674 7138722 -6766 7137738 7138451 -6830
Chr11 Complement NT_039521.1 TGATCACTGTGACCT 26506530 LOC328034 26499764 26493600 -6766 26499764 26493600 -6766 26499764 26493600 -6766
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2095085 LOC269041 2101850 2102378 -6765 2101850 2102378 -6765 2101850 2102378 -6765
Chr16 Complement NT_039624.1 GGGTCAAACTGCCCT 55768913 LOC209029 55762150 55611526 -6763 55762150 55611526 -6763 55762150 55611526 -6763
Chr3 Normal NT_039241.1 TGCTCAGACTGACCT 3539227 LOC242208 3545988 3789819 -6761 3545988 3789819 -6761 3545988 3789819 -6761
Chr12 Normal NT_039553.1 GGGGCAGCACGACCC 6027775 4930511J24Rik 6034535 6036268 -6760 6034535 6036268 -6760 6035288 6035584 -7513



Chr8 Complement NT_039470.1 TGGTGAAGGTGACCT 175865 LOC333911 169105 146746 -6760 169105 146746 -6760 169105 146746 -6760
Chr11 Normal NT_039521.1 TGGTCAGTGTGAGCC 25094245 Cog1 25101003 25114203 -6758 25101003 25113857 -6758 25101018 25113804 -6773
Chr19 Complement NT_039687.1 AGGGCAAACTGACCC 19357662 E230012L24 19350905 19020332 -6757 19350905 19020332 -6757 19336967 19020754 -20695
Chr10 Complement NT_039500.1 GGGTCATTGTGGCCC 25254963 LOC237547 25248206 25231123 -6757 25248206 25231123 -6757 25248206 25231123 -6757
Chr4 Complement NT_039259.1 TGGTCACCCTGACCT 17890060 LOC329827 17883303 17881686 -6757 17883303 17881686 -6757 17883127 17882687 -6933
Chr8 Complement NT_039467.1 AGGTTACCTTGACCC 12596112 Vmd2l1-pending 12590174 12582937 -5938 12589357 12582937 -6755 12589170 12583293 -6942
Chr2 Complement NT_039206.1 TGGTCAGAGTGATCT 1759751 LOC241320 1753000 1684268 -6751 1753000 1684268 -6751 1753000 1684268 -6751
Chr7 Complement NT_039429.1 GGGTCACTCTAACCA 8060929 4930554C01Rik 8054180 8012664 -6749 8054180 8024547 -6749 8048272 8025044 -12657
Chr18 Normal NT_039674.1 GGGTCAGCTTGAGCT 34012442 Ik 34019191 34032169 -6749 34019191 34032169 -6749 34019307 34031968 -6865
Chr2 Normal NT_039212.1 GGGTCAGGCTAACCC 3840580 Tcea2 3847329 3887991 -6749 3847329 3855070 -6749 3847426 3854904 -6846
ChrX Normal NT_039702.1 AGGACAACTTGACCT 662342 LOC195765 669090 694956 -6748 669090 694956 -6748 669090 694956 -6748
Chr8 Normal NT_039467.1 GTGTCACTTTGACCA 24871245 LOC244612 24877993 24912992 -6748 24877993 24912992 -6748 24877993 24912992 -6748
Chr14 Complement NT_039609.1 AGGTCAAAGCGACCT 23481439 AA959601 23492822 23435439 11383 23474692 23435439 -6747 23469274 23436794 -12165
Chr14 Complement NT_039598.1 ATGTCATAGTGACCA 14084214 LOC328381 14077468 14037557 -6746 14077468 14037557 -6746 14066789 14039636 -17425
Chr15 Normal NT_039621.1 GGGTAACCTTGACCC 20554594 LOC332098 20561340 20587817 -6746 20561340 20587817 -6746 20585082 20587817 -30488
Chr15 Complement NT_039621.1 GAGTCGATGTGACCT 43687537 2610019I03Rik 43680792 43670128 -6745 43680792 43670128 -6745 43680724 43670414 -6813
Chr13 Complement NT_039578.1 GGATCAGGCTGACCT 8004333 LOC328197 7997588 7984105 -6745 7997588 7984105 -6745 7988660 7984105 -15673
Chr7 Complement NT_039413.1 GGGTCATGCTTACCT 1370279 Supt5h 1363534 1338139 -6745 1363534 1338139 -6745 1363241 1338240 -7038
ChrX Normal NT_039718.1 ATGTCATATTGACCT 3158653 LOC245656 3165396 3203051 -6743 3165396 3203051 -6743 3165396 3203051 -6743
Chr13 Normal NT_039578.1 TGGTCAACTTGATCC 9240976 LOC277103 9247719 9254319 -6743 9247719 9254319 -6743 9251300 9254319 -10324
ChrX Complement NT_039753.1 AGTTCAAACTGACCA 144637 Mpp1 137895 116622 -6742 137895 117164 -6742 137715 117556 -6922
Chr13 Complement NT_039585.1 GGGTCACTGTGAACA 2387487 Ror2 2380977 2201830 -6510 2380745 2202738 -6742 2380745 2202738 -6742
Chr2 Complement NT_039207.1 AGGTCAACTTGACAT 288093 LOC332604 281352 280695 -6741 281352 280695 -6741 281352 280695 -6741
Chr16 Complement NT_039624.1 TGGTCAATGTGAACC 56193146 MOR184-1 56186405 56185479 -6741 56186405 56185479 -6741 56186405 56185479 -6741
Chr7 Normal NT_039428.1 GGGTCACAACGACAT 7486549 LOC330557 7493289 7494894 -6740 7493289 7494894 -6740 7494296 7494634 -7747
ChrX Complement NT_039709.1 AGTTCAAACTGACCA 255226 Mpp1 248486 227213 -6740 248486 227755 -6740 248306 228147 -6920
Chr15 Complement NT_039621.1 AGCTCAGCTTGACCC 41309362 D730005E14Rik 41302623 41300930 -6739 41302623 41300930 -6739 41301908 41301618 -7454
ChrX Complement NT_039719.1 AGGCCAGTGTGACCC 922140 LOC331546 915401 913809 -6739 915401 913809 -6739 915401 913809 -6739
Chr13 Normal NT_039580.1 AGGTCAAGTTGAACA 9962552 4921532D18Rik 9969290 9995406 -6738 9969290 9995406 -6738 9969856 9991907 -7304
Chr13 Normal NT_039589.1 AGATCACAATGACCT 3123944 LOC331948 3130680 3209672 -6736 3130680 3209672 -6736 3130680 3209672 -6736
Chr1 Complement NT_039186.1 GGGCCATGCCGACCC 3012330 LOC226732 3012532 2978428 202 3005595 2986852 -6735 2992072 2986915 -20258
Chr11 Complement NT_039516.1 GGGTCTCGATGACCC 1160983 2610011N19Rik 1154276 1128126 -6707 1154249 1128126 -6734 1154224 1128225 -6759
ChrX Complement NT_039726.1 GGGTCAGGGTGACTT 1962126 LOC211638 1955392 1778521 -6734 1955392 1778521 -6734 1955392 1778521 -6734
Chr17 Normal NT_039661.1 TGGTCAGTTAGACCT 637045 LOC333729 643779 645899 -6734 643779 645899 -6734 643779 645899 -6734
Chr11 Complement NT_039520.1 GGGGCAGCACGACCC 19595611 LOC195071 19588879 19588466 -6732 19588879 19588466 -6732 19588879 19588466 -6732
Chr13 Normal NT_039590.1 GGATCAAGTTGACCA 13269593 4933425L06Rik 13276324 13315981 -6731 13276324 13315981 -6731 13276362 13315622 -6769
Chr17 Complement NT_039649.1 AGGGCGAGGTGACCT 10476374 H2-Ke6 10469643 10467525 -6731 10469643 10467525 -6731 10469633 10467825 -6741
Chr14 Complement NT_039597.1 AGGTCAAACTGACTC 756158 LOC328364 749427 543652 -6731 749427 744036 -6731 748406 747969 -7752
Chr17 Normal NT_039661.1 CAGTCATAATGACCT 606471 LOC333728 613202 635409 -6731 613202 635409 -6731 613202 635409 -6731
Chr11 Complement NT_039521.1 TTGTCAACTTGACCC 15979446 LOC217232 15972858 15939657 -6588 15972716 15942507 -6730 15972627 15943066 -6819
Chr1 Normal NT_039180.1 CGTTCAGCCTGACCT 14269179 LOC240751 14275909 14285912 -6730 14275909 14285912 -6730 14280743 14285912 -11564
Chr2 Complement NT_039202.1 GGGTCAGGCTGACAG 3520567 LOC329333 3513837 3511512 -6730 3513837 3511512 -6730 3512876 3512532 -7691
Chr8 Normal NT_039458.1 GGGTCAAGAAGACCT 830537 LOC333289 837267 849076 -6730 837267 849076 -6730 837267 849076 -6730
Chr6 Normal NT_039341.1 AGGCCAGACTGACCT 11503427 A930027H06Rik 11510156 11512750 -6729 11510156 11512750 -6729 11511974 11512324 -8547
Chr18 Normal NT_039674.1 TGGTCAACTTGATCC 28081764 LOC332299 28088492 28140093 -6728 28088492 28140093 -6728 28088492 28140093 -6728
Chr8 Normal NT_039467.1 AGTTCAGGCTGACCT 14755451 LOC270081 14762178 14792891 -6727 14762178 14792891 -6727 14792520 14792864 -37069
Chr12 Complement NT_039539.1 AAGTCACCCTGACCA 9022334 LOC328063 9015607 9013762 -6727 9015607 9013762 -6727 9015565 9015134 -6769
Chr7 Complement NT_039420.1 GGGTTATTCTGACCG 1845751 5430429M05Rik 1840159 1832215 -5592 1839026 1832672 -6725 1838431 1832850 -7320
Chr11 Complement NT_039515.1 AGGTCAACATGATCT 28363919 LOC327898 28357194 28343561 -6725 28357194 28343561 -6725 28357194 28343561 -6725
Chr5 Normal NT_039324.1 GGCTCAAATTGACCA 1667628 2700050F09Rik 1674176 1692916 -6548 1674352 1692910 -6724 1674506 1690810 -6878
Chr4 Complement NT_039258.1 AGGTCAAAATGAACC 11342227 1700034K16Rik 11335504 11163064 -6723 11335504 11205198 -6723 11335489 11205357 -6738
Chr5 Complement NT_039315.1 AGGGCATGCTGACCA 368367 Fbxo24 361645 349072 -6722 361645 349072 -6722 361508 349324 -6859
Chr12 Normal NT_039551.1 GGGTGATGATGACCT 27708067 LOC217693 27714786 27725414 -6719 27714786 27725414 -6719 27714786 27725414 -6719
Chr14 Complement NT_039606.1 TGGTCATCATCACCT 2439374 Mcpt8 2432655 2429624 -6719 2432655 2429624 -6719 2432645 2429706 -6729
Chr8 Complement NT_039467.1 AGATCAGGCTGACCT 39521095 2200008D09Rik 39514378 39509888 -6717 39514378 39509890 -6717 39514360 39509956 -6735
Chr7 Normal NT_039429.1 AGGTCACCTTGCCCC 19371148 LOC244167 19377865 19409772 -6717 19377865 19409772 -6717 19377865 19409772 -6717
Chr8 Complement NT_039455.1 GGGTCACATTGTCCT 9752128 LOC333273 9745411 9714859 -6717 9745411 9714859 -6717 9739442 9714859 -12686
Chr11 Complement NT_039520.1 AGGTCAGGCAGACCA 13370431 LOC263303 13363715 13362822 -6716 13363715 13362822 -6716 13363273 13362929 -7158
Chr10 Complement NT_039496.1 AGGTCATCCTGACTC 7511807 Sirt6 7505092 7499231 -6715 7505092 7499231 -6715 7505028 7499855 -6779
Chr13 Complement NT_039578.1 GGGTCACTGTGACAG 8075700 LOC218060 8068987 8068640 -6713 8068987 8068640 -6713 8068987 8068640 -6713
Chr2 Complement NT_039211.1 AGGCCACTCTGACCC 4393063 LOC332703 4386350 4357081 -6713 4386350 4357081 -6713 4386350 4357081 -6713
Chr1 Normal NT_039170.1 AGTTCAGCCTGACCA 12178441 9430069J07 12185153 12196043 -6712 12185153 12196043 -6712 12191787 12194129 -13346
Chr9 Normal NT_039475.1 AGGTCAAGCTGACTT 3124818 A930014C21Rik 3131471 3221803 -6653 3131530 3182114 -6712 3131639 3180413 -6821
Chr2 Complement NT_039210.1 GGCTCATAATGACCA 1065902 LOC241729 1059190 1012719 -6712 1059190 1012719 -6712 1044931 1012719 -20971
Chr2 Normal NT_039209.1 GGGTCACCACGACAT 5099519 LOC332648 5106230 5257443 -6711 5106230 5156333 -6711 5106230 5156333 -6711
Chr6 Normal NT_039350.1 GGGTGGTGCTGACCT 13061708 Gcs1 13068343 13071545 -6635 13068418 13071545 -6710 13068418 13071545 -6710
Chr11 Normal NT_039521.1 AGGTTATCCTGACCC 13560579 Nags-pending 13567214 13571177 -6635 13567288 13570772 -6709 13567288 13570772 -6709
Chr15 Complement NT_039621.1 TGGCCACTATGACCC 50637874 Hdac10 50631189 50625798 -6685 50631167 50625802 -6707 50630285 50626975 -7589
Chr19 Complement NT_039687.1 AGATCAGATTGACCT 838262 0610038F07Rik 832603 808104 -5659 831557 808906 -6705 831555 809460 -6707
Chr13 Normal NT_039590.1 AGGTCATACTGAACA 4550781 Col4a3bp 4557290 4653637 -6509 4557486 4652290 -6705 4557904 4650617 -7123
Chr8 Complement NT_039460.1 AGGTCACAATAACCC 1419379 LOC333295 1412677 1402420 -6702 1412677 1402420 -6702 1412677 1402420 -6702
Chr3 Complement NT_039226.1 AGGTCAACTTGATCC 3490698 LOC241866 3483997 3483015 -6701 3483997 3483015 -6701 3483997 3483015 -6701
Chr4 Normal NT_039263.1 ACGTCATAGTGACCA 1511148 LOC332910 1517846 1573749 -6698 1517846 1573749 -6698 1517846 1573749 -6698
Chr11 Normal NT_039521.1 AGATCACGCTGACCT 10455470 Igfbp4 10462033 10473350 -6563 10462167 10472288 -6697 10462167 10472288 -6697
Chr8 Normal NT_039467.1 AGGTTACCTTGACCC 12596112 1110002H14Rik 12602767 12606219 -6655 12602806 12606219 -6694 12602833 12605916 -6721
Chr2 Complement NT_039205.1 TGGTCAGGGTGACTT 7605787 C230075L19Rik 7599093 7571790 -6694 7599093 7571790 -6694 7587909 7573291 -17878
Chr18 Normal NT_039674.1 ACGTCAGACTGACCA 64501861 9630020G10Rik 64508551 64509939 -6690 64508551 64509939 -6690 64508996 64509427 -7135
Chr16 Complement NT_039625.1 GGGTCGACTTGACCT 29595725 Dscr5 29590150 29577176 -5575 29589035 29582776 -6690 29588493 29582986 -7232
Chr15 Normal NT_039621.1 GGGACAACATGACCT 38447644 2310076O14Rik 38454205 38466234 -6561 38454333 38466234 -6689 38456185 38465071 -8541
Chr16 Complement NT_039634.1 GGGTCGACTTGACCT 262828 Dscr5 257254 244259 -5574 256139 249886 -6689 255598 250096 -7230
Chr8 Complement NT_039455.1 AGGTTGCAGTGACCC 7382698 B930025P03Rik 7376011 7363913 -6687 7376011 7363913 -6687 7364753 7364442 -17945
Chr1 Complement NT_039182.1 TGGCCAGTCTGACCT 2525704 LOC214461 2519018 2420887 -6686 2519018 2420887 -6686 2519018 2420887 -6686
Chr8 Normal NT_039460.1 GGGTCAAGTTGACAT 2964815 LOC272484 2971501 2975058 -6686 2971501 2975058 -6686 2971501 2975058 -6686
Chr15 Normal NT_039621.1 TGGTCAACGTGACAT 26535571 LOC239504 26542255 26551989 -6684 26542255 26551989 -6684 26542255 26551989 -6684
ChrX Normal NT_039745.1 GGCTCAGATTGACCA 897127 B230340J04Rik 903805 908098 -6678 903805 908098 -6678 906482 906805 -9355
Chr2 Normal NT_039205.1 TGGTCAATTTGAACC 359121 Tptf-pending 359630 404303 -509 365799 404237 -6678 365821 404009 -6700
ChrX Normal NT_039708.1 GGCTCAGATTGACCA 977508 B230340J04Rik 984185 988479 -6677 984185 988479 -6677 986861 987184 -9353
Chr11 Normal NT_039520.1 GGGACAGTCTGACCT 7772656 LOC216721 7779333 7780268 -6677 7779333 7780268 -6677 7779333 7780268 -6677
Chr9 Normal NT_039482.1 AGCTCAGGATGACCT 8856097 3930402I10Rik 8862773 8873175 -6676 8862773 8873175 -6676 8862861 8871765 -6764
Chr18 Normal NT_039674.1 AGCTCAAGTTGACCC 35564505 Rnf14 35571168 35592329 -6663 35571176 35592290 -6671 35574924 35591099 -10419
Chr4 Normal NT_039266.1 AGGTCGAGTTGGCCT 6798482 Wnt4 6805026 6824436 -6544 6805152 6824296 -6670 6805197 6824296 -6715
Chr9 Normal NT_039474.1 AGGCCATGGTGACCA 9920924 2310007F21Rik 9927592 9950791 -6668 9927592 9950791 -6668 9929283 9950345 -8359
Chr14 Complement NT_039609.1 AGGTCAGCCTGACCT 6356853 2810449K13Rik 6350254 6305078 -6599 6350186 6329930 -6667 6350153 6330827 -6700
Chr6 Normal NT_039341.1 AGATCAAACTGACCT 7729911 LOC330288 7736578 7770400 -6667 7736578 7770400 -6667 7736771 7767914 -6860
Chr7 Complement NT_039407.1 TGGTCAGTCTGACTT 1354570 2410050E11Rik 1350100 1330230 -4470 1347904 1333155 -6666 1336204 1333855 -18366



Chr4 Normal NT_039266.1 AGGTCATGCTGGCCT 5415994 Cnr2 5422501 5447320 -6507 5422660 5447320 -6666 5443720 5444763 -27726
Chr15 Complement NT_039621.1 GGGTCTGGTCGACCC 37926029 Dgat1 37919505 37908806 -6524 37919364 37909732 -6665 37919335 37909790 -6694
Chr3 Complement NT_039239.1 AGGTTGGCCTGACCT 3658068 LOC229659 3658324 3637697 256 3651404 3637697 -6664 3643001 3637831 -15067
Chr13 Complement NT_039587.1 GGGTCAGTGAGACCC 893151 Ptch 886702 829696 -6449 886487 832277 -6664 886487 832277 -6664
Chr11 Normal NT_039520.1 AGGTCATTGGGACCT 9297552 Zfp354a 9303371 9315508 -5819 9304216 9315408 -6664 9304268 9314831 -6716
Chr2 Complement NT_039210.1 AGGTAAGGATGACCT 15721213 AI481105 15714551 15710475 -6662 15714551 15710475 -6662 15714542 15711401 -6671
Chr4 Normal NT_039264.1 AGGTCAAGTTGACAT 6680416 Dhcr24 6686990 6715397 -6574 6687076 6712763 -6660 6687093 6712742 -6677
Chr6 Normal NT_039355.1 AGGCCAGGCTGACCA 12147454 4632428M11Rik 12153892 12169063 -6438 12154113 12166411 -6659 12154490 12163841 -7036
Chr9 Complement NT_039471.1 AGGTCACCCAGACCA 7234273 LOC244683 7227615 7138798 -6658 7227615 7138798 -6658 7227615 7138798 -6658
Chr6 Complement NT_039359.1 ACGTCAACTTGACCA 2320933 LOC269807 2314407 2197636 -6526 2314276 2197636 -6657 2314191 2198213 -6742
Chr6 Complement NT_039360.1 AGGTCGAACTCACCC 1365443 LOC208320 1358788 1275983 -6655 1358788 1275983 -6655 1358788 1275983 -6655
Chr12 Normal NT_039553.1 TGGTCACCATGATCT 1250285 Tcl1b5 1256939 1261727 -6654 1256939 1261727 -6654 1256996 1260617 -6711
Chr18 Normal NT_039674.1 GGATCAAGTTGACCT 6199996 Fzd8 6206648 6210308 -6652 6206648 6210308 -6652 6207393 6209450 -7397
Chr5 Normal NT_039299.1 AGGTCAGACTGATCT 1334817 LOC211313 1341468 1494363 -6651 1341468 1494363 -6651 1341468 1494363 -6651
Chr8 Normal NT_039467.1 GGGTCAAGTTGACAC 2396142 Hmgb2l1 2402792 2411326 -6650 2402792 2411326 -6650 2408344 2411038 -12202
Chr17 Normal NT_039662.1 TGTTCACAATGACCC 1506986 LOC333741 1512800 1517030 -5814 1513636 1516963 -6650 1513076 1516556 -6090
Chr4 Complement NT_039262.1 AGGTCATAATGGCCA 25106304 Rps6 25099662 25096055 -6642 25099655 25096960 -6649 25099624 25097000 -6680
Chr12 Complement NT_039551.1 AGGTCATCCTTACCT 25287160 LOC328131 25280512 25217270 -6648 25280512 25217270 -6648 25220362 25220075 -66798
Chr5 Complement NT_039307.1 GTGTCAACTTGACCT 275697 Nmu 269051 238667 -6646 269051 238667 -6646 268946 240998 -6751
Chr2 Normal NT_039209.1 AGGTTATTATGACCA 42374399 LOC332671 42381044 42637162 -6645 42381044 42383005 -6645 42381044 42383005 -6645
Chr11 Complement NT_039520.1 AGGTCTGGCTGACCT 45370650 LOC327989 45364006 45361426 -6644 45364006 45361426 -6644 45361823 45361551 -8827
Chr3 Complement NT_039234.1 AGGTCACCTTGAACT 23849642 Prcc 23843001 23816655 -6641 23843001 23816655 -6641 23842763 23817002 -6879
Chr2 Normal NT_039212.1 GGGTGGCCCTGACCC 3840689 Tcea2 3847329 3887991 -6640 3847329 3855070 -6640 3847426 3854904 -6737
Chr6 Complement NT_039360.1 GGGTCATTCTGAACA 1276290 LOC333167 1269651 1266780 -6639 1269651 1266780 -6639 1269651 1266780 -6639
Chr13 Complement NT_039580.1 GGGTCAGGGTGACCC 3457939 LOC328232 3451301 3446867 -6638 3451301 3446867 -6638 3448489 3448184 -9450
Chr5 Complement NT_039305.1 GGGTAGAAATGACCT 12048036 LOC242983 12041399 11946619 -6637 12041399 11946619 -6637 12041399 11946619 -6637
Chr5 Normal NT_039312.1 AGGCCAGGCTGACCT 3687778 LOC330177 3694413 3748414 -6635 3694413 3748414 -6635 3746990 3747310 -59212
Chr4 Complement NT_039265.1 AGGCCAGACTGACCA 4810284 Ncdn-pending 4803649 4793640 -6635 4803649 4794718 -6635 4802886 4794718 -7398
Chr18 Complement NT_039674.1 AGGCCACTGTGACCT 57972005 9330140I15Rik 57965372 57958866 -6633 57965372 57958866 -6633 57961246 57960701 -10759
Chr4 Complement NT_039260.1 GGATCAAGTTGACCT 951639 LOC332881 945006 935138 -6633 945006 935138 -6633 945006 935138 -6633
ChrX Normal NT_039745.1 GGGCCATCTTGACCC 897173 B230340J04Rik 903805 908098 -6632 903805 908098 -6632 906482 906805 -9309
ChrX Normal NT_039708.1 GGGCCATCTTGACCC 977554 B230340J04Rik 984185 988479 -6631 984185 988479 -6631 986861 987184 -9307
Chr13 Complement NT_039590.1 AGGTCAACTTGATCC 9199246 LOC218524 9192615 9191347 -6631 9192615 9191347 -6631 9192463 9191861 -6783
ChrX Normal NT_039706.1 AGGTCAACTTGATCC 10559564 LOC208758 10566192 10608666 -6628 10566192 10608666 -6628 10566192 10608666 -6628
Chr13 Complement NT_039578.1 TGGTCATGATGAGCT 15511039 LOC328215 15504413 15501670 -6626 15504413 15501670 -6626 15502590 15502060 -8449
Chr2 Complement NT_039202.1 TGGTCAGATTGGCCT 8599688 2700027J02Rik 8593089 8574695 -6599 8593064 8575304 -6624 8590606 8575490 -9082
Chr5 Complement NT_039312.1 GTGTCACCCTGACCT 10542639 Gpr81 10536015 10532735 -6624 10536015 10532735 -6624 10535597 10534566 -7042
Chr10 Normal NT_039496.1 AGGTCATCCTGACTC 7511807 5730519E19Rik 7511190 7525209 617 7518430 7525209 -6623 7519524 7524779 -7717
Chr6 Normal NT_039378.1 TGGTCACTATGAGCT 113785 LOC194673 120408 121892 -6623 120408 121892 -6623 120408 121892 -6623
Chr1 Normal NT_039170.1 TGGTCAATTTGACTC 45445393 LOC227234 45452014 45466765 -6621 45452014 45466765 -6621 45452014 45466765 -6621
Chr2 Normal NT_039209.1 TGGACACACTGACCC 5236267 LOC212320 5242887 5338304 -6620 5242887 5257443 -6620 5242887 5257443 -6620
Chr10 Complement NT_039491.1 AGGTCAGAGTGACGT 13909848 LOC215844 13903228 13894584 -6620 13903228 13894584 -6620 13903228 13894584 -6620
Chr6 Normal NT_039355.1 GGGTCATTCTAACCT 4716715 6330415L08Rik 4723253 4784505 -6538 4723334 4783275 -6619 4723334 4783275 -6619
Chr3 Complement NT_039228.1 TGGTCAAAATGACAT 10857858 LOC241968 10851240 10743482 -6618 10851240 10743482 -6618 10851240 10743482 -6618
Chr8 Complement NT_039455.1 ATGTCACTTTGACCT 291892 LOC195697 285275 284714 -6617 285275 284714 -6617 285211 284714 -6681
Chr5 Normal NT_039316.1 GGCTCACTGTGACCA 4052264 Slc29a4 4058880 4082361 -6616 4058880 4082361 -6616 4062613 4081909 -10349
Chr2 Complement NT_039208.1 GGGTCAATTAGACCA 25166775 Hsd17b12 25160236 25034969 -6539 25160160 25035809 -6615 25160141 25035829 -6634
Chr10 Complement NT_039492.1 GGGTGGTACTGACCC 18719659 LOC215944 18713046 18690014 -6613 18713046 18690014 -6613 18713046 18690014 -6613
Chr5 Normal NT_039315.1 GGGTCAAGTTGGCCT 281610 Actl6 288107 304396 -6497 288222 304366 -6612 288222 304206 -6612
Chr9 Normal NT_039476.1 GGATCAGAGTGACCT 7953604 D030068E18Rik 7960215 7965404 -6611 7960215 7965404 -6611 7964422 7964787 -10818
Chr6 Complement NT_039353.1 ATGTCGTGGTGACCC 2204223 LOC243529 2197612 2196163 -6611 2197612 2196163 -6611 2197102 2196536 -7121
Chr17 Complement NT_039657.1 AGATCAAGCTGACCA 9649399 Ndufv2 9642788 9620376 -6611 9642788 9620376 -6611 9642694 9622010 -6705
ChrX Complement NT_039718.1 AGGTCATTTTGACTA 578775 LOC245646 572165 564502 -6610 572165 564502 -6610 572165 564502 -6610
Chr5 Normal NT_039302.1 AAGTCACCATGACCA 1634528 LOC330067 1640828 1657788 -6300 1641137 1657788 -6609 1647109 1655738 -12581
Chr4 Complement NT_039260.1 AGGTGAAGATGACCT 3682597 5830400N10Rik 3675991 3632668 -6606 3675991 3648563 -6606 3675949 3649259 -6648
Chr4 Normal NT_039264.1 AGTTCATAGTGACCT 18667945 2610528J11Rik 18674329 18677485 -6384 18674550 18677485 -6605 18676561 18677063 -8616
Chr9 Normal NT_039474.1 GGGGCAGCGTGACCC 1784988 LOC235394 1791593 1793257 -6605 1791593 1793064 -6605 1791721 1792428 -6733
Chr6 Normal NT_039350.1 GGGTCAGGCTGAACT 15028373 Npm3 15034977 15035622 -6604 15034977 15035622 -6604 15034984 15035511 -6611
ChrX Normal NT_039713.1 AGGTCATGCTGACAA 5299372 LOC236991 5305975 5323460 -6603 5305975 5323460 -6603 5305975 5323460 -6603
Chr11 Normal NT_039520.1 GGGTTGGGTTGACCC 18171250 LOC327936 18177853 18186793 -6603 18177853 18186793 -6603 18177871 18183051 -6621
Chr16 Complement NT_039625.1 AGGTCAACTTGATCC 24094095 LOC207371 24087877 24085451 -6218 24087493 24085451 -6602 24086828 24086559 -7267
Chr6 Complement NT_039353.1 GGGTCGAGTTAACCC 5631068 2810014D17Rik 5624571 5615321 -6497 5624467 5615321 -6601 5624381 5616059 -6687
Chr2 Normal NT_039205.1 AGGTAGTTTTGACCT 3152989 LOC332578 3159588 3162574 -6599 3159588 3162574 -6599 3159588 3162574 -6599
Chr1 Complement NT_039188.1 AGGTCAGCCTCACCC 243344 Hnrpu 236746 226141 -6598 236746 228866 -6598 236605 228866 -6739
Chr2 Normal NT_039210.1 AGGACACCCTGACCA 2872397 MGC27784 2878961 2923343 -6564 2878993 2896113 -6596 2878998 2895994 -6601
Chr11 Complement NT_039521.1 TGGTCACTTTGACCA 12647017 Ezh1 12648161 12612817 1144 12640422 12612817 -6595 12640359 12614640 -6658
Chr7 Complement NT_039419.1 CAGTCATTATGACCT 66601 LOC211981 60007 59137 -6594 60007 59137 -6594 59783 59208 -6818
Chr10 Normal NT_039496.1 GGATCAAGTTGACCA 4513368 LOC268312 4519961 4525502 -6593 4519961 4525502 -6593 4524220 4525502 -10852
Chr12 Complement NT_039557.1 TGGTCAACTTGATCC 48651 LOC277069 42058 41542 -6593 42058 41542 -6593 42052 41548 -6599
Chr14 Normal NT_039606.1 GGGACAGGCTGACCG 506423 LOC332006 513014 567620 -6591 513014 567620 -6591 513014 567620 -6591
Chr11 Normal NT_039520.1 GGGTCAGTCTGTCCA 19650921 1110007F23Rik 19657511 19660962 -6590 19657511 19660768 -6590 19657544 19660065 -6623
Chr1 Normal NT_039172.1 GGGGCAAAGTGACCA 639710 LOC195399 646300 655207 -6590 646300 655207 -6590 646300 655207 -6590
Chr7 Normal NT_039424.1 GGGTCAAAATGACAA 5318505 p 5325084 5499946 -6579 5325095 5499946 -6590 5340112 5499946 -21607
Chr13 Complement NT_039586.1 GGGTCGTGCTGCCCC 6640469 Tpbpa 6633936 6630444 -6533 6633879 6631301 -6590 6632640 6631558 -7829
ChrX Complement NT_039700.1 TGGTCCATTTGACCT 281652 LOC331380 275064 268885 -6588 275064 268885 -6588 275064 268885 -6588
Chr6 Complement NT_039361.1 AGGCCAGCCTGACCT 3051437 D030011O10Rik 3044850 2956968 -6587 3044850 2956968 -6587 3044479 2957067 -6958
Chr5 Normal NT_039312.1 CGGACACCCTGACCT 9162088 LOC333054 9168675 9182394 -6587 9168675 9182394 -6587 9168675 9182394 -6587
Chr3 Normal NT_039238.1 GGGTCACAATGAACT 2530819 Zfp364 2537406 2600700 -6587 2537406 2600700 -6587 2537534 2599707 -6715
Chr8 Complement NT_039462.1 AGGTAGAGTTGACCT 5876899 1210002E11Rik 5870912 5859528 -5987 5870314 5859528 -6585 5870221 5859776 -6678
Chr17 Complement NT_039663.1 ATGTCAGATTGACCA 134475 5730403J10Rik 127946 123867 -6529 127890 123867 -6585 127251 124310 -7224
Chr5 Normal NT_039331.1 GGGTCAAGTTGGCCT 266711 Actl6 273181 289272 -6470 273296 289242 -6585 273296 289085 -6585
Chr16 Complement NT_039625.1 GGGTGAATATGACCA 24484230 LOC239940 24477647 24424220 -6583 24477647 24424220 -6583 24477647 24424220 -6583
Chr18 Complement NT_039674.1 CGGTCACAGTGTCCT 57879286 AI195350 57873163 57844890 -6123 57872705 57844890 -6581 57846411 57846229 -32875
Chr1 Normal NT_039185.1 TGGTCAGGCTCACCC 15396397 Usf1 15402609 15410039 -6212 15402977 15410039 -6580 15405818 15409417 -9421
Chr3 Complement NT_039234.1 AGGTCAGCTTGAGCT 24718709 6530420C11Rik 24712131 24710200 -6578 24712131 24710200 -6578 24710580 24710302 -8129
ChrX Complement NT_039719.1 AGATCATGCTGACCT 2905461 LOC245667 2898883 2897310 -6578 2898883 2897310 -6578 2898881 2897352 -6580
Chr3 Normal NT_039234.1 GGGGCAAAGTGACCA 22150991 Lrba 22157113 22741700 -6122 22157569 22741692 -6578 22158168 22740684 -7177
Chr17 Normal NT_039657.1 GGGGCAGCACGACCC 1232095 LOC240123 1238672 1273634 -6577 1238672 1273634 -6577 1238672 1273634 -6577
Chr19 Complement NT_039684.1 AGGTCAGGCTGAGCT 639768 Fau 633235 631624 -6533 633195 631624 -6573 632893 631670 -6875
Chr15 Normal NT_039621.1 GGGTGACATTGACCT 63943559 LOC268855 63946198 63953994 -2639 63950132 63953994 -6573 63950399 63952477 -6840
Chr6 Complement NT_039360.1 GTGTCAGCCTGACCA 1276224 LOC333167 1269651 1266780 -6573 1269651 1266780 -6573 1269651 1266780 -6573
Chr5 Normal NT_039307.1 GGATCAAGTTGACCA 17451858 LOC243118 17458429 17504202 -6571 17458429 17504202 -6571 17458429 17504202 -6571
Chr10 Normal NT_039502.1 GGATCAAGTTGACCT 7119345 LOC327855 7125916 7126860 -6571 7125916 7126860 -6571 7125916 7126860 -6571
Chr2 Complement NT_039205.1 GGGTCAGAGTGAGCA 2802339 Grin1 2795989 2767975 -6350 2795769 2769037 -6570 2795676 2769158 -6663
Chr10 Normal NT_039491.1 AGGTCATCAAGACCA 10177781 LOC237295 10184350 10243304 -6569 10184350 10243304 -6569 10184350 10243304 -6569



Chr15 Complement NT_039621.1 AGGTCAGCCTGATCT 4292194 2610028F08Rik 4286032 4138987 -6162 4285626 4138987 -6568 4284632 4140717 -7562
Chr15 Complement NT_039621.1 GGGTCAAGCAGACCC 50637734 Hdac10 50631189 50625798 -6545 50631167 50625802 -6567 50630285 50626975 -7449
Chr2 Complement NT_039205.1 TGGTCCATCTGACCC 6677507 LOC332580 6670940 6660885 -6567 6670940 6660885 -6567 6669848 6660885 -7659
Chr14 Complement NT_039595.1 GTGTCAGCATGACCC 1765820 LOC238926 1759254 1755349 -6566 1759254 1755349 -6566 1759254 1755349 -6566
Chr5 Complement NT_039312.1 AGGTCAGCCTGGCCT 8082628 Erp29 8076187 8068438 -6441 8076063 8068440 -6565 8076024 8068757 -6604
ChrX Normal NT_039710.1 TGGTCAAAGTGATCT 3258070 LOC194781 3264634 3265046 -6564 3264634 3265046 -6564 3264634 3265046 -6564
Chr15 Complement NT_039621.1 GAGTCAGCCTGACCT 60151516 Adcy6 60144953 60130091 -6563 60144953 60130091 -6563 60144858 60132289 -6658
Chr12 Complement NT_039553.1 GGGTCATTTTGAGCC 7703436 2810029C07Rik 7696875 7693409 -6561 7696875 7693409 -6561 7693948 7693541 -9488
Chr14 Complement NT_039606.1 GGGTCAAGTTGACAT 9849899 Tdh 9843674 9826934 -6225 9843338 9827041 -6561 9834886 9827289 -15013
Chr10 Normal NT_039498.1 AGCTCAGGCTGACCT 819014 Txnrd1 825574 864316 -6560 825574 864316 -6560 841044 862440 -22030
Chr7 Complement NT_039433.1 TGGTCAAGGTGTCCC 19364706 4933440M02Rik 19358162 19339984 -6544 19358148 19339984 -6558 19342354 19341572 -22352
Chr2 Complement NT_039205.1 AGGCCAGACTGACCT 4393986 Surf5 4387428 4382053 -6558 4387428 4382395 -6558 4387201 4382590 -6785
Chr2 Normal NT_039210.1 AGGTTGTCATGACCT 17500714 LOC241797 17507271 17798651 -6557 17507271 17544121 -6557 17507271 17544121 -6557
Chr5 Normal NT_039305.1 GGGTCAGCATGAACA 15146061 Slc34a2 15141342 15174921 4719 15152617 15174921 -6556 15161416 15172890 -15355
Chr6 Complement NT_039355.1 AGGTTAGGTTGACCC 461841 LOC330397 455287 382814 -6554 455287 382814 -6554 455287 382814 -6554
Chr9 Normal NT_039476.1 GGGGCAGCACGACCC 10683274 LOC333425 10689828 10696583 -6554 10689828 10696583 -6554 10689828 10696583 -6554
Chr10 Complement NT_039494.1 GGGGCAGCACGACCC 11213931 LOC215992 11207378 11182504 -6553 11207378 11182504 -6553 11207378 11182504 -6553
Chr14 Normal NT_039606.1 AGGTCAGACTGACCT 1221374 LOC268745 1227924 1229703 -6550 1227924 1229703 -6550 1228486 1228848 -7112
Chr3 Complement NT_039242.1 TGGTTAAAATGACCC 27135051 LOC242275 27128503 26813935 -6548 27128503 26813935 -6548 27128503 26813935 -6548
Chr6 Complement NT_039340.1 GGGTCACACTGTCCT 18757081 AI426782 18750535 18669629 -6546 18750535 18669629 -6546 18749095 18670865 -7986
Chr17 Normal NT_039649.1 ATGTCAGCGTGACCT 10582311 H2-DMb2 10588668 10687631 -6357 10588854 10594267 -6543 10588854 10594267 -6543
Chr7 Normal NT_039426.1 GGATCAAGTTGACCT 44150 LOC194436 50693 103697 -6543 50693 103697 -6543 50693 103697 -6543
Chr11 Normal NT_039520.1 AGGTCAGCCTGATCT 18996208 LOC216820 19002722 19030209 -6514 19002751 19030209 -6543 19002776 19029987 -6568
Chr10 Normal NT_039494.1 AGGTCATCTTGATCT 5692657 LOC268300 5699200 5700061 -6543 5699200 5700061 -6543 5699210 5699620 -6553
Chr12 Normal NT_039552.1 GGATCAAGTTGACCA 13925938 Slc24a4 13931797 14070376 -5859 13932481 14070034 -6543 13932503 14069778 -6565
Chr1 Complement NT_039172.1 GGCTCGAAGTGACCT 3159692 LOC210708 3153152 3109642 -6540 3153152 3109642 -6540 3153152 3109642 -6540
Chr2 Complement NT_039207.1 GGGTCACTTTGCCCA 5497795 LOC329413 5491255 5490503 -6540 5491255 5490503 -6540 5491255 5490503 -6540
Chr5 Complement NT_039305.1 TGGTCCTTTTGACCT 35619763 1810027I20Rik 35613224 35597575 -6539 35613224 35597575 -6539 35610072 35597833 -9691
Chr1 Normal NT_039172.1 TGCTCACAATGACCT 933418 LOC329191 939957 980815 -6539 939957 980815 -6539 939994 940461 -6576
Chr3 Complement NT_039240.1 AGGTCATCTTCACCT 2915469 A830059A17Rik 2908931 2758907 -6538 2908931 2758907 -6538 2908400 2760338 -7069
Chr16 Normal NT_039627.1 AGGGCAGGGTGACCT 1009700 LOC332206 1016236 1106929 -6536 1016236 1106929 -6536 1016236 1106929 -6536
Chr12 Normal NT_039552.1 AGGTCATCTTGACTG 13772326 Cpsf2 13770801 13808401 1525 13778861 13806483 -6535 13784820 13806094 -12494
Chr15 Normal NT_039622.1 TGGTCAAGGTGGCCT 80892 MGC27770 87427 88442 -6535 87427 88442 -6535 88055 88369 -7163
Chr8 Normal NT_039467.1 CGGTCAGTTTGTCCT 51494329 Gas8 51500862 51518376 -6533 51500862 51518376 -6533 51502704 51518355 -8375
Chr7 Complement NT_039436.1 GGGTTGGTGTGACCC 833797 LOC244229 827264 824160 -6533 827264 824160 -6533 827264 824160 -6533
Chr14 Complement NT_039598.1 GGGTCAAGCTGAGCT 14084001 LOC328381 14077468 14037557 -6533 14077468 14037557 -6533 14066789 14039636 -17212
Chr2 Normal NT_039209.1 GGCTCAGTCTGACCT 12118614 LOC329490 12125147 12289849 -6533 12125147 12128879 -6533 12127916 12128215 -9302
Chr1 Complement NT_039170.1 GGGTCACCAGGACCA 17067800 Vrp-pending 17137101 17029856 69301 17061267 17029856 -6533 17061137 17030706 -6663
Chr6 Complement NT_039341.1 AGGTCACTGTGCCCT 1127855 LOC232687 1121324 1054762 -6531 1121324 1054762 -6531 1121324 1054762 -6531
Chr10 Normal NT_039502.1 AGGCCAGAACGACCC 4818633 Cyp40 4825163 4829026 -6530 4825163 4829026 -6530 4825163 4829026 -6530
Chr11 Normal NT_039520.1 AGGTCAGCCTGACCC 46580741 AI841487 46524257 46619141 56484 46587269 46619141 -6528 46594841 46615130 -14100
Chr7 Complement NT_039407.1 GGGACAGTTTGACCA 1200442 Grik5 1193916 1134760 -6526 1193916 1134760 -6526 1187955 1135253 -12487
Chr2 Normal NT_039208.1 TTGTCAACTTGACCC 6704553 9930035G10Rik 6711077 6892928 -6524 6711077 6806075 -6524 6711191 6804943 -6638
Chr4 Complement NT_039261.1 TGGTCAGGGTGACTT 7903089 D730040F13Rik 7896565 7827789 -6524 7896565 7834610 -6524 7896552 7852880 -6537
Chr13 Complement NT_039590.1 GGGTCACTGTGTCCT 2001600 LOC218453 1995076 1984110 -6524 1995076 1984110 -6524 1986397 1984331 -15203
ChrX Normal NT_039711.1 AGGTCAAAATGTCCA 4852675 LOC272789 4859199 4899245 -6524 4859199 4899245 -6524 4859199 4899245 -6524
Chr11 Complement NT_039521.1 AGGTCTTAGTGACCA 28152861 Siat7b 28146337 28118455 -6524 28146337 28118455 -6524 28146027 28128983 -6834
Chr3 Normal NT_039238.1 AGGTCAGACTGGCCT 901955 Tmod4 907465 912156 -5510 908479 912156 -6524 908503 912058 -6548
Chr11 Complement NT_039520.1 TGGTTACCATGACCC 16975269 LOC327934 16968746 16967913 -6523 16968746 16967913 -6523 16968746 16967913 -6523
Chr1 Normal NT_039170.1 AGATCATACCGACCT 51106740 LOC332455 51113262 51121938 -6522 51113262 51121938 -6522 51113262 51121938 -6522
Chr12 Normal NT_039553.1 AGGTCAGGCTGAGCC 7536057 1600013K19Rik 7538460 7552129 -2403 7542576 7552129 -6519 7543094 7551799 -7037
Chr16 Complement NT_039624.1 TGGTCATCCTGACCC 1688384 LOC239691 1681865 1671644 -6519 1681865 1671644 -6519 1681865 1671644 -6519
Chr2 Normal NT_039204.1 GGGTCATGAGGACCA 1790309 LOC241251 1796827 1803281 -6518 1796827 1803281 -6518 1796827 1803281 -6518
Chr7 Normal NT_039433.1 ATGTCAGTCTGACCA 21598645 LOC233900 21605158 21620336 -6513 21605158 21620336 -6513 21605378 21619024 -6733
Chr14 Normal NT_039611.1 GGGTCACTGTGATCC 141471 LOC268738 147984 153141 -6513 147984 153141 -6513 148011 151228 -6540
Chr11 Complement NT_039520.1 AGGTCAAGCTGACAT 23532619 Srfcp-pending 23577537 23484109 44918 23526107 23485976 -6512 23577246 23485993 44627
Chr16 Normal NT_039625.1 GGGTCGACTTGACCT 29595725 Ttc3 29602235 29690878 -6510 29602235 29690878 -6510 29602246 29689657 -6521
Chr19 Normal NT_039687.1 GGGTCAAGTTGACAA 15266428 LOC226040 15272933 15277168 -6505 15272933 15277168 -6505 15272989 15276732 -6561
Chr6 Normal NT_039353.1 GGGTCACGGTCACCT 5573377 LOC232235 5579881 5581109 -6504 5579881 5581109 -6504 5579927 5580928 -6550
Chr3 Normal NT_039242.1 GGGGCAGCACGACCC 13698320 D3Ertd250e 13704822 13741194 -6502 13704822 13741194 -6502 13710491 13740926 -12171
ChrX Complement NT_039702.1 AGGTCAACTTGATCC 2680241 LOC331398 2673739 2672606 -6502 2673739 2672606 -6502 2673318 2673025 -6923
Chr10 Complement NT_039496.1 GGGTCACAGTCACCA 5501775 6,72047E+12 5495275 5476860 -6500 5495275 5476860 -6500 5495207 5478416 -6568
Chr13 Complement NT_039578.1 ATGTCAGGTTGACCA 15510913 LOC328215 15504413 15501670 -6500 15504413 15501670 -6500 15502590 15502060 -8323
Chr9 Complement NT_039472.1 AGGTCATAGTTACCA 14697107 LOC244763 14690609 14660812 -6498 14690609 14660812 -6498 14690609 14660812 -6498
Chr16 Normal NT_039634.1 GGGTCGACTTGACCT 262828 Ttc3 269326 354595 -6498 269326 354595 -6498 269337 353374 -6509
Chr3 Complement NT_039230.1 TGGTCAGCATGACTC 8456217 F730001G15Rik 8449766 8444662 -6451 8449720 8444662 -6497 8446300 8445341 -9917
Chr10 Complement NT_039491.1 GTGTCAAGTTGACCC 627611 LOC331589 621114 488679 -6497 621114 488679 -6497 621114 488679 -6497
Chr16 Normal NT_039630.1 AGGTCATATTGACAT 84110 LOC333705 90606 92504 -6496 90606 92504 -6496 90625 91895 -6515
Chr16 Normal NT_039624.1 AGGTCATATTGACAT 14299677 LOC328638 14306172 14308070 -6495 14306172 14308070 -6495 14306191 14307461 -6514
Chr14 Normal NT_039614.1 AAGTCAGGGTGACCT 451943 LOC333692 458438 472095 -6495 458438 472095 -6495 458438 472095 -6495
Chr3 Complement NT_039239.1 GGGTCACTATTACCT 7237534 Rap1a 7282092 7208993 44558 7231039 7208993 -6495 7231012 7212696 -6522
Chr11 Complement NT_039521.1 AGGTGACTGTGACCT 12140138 Gcn5l2 12133694 12125988 -6444 12133644 12126478 -6494 12133644 12126478 -6494
Chr7 Complement NT_039428.1 AGGTCACTATTACCC 20943345 Cpeb 20936934 20828620 -6411 20936852 20829036 -6493 20936824 20829934 -6521
Chr2 Normal NT_039209.1 GGGTCGACCGGACCT 44181036 2510008M08Rik 44187527 44285277 -6491 44187527 44226196 -6491 44192141 44225340 -11105
Chr10 Normal NT_039501.1 GGATCAAGTTGACCA 3850245 LOC268353 3856735 3857882 -6490 3856735 3857882 -6490 3856837 3857532 -6592
Chr1 Complement NT_039186.1 TGGTCAAACTGTCCT 2959347 4933426L22Rik 2954977 2932124 -4370 2952858 2934046 -6489 2948496 2934141 -10851
Chr6 Complement NT_039356.1 AGGTCAACATGACAT 3990608 LOC232399 3984119 3983587 -6489 3984119 3983587 -6489 3984094 3983612 -6514
Chr4 Complement NT_039266.1 CGGCCAGCCTGACCT 1515511 LOC269587 1509022 1357182 -6489 1509022 1358042 -6489 1504408 1360268 -11103
Chr11 Complement NT_039521.1 TGGCCACACTGACCC 11237088 2300006N05Rik 11230601 11229787 -6487 11230601 11229787 -6487 11230540 11230043 -6548
Chr17 Normal NT_039655.1 GGGTCACTGTGTCCT 8034590 B430306N03Rik 8041077 8051990 -6487 8041077 8051990 -6487 8041394 8049151 -6804
Chr9 Normal NT_039476.1 GGGTCATGAAGACCA 9355632 Rbp1 9362119 9363677 -6487 9362119 9363677 -6487 0 0 9355632
Chr14 Complement NT_039606.1 AGGTCAGAGCGACCA 2292484 Mcpt5 2285998 2282790 -6486 2285998 2282790 -6486 2285908 2282991 -6576
ChrX Normal NT_039719.1 GGATCAAGTTGACCA 3814391 LOC278240 3820875 3822821 -6484 3820875 3822821 -6484 3821773 3822546 -7382
Chr7 Complement NT_039428.1 TGGTCACACTGACAC 12564678 LOC244056 12558195 12494404 -6483 12558195 12494404 -6483 12558195 12494404 -6483
Chr10 Complement NT_039492.1 CAGTCACATTGACCC 21495848 LOC215963 21489367 21487582 -6481 21489367 21487582 -6481 21489129 21488683 -6719
Chr7 Complement NT_039428.1 GGGTCACCATGCCCA 19027235 LOC244083 19020754 19005307 -6481 19020754 19005307 -6481 19020754 19005307 -6481
Chr15 Normal NT_039621.1 GGGACATCATGACCG 56127975 B930062P21Rik 56134452 56604451 -6477 56134452 56604451 -6477 56143354 56603359 -15379
Chr16 Normal NT_039624.1 GGGTCGTGCTGCCCC 9587604 Ercc4 9594081 9626741 -6477 9594081 9626741 -6477 9594281 9626268 -6677
Chr5 Complement NT_039300.1 GGGTCAGGGTGACTT 3893136 LOC231083 3886660 3885267 -6476 3886660 3885267 -6476 3886579 3886277 -6557
Chr9 Normal NT_039473.1 TGGTCAGTGAGACCT 5362537 Pcsk7 5368962 5391739 -6425 5369013 5391739 -6476 5371288 5390844 -8751
Chr9 Complement NT_039473.1 GGGTCAACATGAACT 3724205 BC034204 3717730 3713486 -6475 3717730 3713486 -6475 3717670 3713811 -6535
Chr14 Normal NT_039599.1 TGGGCAGGTTGACCT 5415314 LOC332002 5421789 5448701 -6475 5421789 5448701 -6475 5421789 5448701 -6475
Chr7 Normal NT_039395.1 AGGTCACCTTGAACA 329744 Napa 336033 355576 -6289 336218 355576 -6474 336252 354166 -6508
Chr8 Complement NT_039460.1 TGGTCCTTCTGACCT 1630127 AW111961 1623657 1596052 -6470 1623657 1596052 -6470 1623439 1597186 -6688
Chr5 Complement NT_039300.1 TGGTCAAGATGGCCT 4192173 LOC332994 4185703 4183244 -6470 4185703 4183244 -6470 4185703 4183244 -6470



Chr8 Normal NT_039456.1 GGGTCAACTTGACAC 11886183 Purg 11892084 11923991 -5901 11892653 11893716 -6470 11892664 11893716 -6481
Chr8 Normal NT_039456.1 TGGTCACAGTTACCT 2816335 LOC244359 2822803 2832296 -6468 2822803 2832296 -6468 2822803 2832296 -6468
Chr3 Complement NT_039234.1 AGGTAAGAGTGACCT 21487326 LOC329691 21480859 21477428 -6467 21480859 21477428 -6467 21477880 21477491 -9446
Chr17 Complement NT_039650.1 AGGTAAAGCTGACCG 182215 LOC268949 175750 168830 -6465 175750 168830 -6465 175723 168888 -6492
Chr11 Complement NT_039520.1 AGGTCATCCTGTCCC 33609508 Hic1 33603044 33598093 -6464 33603044 33598093 -6464 33603044 33598908 -6464
Chr10 Normal NT_039502.1 TCGTCATCCTGACCT 5791029 LOC327844 5797493 5797958 -6464 5797493 5797958 -6464 5797527 5797883 -6498
Chr11 Complement NT_039521.1 TGGTCACTGAGACCC 12278186 Stat5b 12271802 12201973 -6384 12271724 12204220 -6462 12229763 12204336 -48423
Chr12 Complement NT_039551.1 GGGTCATCCTGTCCA 25850937 Erh 25844797 25834720 -6140 25844476 25834723 -6461 25844452 25835111 -6485
Chr19 Complement NT_039685.1 AGGTCAGCCTGATCT 378250 1810059G22Rik 371806 369878 -6444 371791 369878 -6459 371779 370025 -6471
Chr9 Normal NT_039472.1 GGCTCAGGGTGACCT 21801719 4930581F22Rik 21807857 21822392 -6138 21808178 21822392 -6459 21821779 21822207 -20060
Chr2 Complement NT_039209.1 AGGTCAGTCTGCCCA 19947705 LOC329502 19979106 19906341 31401 19941246 19906341 -6459 19919500 19907768 -28205
Chr7 Normal NT_039385.1 GGGGCGGAGTGACCC 1194260 U2af2 1200719 1213428 -6459 1200719 1213428 -6459 1202917 1213190 -8657
Chr16 Complement NT_039624.1 GGATCAAGTTGACCT 12981968 Frabin-pending 13071872 12887846 89904 12975510 12906451 -6458 12961388 12906635 -20580
Chr8 Complement NT_039456.1 GGATCAAGTTGACCT 3159383 Adam5 3152927 3132837 -6456 3152927 3132837 -6456 3152888 3133099 -6495
Chr12 Normal NT_039551.1 AGGTCGCTCTGCCCT 21748946 MGC40768 21726187 21761226 22759 21755401 21761226 -6455 21757439 21759024 -8493
Chr1 Complement NT_039185.1 TGGTCAGGGTGACTT 7645342 LOC240879 7638888 7602884 -6454 7638888 7602884 -6454 7638888 7602884 -6454
Chr11 Normal NT_039520.1 AGCTCAGGCTGACCT 11958493 Il5 11964945 11969254 -6452 11964945 11969254 -6452 11964988 11968165 -6495
Chr11 Normal NT_039530.1 AGCTCAGGCTGACCT 187420 Il5 193872 198181 -6452 193872 198181 -6452 193915 197092 -6495
Chr1 Complement NT_039173.1 TGGTCATGATGACTT 6885062 2900053E13Rik 6878714 6844319 -6348 6878612 6845022 -6450 6878591 6845140 -6471
Chr12 Complement NT_039553.1 GGGTCGGGCTGAGCC 9081129 1110030M18Rik 9074705 9067316 -6424 9074680 9067316 -6449 9074654 9067393 -6475
Chr3 Complement NT_039234.1 AAGTCAGGATGACCG 26522743 LOC214555 26516295 26513007 -6448 26516295 26513007 -6448 26516295 26513007 -6448
ChrX Normal NT_039713.1 GGGGCAGCACGACCC 4786517 LOC270640 4792965 4971028 -6448 4792965 4971028 -6448 4792965 4971028 -6448
Chr4 Normal NT_039264.1 ATGTCAATTTGACCA 19236272 Lao1 19242330 19249644 -6058 19242719 19249644 -6447 19242751 19249308 -6479
Chr10 Normal NT_039492.1 TGGTGAGATTGACCT 1425547 Tar1-pending 1431992 1432990 -6445 1431992 1432990 -6445 1431992 1432990 -6445
Chr2 Normal NT_039206.1 GGGTCACTGTGATCT 19564299 5430425K04Rik 19570743 19669224 -6444 19570743 19584655 -6444 19573315 19582658 -9016
Chr7 Normal NT_039413.1 GAGTCACAGTGACCA 2111495 LOC330499 2117939 2124500 -6444 2117939 2124500 -6444 2118014 2124307 -6519
Chr7 Complement NT_039428.1 AGGTCAACTTGATCC 4081622 5730507A09Rik 4075179 4014056 -6443 4075179 4014056 -6443 4017175 4014417 -64447
Chr15 Complement NT_039618.1 AAGTCATAGTGACCT 16399072 Basp1 16392630 16391085 -6442 16392630 16391085 -6442 16392620 16391940 -6452
Chr4 Complement NT_039268.1 GGGACAGACTGACCG 1678962 LOC277734 1672520 1671487 -6442 1672520 1671487 -6442 1671921 1671553 -7041
Chr12 Normal NT_039551.1 AGGGCAATATGACCT 30707214 LOC331848 30713655 30780444 -6441 30713655 30780444 -6441 30713655 30780444 -6441
Chr16 Normal NT_039624.1 GGGTCAGGGTGACAT 16642950 LOC208083 16649389 16666054 -6439 16649389 16666054 -6439 16649389 16666054 -6439
Chr2 Normal NT_039212.1 CAGTCACTCTGACCC 1263506 LOC228973 1269945 1377740 -6439 1269945 1270562 -6439 1269945 1270562 -6439
Chr13 Complement NT_039580.1 AGGTCATCTTGAACC 903062 LOC328228 896625 894583 -6437 896625 894583 -6437 895237 894944 -7825
Chr12 Normal NT_039552.1 AGGTCACTATGAGCT 5405104 LOC217777 5411540 5450976 -6436 5411540 5450976 -6436 5411540 5450976 -6436
Chr11 Normal NT_039520.1 AGGTCAATGTGACAG 8263082 G1rzfp-pending 8269477 8348905 -6395 8269517 8348858 -6435 8269547 8348710 -6465
Chr17 Complement NT_039672.1 GGGACGGGTTGACCT 38706 LOC193838 32296 29363 -6410 32273 29363 -6433 32258 29854 -6448
Chr9 Complement NT_039473.1 AGGTCTGGTTGACCT 4431933 Ube4a 4425515 4383118 -6418 4425502 4406643 -6431 4420089 4407968 -11844
Chr7 Normal NT_039420.1 GGGTCAGGCTGGCCC 2271249 Gys1 2277513 2299369 -6264 2277678 2298252 -6429 2277728 2298127 -6479
Chr2 Normal NT_039205.1 GGCTCACAGTGACCC 3028262 Edf1 3034665 3038945 -6403 3034690 3038872 -6428 3034742 3038702 -6480
Chr3 Complement NT_039242.1 GGGTCACCCTGACAC 573020 LOC214107 566596 518085 -6424 566596 518085 -6424 566596 518085 -6424
Chr1 Normal NT_039188.1 TGGTCACTAAGACCT 79074 5830417C01Rik 85166 148741 -6092 85497 147400 -6423 85665 147234 -6591
Chr2 Complement NT_039211.1 TGGTCATCTAGACCC 707485 LOC278983 701064 655003 -6421 701064 655003 -6421 701064 655003 -6421
Chr13 Normal NT_039578.1 TGGTCTTTGTGACCT 18494817 Foxc1 18501236 18504863 -6419 18501236 18504863 -6419 18501776 18503437 -6959
Chr17 Normal NT_039655.1 GGGTCAGCCTGATCT 2710329 Tnfrsf21 2716305 2788949 -5976 2716747 2787733 -6418 2716747 2787733 -6418
Chr18 Complement NT_039674.1 AGGTCAGGTTGGCCT 12592096 Aqp4 12586018 12574977 -6078 12585679 12574977 -6417 12585252 12575597 -6844
Chr1 Normal NT_039186.1 AGGTCACCATGACAA 616777 MOR103-10 623193 624146 -6416 623193 624146 -6416 623193 624146 -6416
Chr11 Complement NT_039515.1 AGCTCAAGATGACCT 3359586 Purb 3353176 3352043 -6410 3353176 3352043 -6410 3353145 3352171 -6441
Chr4 Normal NT_039268.1 GGGTCAGGGTGACTT 8232745 B930041F14Rik 8239151 8241290 -6406 8239151 8241290 -6406 8239345 8240037 -6600
Chr19 Normal NT_039683.1 AGTTCAGGCTGACCT 121812 Bad 128218 138352 -6406 128218 138352 -6406 128680 137983 -6868
Chr17 Complement NT_039662.1 AGGGCGAGGTGACCT 283401 H2-Ke6 276995 274973 -6406 276995 274973 -6406 276985 275272 -6416
Chr6 Normal NT_039343.1 GAGTCAGGGTGACCA 1086370 Stk31 1092776 1168593 -6406 1092776 1168593 -6406 1092807 1168444 -6437
Chr9 Normal NT_039477.1 AGGCCAGGCTGACCT 7446463 1700102P08Rik 7452838 7470969 -6375 7452867 7457796 -6404 7453272 7457491 -6809
Chr14 Complement NT_039596.1 TGGCCAATCTGACCT 869810 Anxa7 863531 838867 -6279 863406 838867 -6404 856918 840069 -12892
ChrX Complement NT_039703.1 TTGTCATGTTGACCC 4861685 LOC331423 4855281 4854889 -6404 4855281 4854889 -6404 4855281 4854889 -6404
Chr1 Normal NT_039173.1 GAGTCACGGTGACCA 500428 4930438O05Rik 506827 636819 -6399 506831 634790 -6403 509036 634218 -8608
Chr17 Complement NT_039649.1 AGGTGAGAGTGACCA 2334421 LOC214917 2328421 2326142 -6000 2328018 2326142 -6403 2327238 2326182 -7183
Chr11 Normal NT_039515.1 AGGCCATAGTGACCC 5710739 LOC331707 5717142 5760926 -6403 5717142 5760926 -6403 5717142 5760926 -6403
Chr11 Normal NT_039520.1 TGATCATATTGACCC 36044033 LOC276760 36050435 36073558 -6402 36050435 36073558 -6402 36050435 36073558 -6402
Chr17 Complement NT_039649.1 GGGACGGGTTGACCT 1434103 2810013J18Rik 1427702 1424770 -6401 1427702 1424770 -6401 1427664 1425262 -6439
Chr10 Normal NT_039496.1 CAGTCATCCTGACCT 2394070 1700027D21Rik 2400470 2408398 -6400 2400470 2408398 -6400 2400564 2408190 -6494
Chr16 Complement NT_039624.1 AGGTCACTCTGAGCT 25696034 LOC332157 25689635 25683617 -6399 25689635 25683617 -6399 25689635 25683617 -6399
Chr2 Normal NT_039208.1 AGGTCAGACTGAGCT 15664951 LOC241524 15671349 15704774 -6398 15671349 15680305 -6398 15672700 15680305 -7749
Chr2 Complement NT_039210.1 GGGTCAGCACGACGT 13558950 LOC329558 13552553 13549403 -6397 13552553 13549403 -6397 13549973 13549650 -8977
Chr2 Complement NT_039208.1 AGGTAAAACCGACCT 6589965 Nfe2l2 6583686 6554537 -6279 6583570 6554537 -6395 6583431 6554984 -6534
Chr2 Normal NT_039206.1 GGATCAAGTTGACCA 14514690 LOC271779 14521082 14608144 -6392 14521082 14540298 -6392 14521082 14540298 -6392
Chr7 Normal NT_039407.1 GGGTCAAGCTGGCCT 1736714 MGC32391 1742655 1744958 -5941 1743106 1744958 -6392 1743615 1744784 -6901
Chr11 Complement NT_039520.1 GGATCAAGTTGACCA 32738989 LOC193077 32732598 32731658 -6391 32732598 32731658 -6391 32732598 32731658 -6391
Chr6 Normal NT_039355.1 GGGTCAACTTGACAC 12147723 4632428M11Rik 12153892 12169063 -6169 12154113 12166411 -6390 12154490 12163841 -6767
Chr5 Normal NT_039305.1 GGGTTACAATGACCT 36209541 LOC243056 36215931 36257984 -6390 36215931 36257984 -6390 36215931 36257984 -6390
Chr14 Normal NT_039599.1 TGGTCACTTTGCCCC 5443962 MOR246-2 5450351 5451325 -6389 5450351 5451325 -6389 5450351 5451325 -6389
Chr15 Normal NT_039618.1 AGGACAGCGTGACCG 18505224 TIF2 18511613 18513509 -6389 18511613 18513509 -6389 18512831 18513250 -7607
Chr8 Complement NT_039460.1 GGGTCAAAATGACCA 10893374 1810011E08Rik 10886986 10877438 -6388 10886986 10877438 -6388 10886908 10880266 -6466
Chr5 Normal NT_039325.1 TTGTCATCCTGACCT 685867 LOC194280 692255 693117 -6388 692255 693117 -6388 692783 693088 -6916
Chr10 Complement NT_039509.1 AGGTCAGGATGACTG 49323 1700027D21Rik 42938 35010 -6385 42938 35010 -6385 42844 35218 -6479
Chr8 Normal NT_039467.1 GGGTCACACTGACAA 2616419 4930526B11Rik 2622804 2633717 -6385 2622804 2633717 -6385 2628151 2631854 -11732
Chr10 Complement NT_039491.1 AGGCCAACCTGACCT 2120152 E130306M17Rik 2113767 2065041 -6385 2113767 2065041 -6385 2113481 2066766 -6671
Chr1 Normal NT_039180.1 AGGTCAATATGAACT 9750590 4732493F09Rik 9756974 9827081 -6384 9756974 9827081 -6384 9756993 9825823 -6403
Chr5 Complement NT_039308.1 GGATCAAGTTGACCT 9149783 5830443L24Rik 9403448 9138793 253665 9143399 9138793 -6384 9143338 9139591 -6445
Chr11 Complement NT_039521.1 AGGGCAATGTGACCC 13412854 Dusp3 13408711 13395169 -4143 13406471 13395860 -6383 13406437 13396435 -6417
Chr12 Normal NT_039548.1 AGGTCAGGTAGACCT 734054 LOC238113 740437 759919 -6383 740437 759919 -6383 740437 759919 -6383
Chr17 Normal NT_039655.1 AGGTCAGGCTGACAC 13214420 LOC328840 13220648 13249048 -6228 13220803 13249048 -6383 13225327 13247798 -10907
Chr2 Complement NT_039205.1 AGGTCCACATGACCC 10064339 9430097D07Rik 10057959 10056459 -6380 10057959 10056459 -6380 10057060 10056473 -7279
ChrX Normal NT_039711.1 TGGTCAGGGTTACCT 2849657 LOC211503 2856037 2856357 -6380 2856037 2856357 -6380 2856037 2856357 -6380
Chr11 Complement NT_039520.1 GTGTCAGTGTGACCC 6938585 LOC277016 6932205 6929064 -6380 6932205 6929064 -6380 6932058 6930211 -6527
Chr11 Complement NT_039520.1 AGGCCGACGTGACCC 36970137 Tnfaip1 36969857 36956375 -280 36963757 36958830 -6380 36963757 36958830 -6380
Chr11 Normal NT_039521.1 GGGTCATACTGACAC 27259836 0610034P02Rik 27266215 27274558 -6379 27266215 27274558 -6379 27266233 27274202 -6397
Chr2 Normal NT_039206.1 AGATCACATTGACCT 12107613 LOC241346 12113992 12257555 -6379 12113992 12204591 -6379 12113992 12204591 -6379
Chr16 Normal NT_039630.1 GGGTCAGGGTGACTT 13936 2610318I18Rik 17171 50887 -3235 20314 50887 -6378 21926 50298 -7990
Chr18 Normal NT_039676.1 AGGCCAGCCTGACCA 2092191 LOC271544 2098568 2099096 -6377 2098568 2099096 -6377 2098568 2099096 -6377
Chr9 Normal NT_039480.1 TGGTCAGGTAGACCT 2291343 LOC235641 2297274 2299772 -5931 2297718 2299772 -6375 2297801 2298685 -6458
Chr10 Complement NT_039502.1 TGGTCAACTTGATCC 3629064 LOC237604 3622689 3555581 -6375 3622689 3555581 -6375 3622689 3555581 -6375
Chr4 Normal NT_039263.1 GGGTGAAGGTGACCA 9344109 LOC242551 9350484 9362490 -6375 9350484 9362490 -6375 9350484 9362490 -6375
Chr11 Complement NT_039521.1 AGGACAGTATGACCC 32338706 4933434G05Rik 32332332 32285201 -6374 32332332 32285201 -6374 32319817 32285375 -18889
Chr11 Normal NT_039515.1 TGGTCAATGTGACAT 31317169 Kcnmb1 31323543 31331805 -6374 31323543 31331279 -6374 31325231 31330894 -8062
Chr7 Complement NT_039420.1 AGGTCAGGCTGCCCC 2002715 2410004H02Rik 1996342 1983509 -6373 1996342 1983516 -6373 1996285 1983615 -6430



Chr7 Complement NT_039428.1 AGGTCATGATGCCCA 5977062 LOC215391 5970689 5952710 -6373 5970689 5952710 -6373 5970689 5952710 -6373
Chr13 Complement NT_039587.1 AGGTCAAGATGACAA 1645374 1110018J18Rik 1639002 1597047 -6372 1639002 1613871 -6372 1638976 1614136 -6398
Chr7 Normal NT_039429.1 AGGTCATCTTGAGCT 1383869 Stard5 1390178 1411431 -6309 1390240 1398873 -6371 1390240 1398873 -6371
Chr4 Normal NT_039264.1 GGGTCAGCAGGACCT 18548958 2210021A15Rik 18555328 18561101 -6370 18555328 18561101 -6370 18555372 18560780 -6414
Chr15 Normal NT_039621.1 AGATCATCTTGACCC 20656580 Sqle 20662749 20678901 -6169 20662949 20678901 -6369 20663554 20678626 -6974
Chr13 Complement NT_039590.1 AGGCCAGCCTGACCT 5157606 5730427N09Rik 5151286 5143764 -6320 5151238 5144375 -6368 5148916 5144546 -8690
Chr15 Normal NT_039621.1 AGGTCATCATGCCCA 37104867 Rhpn1 37111123 37122409 -6256 37111234 37121145 -6367 37111234 37121145 -6367
Chr17 Complement NT_039655.1 TGGTCAGCATGACCC 3337894 LOC210510 3331529 3317205 -6365 3331529 3317205 -6365 3331529 3317205 -6365
Chr19 Normal NT_039687.1 GGATCAAGTTGACCT 4303606 MOR127-1 4309971 4310924 -6365 4309971 4310924 -6365 4309971 4310924 -6365
Chr4 Complement NT_039259.1 GGATCAAGTTGACCA 2219573 LOC242361 2213209 2168315 -6364 2213209 2168315 -6364 2213209 2168315 -6364
Chr18 Complement NT_039678.1 AGGCCAATATGACCA 2987639 LOC240481 2981276 2820569 -6363 2981276 2820569 -6363 2981276 2820569 -6363
Chr1 Normal NT_039188.1 AGGACACACTGACCC 2852676 1810018M05Rik 2859037 2862815 -6361 2859037 2862815 -6361 2859192 2862370 -6516
Chr2 Complement NT_039207.1 TGGTCAACTAGACCT 6981468 LOC241426 6975107 6974652 -6361 6975107 6974652 -6361 6975107 6974652 -6361
Chr11 Normal NT_039520.1 TGGGCATGGTGACCC 45985449 LOC268459 45991810 46000927 -6361 45991810 46000927 -6361 45991810 46000927 -6361
ChrX Normal NT_039698.1 GGGTCGATGTGACTT 820266 Lmo6 825487 836279 -5221 826626 836279 -6360 827705 835824 -7439
Chr4 Complement NT_039263.1 GGGGCATTGTGACCT 9399380 Bbp 9393021 9365129 -6359 9393021 9365129 -6359 9392992 9367693 -6388
Chr4 Complement NT_039264.1 AGGTCATTCTCACCA 19709394 AI413471 19703037 19699179 -6357 19703037 19699179 -6357 19702999 19699562 -6395
Chr4 Complement NT_039264.1 TGGTCAGTATGATCT 15286314 A230025G20 15279958 15252000 -6356 15279958 15252000 -6356 15279654 15254359 -6660
Chr3 Normal NT_039234.1 AGGTCAAAATGCCCC 25388936 LOC329702 25395292 25400219 -6356 25395292 25400219 -6356 25395323 25400038 -6387
Chr14 Complement NT_039606.1 GGGGCAGTATGACCC 924372 Jub 918090 907863 -6282 918017 907863 -6355 917751 909325 -6621
Chr9 Normal NT_039476.1 TGGTCATTATAACCT 960814 LOC209772 967169 969897 -6355 967169 969897 -6355 967169 969897 -6355
Chr3 Normal NT_039240.1 CGGTCAGTCTGACAT 7792307 5430428G01Rik 7798587 7867399 -6280 7798661 7866321 -6354 7798692 7866097 -6385
Chr17 Normal NT_039655.1 AGGACAAAATGACCT 3147472 8430401C09Rik 3153825 3162592 -6353 3153825 3162592 -6353 3153935 3158370 -6463
ChrX Normal NT_039716.1 GGGTCAATCAGACCT 1569899 1500031H04Rik 1575920 1579450 -6021 1576250 1579450 -6351 1577710 1578891 -7811
Chr15 Complement NT_039621.1 AGGTCATTGTGACCA 36386048 Ly6a 36434136 36376673 48088 36379697 36376782 -6351 36379399 36377057 -6649
Chr8 Normal NT_039455.1 AGGTCAGCCTGATCT 9795416 B230339H12Rik 9801766 9835372 -6350 9801766 9835372 -6350 9805576 9834723 -10160
Chr7 Normal NT_039433.1 TGGTCATGGTGTCCC 16567362 LOC233830 16573709 16661665 -6347 16573709 16661665 -6347 16573709 16661665 -6347
Chr18 Normal NT_039674.1 GGGTCCTTTTGACCC 34012845 Ik 34019191 34032169 -6346 34019191 34032169 -6346 34019307 34031968 -6462
Chr7 Normal NT_039436.1 GGGTAGATATGACCC 2059400 LOC330671 2062991 2067863 -3591 2065746 2067863 -6346 2066144 2067590 -6744
Chr2 Normal NT_039209.1 TGGTCACTCTGAACT 42865373 Snrpb2 42871717 42890663 -6344 42871717 42880406 -6344 42873234 42880222 -7861
Chr12 Normal NT_039553.1 GGGTCAAAGTGAGCA 4450459 1600002O04Rik 4456801 4458192 -6342 4456801 4458192 -6342 4456920 4457195 -6461
Chr7 Normal NT_039428.1 TGGTCAGCCTGGCCT 19156983 8030425L21 19163324 19166183 -6341 19163324 19166183 -6341 19164068 19165795 -7085
Chr3 Normal NT_039234.1 AGGTAACCTTGACCC 17854859 Inac-pending 17846568 17885569 8291 17861200 17885569 -6341 17861229 17885429 -6370
Chr9 Normal NT_039474.1 GGTTCAGAGTGACCG 26471191 LOC215314 26477532 26536958 -6341 26477532 26536958 -6341 26477532 26536958 -6341
Chr18 Normal NT_039674.1 TGGCCATTCTGACCC 34929972 Pcdh13 34936312 35116240 -6340 34936312 35116240 -6340 34936312 35114499 -6340
Chr17 Complement NT_039658.1 AGATCACCATGACCT 26445827 LOC225099 26439489 26398353 -6338 26439489 26398353 -6338 26439489 26398353 -6338
Chr6 Complement NT_039350.1 TGGTCATTCTGAGCC 2307209 D6Wsu157e 2300872 2274281 -6337 2300872 2274281 -6337 2300846 2274779 -6363
Chr3 Normal NT_039238.1 TGGTAAAGTTGACCT 2982213 LOC329718 2988549 2991839 -6336 2988549 2991839 -6336 2990626 2990925 -8413
Chr10 Normal NT_039502.1 AGGTCACTGTAACCT 5499797 Tac2 5506133 5513420 -6336 5506133 5513420 -6336 5507684 5511184 -7887
Chr11 Normal NT_039520.1 AGGTCAGATTGACTA 4694159 LOC210535 4700493 4714382 -6334 4700493 4714382 -6334 4702483 4714231 -8324
Chr12 Complement NT_039539.1 AGGTTACCTCGACCC 10746418 LOC238089 10740084 10734266 -6334 10740084 10734266 -6334 10740084 10734266 -6334
Chr2 Complement NT_039208.1 AGGTAAACCTGACCT 19487817 LOC269308 19481484 19454473 -6333 19481484 19454473 -6333 19481484 19454473 -6333
Chr14 Normal NT_039609.1 AGGTCATTGTGACAT 7327277 4930449E01Rik 7333609 7340455 -6332 7333609 7340455 -6332 7333730 7340205 -6453
Chr3 Complement NT_039242.1 TGGTCACGGTGCCCT 13691671 4732440A06 13685340 13656400 -6331 13685340 13656400 -6331 13685198 13657414 -6473
Chr9 Normal NT_039473.1 GGGTCATGAGGACCT 7633287 C130036J11 7639617 7876552 -6330 7639617 7876552 -6330 7867019 7873559 -233732
Chr7 Normal NT_039413.1 TGGACATGCTGACCC 3528649 Prodh2 3534929 3554802 -6280 3534979 3554440 -6330 3534991 3554382 -6342
Chr12 Complement NT_039553.1 AGGTCACAGCGTCCT 7108286 2500003O20Rik 7101963 7098281 -6323 7101963 7098281 -6323 7100422 7099442 -7864
Chr17 Normal NT_039662.1 ATGTCAGCGTGACCT 388012 H2-DMb2 394334 399744 -6322 394334 399744 -6322 394334 399744 -6322
Chr14 Complement NT_039598.1 CTGTCACGGTGACCT 7423287 LOC328376 7416968 7414477 -6319 7416968 7414477 -6319 7415603 7415298 -7684
Chr14 Normal NT_039598.1 GGGGCAGGGTGACCT 4163797 Nek4 4170005 4206775 -6208 4170116 4206263 -6319 4170254 4206066 -6457
Chr1 Normal NT_039185.1 AGGTCAGAGTGATCT 11265802 Aldh9a1 11272120 11290674 -6318 11272120 11289886 -6318 11272183 11289886 -6381
Chr9 Normal NT_039472.1 AGATCAACATGACCA 8909563 LOC270131 8915881 8919068 -6318 8915881 8919068 -6318 8918460 8918828 -8897
Chr17 Normal NT_039638.1 AGGACATGCTGACCC 4723258 LOC328741 4729576 4730397 -6318 4729576 4730397 -6318 4729576 4730397 -6318
Chr15 Complement NT_039618.1 GGGTCAAGATGACAT 11672378 Acate3-pending 11666061 11664527 -6317 11666061 11664527 -6317 11665964 11664645 -6414
Chr15 Complement NT_039621.1 TGGTCAGGATGAACC 38466110 Mb 38459795 38424616 -6315 38459795 38424616 -6315 38431710 38425053 -34400
Chr9 Complement NT_039482.1 AGGTCACCTTGGCCT 5685160 5430411C10Rik 5678846 5666545 -6314 5678846 5666545 -6314 5678805 5669062 -6355
Chr13 Normal NT_039589.1 GGGTCAGCTTGGCCT 5217821 Slc12a7 5193127 5277295 24694 5224135 5277295 -6314 5224205 5275489 -6384
Chr11 Complement NT_039521.1 AGGACAGAATGACCT 32583649 4921530G04Rik 32577336 32574876 -6313 32577336 32574876 -6313 32576279 32575326 -7370
Chr5 Complement NT_039308.1 GGCTCAGCCCGACCC 11778324 LOC330150 11772013 11745364 -6311 11772013 11745364 -6311 11745981 11745628 -32343
Chr15 Normal NT_039621.1 AGGTCAGGAAGACCC 36154073 LOC332108 36160384 36178874 -6311 36160384 36178874 -6311 36160388 36178874 -6315
Chr6 Normal NT_039340.1 AGGTAAAAACGACCC 19187247 Wnt16 19193278 19203573 -6031 19193558 19203282 -6311 19193558 19203282 -6311
Chr6 Complement NT_039350.1 AGGACAGTGTGACCT 2580414 Ttgn1 2574105 2568314 -6309 2574104 2568876 -6310 2574079 2569462 -6335
Chr10 Normal NT_039492.1 GGGTCAAGATGATCT 22505131 LOC235412 22511439 22512109 -6308 22511439 22512109 -6308 22511445 22511840 -6314
Chr14 Complement NT_039606.1 AGGTCAACCTGAACT 965430 Psmb5 959132 955121 -6298 959123 955121 -6307 959119 955193 -6311
Chr2 Complement NT_039205.1 GGTTCATGCCGACCC 3058012 1700008C22Rik 3051712 3050221 -6300 3051712 3050221 -6300 3051629 3050397 -6383
Chr1 Complement NT_039189.1 AAGTCACAGTGACCC 6066458 Kcnk2 6060510 5920892 -5948 6060159 5920892 -6299 6059628 5922745 -6830
Chr18 Normal NT_039674.1 AGGTCGCTGTAACCT 33546898 Pura 33553197 33560023 -6299 33553197 33560023 -6299 33558940 33559905 -12042
Chr13 Complement NT_039590.1 ACGTCATGGTGACCC 16020201 LOC271154 16013903 15961715 -6298 16013903 15961715 -6298 16013903 15961715 -6298
Chr2 Normal NT_039210.1 AGGTCATGATGACCC 13414326 6430706C13Rik 13420621 13447508 -6295 13420621 13442826 -6295 13420660 13442607 -6334
Chr2 Complement NT_039208.1 GGGTCGTGCTGCCCC 24827211 Ext2 24820921 24693402 -6290 24820917 24693402 -6294 24811703 24693902 -15508
Chr13 Normal NT_039587.1 TGGTCAGCATGTCCT 1893444 LOC238677 1899738 1920909 -6294 1899738 1920909 -6294 1899738 1920909 -6294
Chr19 Complement NT_039692.1 GGATCAAGTTGACCA 3554532 LOC329062 3548240 3545870 -6292 3548240 3545870 -6292 3547921 3547634 -6611
Chr1 Normal NT_039173.1 GGGTCACAATGACAC 237933 Itm2c 244011 258602 -6078 244224 258602 -6291 244323 257545 -6390
Chr10 Normal NT_039491.1 GGGTCGTTGTTACCC 13854839 LOC237320 13861129 13869811 -6290 13861129 13869811 -6290 13861129 13869811 -6290
Chr19 Normal NT_039687.1 TGGTTACTGTGACCT 591097 LOC329024 597387 599882 -6290 597387 599882 -6290 598825 599472 -7728
Chr7 Normal NT_039420.1 AGTTCAAGTTGACCT 394194 LOC210104 400483 414874 -6289 400483 414874 -6289 400483 414874 -6289
Chr17 Normal NT_039655.1 AGGTCATTGTGACTT 2147253 LOC210477 2153541 2205298 -6288 2153541 2205298 -6288 2153541 2205298 -6288
Chr17 Complement NT_039649.1 TGGTTACACTGACCT 367121 0610040H15Rik 360837 356078 -6284 360835 356445 -6286 360811 356542 -6310
Chr7 Complement NT_039395.1 AGCTCAGCTTGACCT 490153 E030029A11Rik 483869 474439 -6284 483869 474439 -6284 477671 476637 -12482
Chr16 Complement NT_039624.1 TGGTCAGCGTGACCA 32085717 LOC328664 32079433 32077637 -6284 32079433 32077637 -6284 32078178 32077801 -7539
Chr5 Normal NT_039316.1 TGGTCATCATCACCT 3979336 1110018O08Rik 3985618 4026571 -6282 3985618 4026571 -6282 3985820 4022955 -6484
Chr4 Normal NT_039268.1 AGGTCAACTTGATCC 255629 LOC194188 261907 262188 -6278 261907 262188 -6278 261907 262188 -6278
Chr4 Complement NT_039285.1 TGGTCAGTATGATCT 144864 A230025G20 138587 109977 -6277 138587 109977 -6277 138283 112335 -6581
Chr11 Normal NT_039520.1 AGGTCACTCTAACCC 1887605 D930040F23Rik 1881469 1898641 6136 1893882 1898641 -6277 1897229 1897504 -9624
Chr13 Complement NT_039579.1 TGGTCAGTCTGAGCC 4364451 LOC331928 4358174 4337777 -6277 4358174 4337777 -6277 4358174 4337777 -6277
Chr16 Normal NT_039624.1 TGGTCAGCATGGCCT 15304365 2510002D24Rik 15310640 15313974 -6275 15310640 15313974 -6275 15310655 15313274 -6290
Chr16 Normal NT_039631.1 TGGTCAGCATGGCCT 52109 2510002D24Rik 58384 61718 -6275 58384 61718 -6275 58399 61018 -6290
Chr11 Complement NT_039521.1 TGCTCACAATGACCT 10801887 4733401L19Rik 10795612 10785583 -6275 10795612 10785583 -6275 10795548 10785752 -6339
Chr7 Normal NT_039436.1 AGGTCACCCTGGCCT 887274 LOC244230 893549 899604 -6275 893549 899604 -6275 893549 899604 -6275
Chr2 Normal NT_039208.1 AAGTCACCCTGACCA 18889339 LOC228272 18895613 18896542 -6274 18895613 18896545 -6274 18895613 18896545 -6274
Chr12 Normal NT_039551.1 AGATCAGGCTGACCA 25692028 LOC328132 25698301 25702141 -6273 25698301 25702141 -6273 25698402 25698686 -6374
Chr15 Complement NT_039621.1 AGGCCAGGCTGACCT 38040352 Vps28 38034131 38030142 -6221 38034081 38030142 -6271 38033224 38030287 -7128
Chr1 Complement NT_039185.1 GGGCCAAGATGACCA 15148169 0610010E03Rik 15187536 15120463 39367 15141900 15120463 -6269 15141876 15121099 -6293
Chr4 Normal NT_039266.1 AGGTCTGCCTGACCT 1502187 LOC329952 1508455 1510750 -6268 1508455 1510750 -6268 1509084 1509374 -6897
Chr3 Normal NT_039238.1 GGGTCAAGATGACAT 469909 Selenbp1 476177 487000 -6268 476177 487000 -6268 476253 486810 -6344



Chr12 Normal NT_039539.1 GGGTCACGGCGACCC 5814983 Sdc1 5821181 5843541 -6198 5821249 5843541 -6266 5821489 5841660 -6506
Chr14 Normal NT_039606.1 AGGTCAGAGTGAACT 4159197 C530046K05Rik 4165462 4167133 -6265 4165462 4167133 -6265 4166800 4167099 -7603
ChrX Complement NT_039706.1 GGGACACCATGACCA 591470 LOC270600 585206 584311 -6264 585206 584311 -6264 585206 584311 -6264
Chr17 Complement NT_039649.1 AGATCGAGGTGACCT 11438649 LOC193740 11432391 11429600 -6258 11432391 11429997 -6258 11432164 11430239 -6485
Chr2 Complement NT_039206.1 AGGTCAACTTGATCC 5639976 LOC269269 5633718 5633179 -6258 5633718 5633179 -6258 5633307 5633179 -6669
Chr3 Normal NT_039238.1 GGGTCAAGATGACAT 469909 Selenbp2 476167 487000 -6258 476167 487000 -6258 0 0 469909
Chr10 Normal NT_039491.1 TGGGCATGCTGACCT 2700710 LOC331594 2706966 2711858 -6256 2706966 2711858 -6256 2706966 2711858 -6256
Chr16 Normal NT_039624.1 GGGTGGCTGTGACCT 56036034 LOC332188 56042290 56064569 -6256 56042290 56064569 -6256 56042290 56064569 -6256
Chr19 Normal NT_039687.1 TGGTCAGAATGAGCT 19509566 Slc1a1 19515705 19594616 -6139 19515822 19594616 -6256 19515898 19592576 -6332
Chr16 Complement NT_039624.1 AGGTCACTCGGACCC 56086701 LOC209033 56080448 56079366 -6253 56080448 56079366 -6253 56080448 56079366 -6253
Chr1 Complement NT_039185.1 CGGTCACTCTGACTC 15231833 Fcer1g 15225637 15220875 -6196 15225583 15220875 -6250 15225542 15221162 -6291
Chr17 Complement NT_039662.1 AGATCGAGGTGACCT 1228104 LOC279935 1221856 1219065 -6248 1221856 1219462 -6248 1221629 1219704 -6475
Chr4 Complement NT_039258.1 GGATCAAGTTGACCT 7034291 LOC277766 7028044 7025869 -6247 7028044 7025869 -6247 7027466 7027017 -6825
Chr5 Complement NT_039302.1 GGGTCATTGTGAGCC 3771396 LOC279369 3765150 3758560 -6246 3765150 3758560 -6246 3765115 3758560 -6281
Chr11 Normal NT_039521.1 GGGTCATCTGGACCC 30927578 D11Ertd759e 30933822 30944189 -6244 30933822 30944189 -6244 30937663 30942930 -10085
Chr11 Normal NT_039520.1 GGATCAAGTTGACCA 16957387 LOC216783 16963631 16964551 -6244 16963631 16964551 -6244 16963631 16964551 -6244
Chr1 Normal NT_039167.1 AGGTCACTACGACCT 6450934 LOC226326 6457178 6469576 -6244 6457178 6469576 -6244 6457178 6469576 -6244
Chr18 Complement NT_039674.1 GTGTCAACCTGACCC 43551626 Pggtb1 43545528 43504494 -6098 43545385 43504494 -6241 43545354 43506065 -6272
Chr11 Complement NT_039521.1 AGGTCAGCCAGACCT 27061594 Gga3 27055991 27035726 -5603 27055354 27036180 -6240 27055336 27037199 -6258
Chr12 Normal NT_039551.1 GGATCAAGTTGACCT 14108701 LOC238229 14114941 14143915 -6240 14114941 14143915 -6240 14114941 14143915 -6240
Chr6 Complement NT_039355.1 TGCTCAGATTGACCT 6738604 LOC269792 6732365 6731168 -6239 6732365 6731332 -6239 6732281 6731871 -6323
Chr14 Normal NT_039609.1 ATGTCATTGTGACCT 7252543 LOC332048 7258782 7267556 -6239 7258782 7267556 -6239 7258782 7267556 -6239
Chr14 Normal NT_039606.1 GGGTCAGACTGCCCT 16670089 Lgi3 16676172 16683809 -6083 16676326 16683809 -6237 16676552 16682521 -6463
Chr5 Complement NT_039324.1 AGGTCGTCATGGCCT 737995 Gpcr12 731761 729681 -6234 731761 729681 -6234 731039 730035 -6956
Chr2 Normal NT_039210.1 AGGGCATGATGACCT 3927454 4922501H04Rik 3933523 4047068 -6069 3933687 3935294 -6233 3933830 3934861 -6376
Chr8 Complement NT_039460.1 CGGTCACGTTGATCC 4550432 LOC244474 4544200 4474462 -6232 4544200 4474462 -6232 4544200 4474462 -6232
Chr14 Complement NT_039606.1 GGGTCACACTGAGCT 14121284 LOC277133 14115052 14105713 -6232 14115052 14105713 -6232 14113377 14106511 -7907
Chr7 Normal NT_039429.1 AGGTCAGAATGACGA 20507819 LOC330610 20514049 20517153 -6230 20514049 20517153 -6230 20516072 20516356 -8253
Chr17 Normal NT_039656.1 AGCTCAGGATGACCT 2410659 BC007145 2416844 2493660 -6185 2416886 2493657 -6227 2442451 2492522 -31792
Chr14 Normal NT_039606.1 AGGTCACAATGACTG 11308991 BC028953 11285225 11373825 23766 11315218 11373662 -6227 11315218 11373448 -6227
Chr9 Normal NT_039474.1 AGGTCAGATTAACCG 859595 Idh3a 865788 883992 -6193 865822 883121 -6227 865849 882697 -6254
Chr8 Normal NT_039456.1 GGGTCAGGGTGATCA 5677613 LOC213026 5683840 5731009 -6227 5683840 5731009 -6227 5683840 5731009 -6227
Chr17 Complement NT_039643.1 GTGTCAAGTTGACCC 63434 LOC224533 57207 56360 -6227 57207 56360 -6227 57133 56448 -6301
Chr9 Normal NT_039473.1 GGGACAGCATGACCC 5696247 Apoa4 5702101 5704766 -5854 5702472 5704608 -6225 5702472 5704608 -6225
Chr11 Normal NT_039521.1 CTGTCACATTGACCT 12493426 Hsd17b1 12499648 12501742 -6222 12499648 12501742 -6222 12499679 12501491 -6253
Chr1 Complement NT_039180.1 GGGTCACCCTGATCC 13173794 Rassf5 13167576 13098994 -6218 13167576 13098994 -6218 13167547 13100739 -6247
Chr6 Complement NT_039347.1 AGCTCATAGTGACCT 436924 LOC269757 430708 430119 -6216 430708 430119 -6216 430708 430119 -6216
Chr9 Normal NT_039471.1 GGATCAAAGTGACCA 3085908 Pdgfd 3092124 3302942 -6216 3092124 3301618 -6216 3092307 3301119 -6399
ChrX Normal NT_039698.1 AGGTCAGATTGCCCA 884129 DXImx38e 890319 896294 -6190 890342 896294 -6213 891959 895952 -7830
Chr16 Normal NT_039625.1 GGGTCGGTTGGACCT 26155892 Olig2 26162102 26165320 -6210 26162102 26165320 -6210 26163045 26164016 -7153
Chr2 Normal NT_039211.1 AGGCCACCCTGACCA 1836064 2010011I20Rik 1842221 1879084 -6157 1842273 1850533 -6209 1842298 1849438 -6234
Chr10 Complement NT_039496.1 AAGTCAGGGTGACCA 5477476 LOC237397 5471267 5467957 -6209 5471267 5467957 -6209 5470553 5469294 -6923
Chr7 Normal NT_039413.1 GGGTCGTCAAGACCT 673344 LOC243884 679551 707810 -6207 679551 707810 -6207 697408 707538 -24064
Chr1 Complement NT_039185.1 CTGTCAAAATGACCT 17344350 Dfy 17338374 17336512 -5976 17338145 17336512 -6205 17338111 17336647 -6239
Chr15 Complement NT_039621.1 TGGTCAGCATGACCC 50940695 Chkl 50934492 50930960 -6203 50934492 50930960 -6203 50934193 50931183 -6502
Chr8 Complement NT_039467.1 AGTTCATGATGACCT 38622165 2010004A03Rik 38615964 38552463 -6201 38615964 38552463 -6201 38564911 38552463 -57254
Chr4 Complement NT_039267.1 AGGTCAAGCTGAACA 32421 AA617276 26222 21137 -6199 26222 21137 -6199 23159 21436 -9262
Chr7 Normal NT_039428.1 TGGTCAGCTTGACCC 21068646 LOC269958 21074845 21077343 -6199 21074845 21077343 -6199 21076758 21077045 -8112
Chr2 Complement NT_039210.1 CAGTCACAATGACCC 15980148 LOC241786 15973950 15936882 -6198 15973950 15936882 -6198 15973950 15936882 -6198
Chr2 Complement NT_039206.1 TGGTCAGAATAACCT 3281014 MOR127-3 3274816 3273881 -6198 3274816 3273881 -6198 3274816 3273881 -6198
Chr1 Complement NT_039167.1 TGATCACGGTGACCC 11056589 LOC212453 11050392 10997687 -6197 11050392 10997687 -6197 11050392 10997687 -6197
Chr16 Complement NT_039624.1 GGGTCAGGCTGACAT 1460575 4933413B09Rik 1454452 1443624 -6123 1454379 1444851 -6196 1453203 1445108 -7372
Chr6 Normal NT_039378.1 TGGTCACCATGTCCT 114212 LOC194673 120408 121892 -6196 120408 121892 -6196 120408 121892 -6196
Chr1 Normal NT_039185.1 AAGTCATGGTGACCG 11015817 LOC240898 11022013 11061981 -6196 11022013 11061981 -6196 11022013 11061981 -6196
Chr12 Complement NT_039551.1 GGTTCACATTGACCG 14388100 Pole2 14381904 14355268 -6196 14381904 14355268 -6196 14381878 14355355 -6222
Chr3 Complement NT_039242.1 AGGTCAGCTTGAGCT 3975105 2810428J06Rik 3968911 3967154 -6194 3968911 3967154 -6194 3967946 3967617 -7159
Chr12 Normal NT_039548.1 AGGTCATATTGACAA 2686028 LOC207282 2692222 2716518 -6194 2692222 2716518 -6194 2692222 2716518 -6194
Chr8 Normal NT_039456.1 TGGTAAAGTTGACCC 4220149 Kcnma3 4226342 4313227 -6193 4226342 4313227 -6193 4226342 4313227 -6193
Chr10 Complement NT_039496.1 AGGCCAGGCTGACCT 4155652 Agpat3 4152265 4125629 -3387 4149462 4127677 -6190 4142090 4127753 -13562
Chr2 Complement NT_039212.1 AGGTCATTGTGACTT 3212889 Chrna4 3211170 3191073 -1719 3206699 3192317 -6190 3206697 3192378 -6192
Chr11 Normal NT_039520.1 TGGTTACCATGACCC 16975269 LOC216784 16981459 16982379 -6190 16981459 16982379 -6190 16981459 16982379 -6190
Chr6 Normal NT_039350.1 AGGTCAGCCTGAGCC 11986189 LOC232146 11991749 12044763 -5560 11992379 12044763 -6190 12022824 12043829 -36635
Chr10 Complement NT_039514.1 AGGCCAGGCTGACCT 106359 Agpat3 102972 76337 -3387 100170 78385 -6189 92798 78461 -13561
Chr2 Normal NT_039206.1 GGGTCGCAGTGATCC 683643 AI591529 689830 842465 -6187 689830 690887 -6187 690265 690591 -6622
Chr14 Normal NT_039598.1 TGGGCAAGATGACCC 6212531 4930442L21Rik 6218717 6242560 -6186 6218717 6241628 -6186 6235774 6241117 -23243
Chr18 Normal NT_039674.1 GGGTTAGTGTGACCA 34562993 Pcdhb2 34569179 34571980 -6186 34569179 34571980 -6186 34569343 34571742 -6350
Chr11 Complement NT_039520.1 AGGTCAGGAGGACCC 11190298 LOC214856 11184113 11172140 -6185 11184113 11172140 -6185 11184113 11172140 -6185
Chr5 Normal NT_039312.1 AGGTCAGACTGAACT 2157001 9530019H02Rik 2163185 2178421 -6184 2163185 2178421 -6184 2163403 2177025 -6402
Chr10 Complement NT_039498.1 AGTTCACTCTGACCT 3255312 LOC327785 3249129 3212244 -6183 3249129 3212244 -6183 3213009 3212725 -42303
Chr2 Complement NT_039207.1 AGGTCAAGTTGACTA 5555587 LOC227968 5549405 5547002 -6182 5549405 5547002 -6182 5548799 5548152 -6788
Chr5 Complement NT_039305.1 AGTTCAACTTGACCA 14781402 9130208G10 14775229 14746703 -6173 14775223 14748929 -6179 14775210 14749326 -6192
Chr11 Normal NT_039520.1 AGATCAGGTTGACCT 38324585 LOC235812 38330763 38331417 -6178 38330763 38331417 -6178 38330763 38331417 -6178
Chr7 Complement NT_039435.1 AGGTCACTTTGCCCG 6413824 LOC330665 6407647 6405011 -6177 6407647 6405011 -6177 6406781 6406266 -7043
Chr10 Complement NT_039502.1 AGTTCATACTGACCA 4842609 LOC216438 4836433 4832778 -6176 4836433 4832778 -6176 4834392 4833501 -8217
Chr8 Normal NT_039467.1 AGGTCAACCTGAGCT 56573291 LOC333355 56579467 56603566 -6176 56579467 56603566 -6176 56579467 56603566 -6176
Chr18 Normal NT_039674.1 GGGCCACTCTGACCC 31306791 LOC212808 31312964 31347969 -6173 31312964 31347969 -6173 31312964 31347969 -6173
Chr12 Complement NT_039552.1 AGGTCAGTTTGAGCT 12861012 1110034C04Rik 12854840 12810693 -6172 12854840 12810693 -6172 12854008 12811953 -7004
Chr10 Complement NT_039501.1 AGGTCAGTCTGACCC 2772865 LOC237583 2766693 2765438 -6172 2766693 2765438 -6172 2766693 2765438 -6172
Chr3 Complement NT_039242.1 TGGTCATTGTGTCCT 1203984 LOC229824 1197813 1193983 -6171 1197813 1193983 -6171 1197813 1193983 -6171
Chr5 Normal NT_039305.1 ATGTCAATTTGACCT 14681684 LOC231237 14687854 14690301 -6170 14687854 14690301 -6170 14688797 14689549 -7113
Chr4 Normal NT_039259.1 TGGTCATATTCACCC 9034640 LOC242373 9040809 9073432 -6169 9040809 9073432 -6169 9040809 9073432 -6169
Chr16 Normal NT_039625.1 GGGTCGCTGTCACCT 24052958 LOC332200 24059127 24059402 -6169 24059127 24059402 -6169 24059127 24059402 -6169
Chr6 Complement NT_039343.1 AGGTCAGAGTGAACA 20678136 LOC243444 20671968 20671176 -6168 20671968 20671176 -6168 20671968 20671176 -6168
Chr9 Complement NT_039477.1 AGTTCAGTATGACCT 7624218 Wdr6 7618123 7611606 -6095 7618050 7611606 -6168 7617977 7612238 -6241
Chr15 Normal NT_039621.1 AGGTCAAGTTGACAA 5552224 6720481I12 5558389 5567982 -6165 5558389 5567982 -6165 5558534 5565985 -6310
Chr18 Normal NT_039674.1 AGGTCACTGTGACTT 34003515 2410015B03Rik 34009573 34016925 -6058 34009679 34016925 -6164 34013193 34016697 -9678
Chr7 Normal NT_039407.1 TGGTGAATGTGACCC 463640 2210003I03Rik 469802 474853 -6162 469802 474853 -6162 469851 474296 -6211
Chr11 Normal NT_039515.1 GGGTCACTGTGCCCA 26869981 Rtn4 26850307 26901615 19674 26876143 26899446 -6162 26876209 26899389 -6228
Chr1 Complement NT_039185.1 GGCTCAGACTGACCA 313336 Soat1 307178 271404 -6158 307178 271404 -6158 307146 272374 -6190
Chr17 Normal NT_039657.1 GGGTCAAAGTCACCT 8276282 LOC213232 8282439 8299331 -6157 8282439 8299331 -6157 8282439 8299331 -6157
Chr11 Complement NT_039516.1 TGGTCATCATGACCT 1119361 LOC276804 1113206 1112457 -6155 1113206 1112457 -6155 1113206 1112457 -6155
Chr13 Complement NT_039590.1 TGGTCATGGTGTCCT 13064341 A930021C24Rik 13058187 13039964 -6154 13058187 13039964 -6154 13058182 13040617 -6159
Chr5 Complement NT_039314.1 GGGACAGAATGACCA 6019714 LOC194321 6013562 6012426 -6152 6013562 6012426 -6152 6013375 6013028 -6339
Chr4 Complement NT_039264.1 AGGTCACTGAGACCA 2177589 LOC269557 2172184 2168893 -5405 2171439 2168893 -6150 2170473 2169607 -7116
Chr7 Normal NT_039437.1 TGGTCATGCAGACCT 2115645 LOC330681 2121793 2122305 -6148 2121793 2122305 -6148 2121823 2122110 -6178



Chr7 Complement NT_039413.1 TGGTCAACTTCACCC 1779816 Mrps12 1773698 1771571 -6118 1773673 1771571 -6143 1773428 1771798 -6388
Chr1 Complement NT_039173.1 GGGACATAATGACCA 7319505 4930483I10 7313363 7277529 -6142 7313363 7277529 -6142 7309997 7277602 -9508
Chr5 Normal NT_039314.1 GGGTCCTCTTGACCG 414855 AW125391 420997 499542 -6142 420997 499542 -6142 427376 499226 -12521
Chr4 Complement NT_039266.1 GGGTCAAGTTGACAC 8616349 LOC329966 8610207 8609489 -6142 8610207 8609489 -6142 8610160 8609527 -6189
Chr17 Complement NT_039649.1 AGATCAGGCTGACCT 4451842 1110038O14Rik 4445701 4444251 -6141 4445701 4444251 -6141 4444893 4444579 -6949
Chr8 Complement NT_039467.1 AGGTCAGCCTGATCT 35160736 Nqo1 35154595 35139122 -6141 35154595 35139122 -6141 35154401 35139716 -6335
Chr10 Normal NT_039496.1 TGGGCAGCCTGACCC 1346806 1700043E15Rik 1352924 1371025 -6118 1352944 1370332 -6138 1354237 1370214 -7431
Chr8 Complement NT_039455.1 TTGTCATGATGACCC 16061754 5430438H03Rik 16055616 16037348 -6138 16055616 16037348 -6138 16045367 16038110 -16387
Chr5 Normal NT_039300.1 AGGTCATGCAGACCC 2104028 LOC330058 2110166 2114518 -6138 2110166 2114518 -6138 2113536 2113835 -9508
Chr1 Complement NT_039170.1 AGGTCAGAGTAACCA 30782971 1700019D03Rik 30787330 30748825 4359 30776834 30748825 -6137 30749265 30748945 -33706
Chr19 Complement NT_039692.1 GGATCAGAATGACCT 7440698 2010002I23Rik 7489108 7359519 48410 7434561 7360462 -6137 7423208 7360619 -17490
Chr2 Complement NT_039209.1 AGGTCAACTTGATCC 50668653 LOC269374 50662516 50659902 -6137 50662516 50659902 -6137 50662299 50661394 -6354
Chr4 Complement NT_039265.1 AGGTCACCCTGACCA 385882 LOC329936 379746 378863 -6136 379746 378863 -6136 379746 378863 -6136
Chr8 Normal NT_039459.1 AGATCAGGCTGACCT 3168371 LOC333291 3174507 3187451 -6136 3174507 3187451 -6136 3174507 3187451 -6136
Chr1 Normal NT_039173.1 AGGTCATTTTGACGT 1811234 AW259676 1718924 1835275 92310 1817369 1835275 -6135 1818001 1833624 -6767
Chr4 Normal NT_039266.1 AGGTTAAGATGACCA 1326008 Sfrs4 1308029 1336112 17979 1332143 1336112 -6135 1332162 1335484 -6154
Chr5 Complement NT_039312.1 AGATCAAAATGACCA 10150667 1700013B14Rik 10144534 10135135 -6133 10144534 10135135 -6133 10135698 10135396 -14969
Chr8 Normal NT_039467.1 GGGACACCTTGACCT 1986486 LOC234432 1992617 2059630 -6131 1992617 2059630 -6131 1992617 2059630 -6131
Chr15 Normal NT_039621.1 TGGTCAGCGTGATCT 1233539 LOC328531 1239667 1255020 -6128 1239667 1255020 -6128 1247198 1253699 -13659
Chr13 Normal NT_039590.1 AGGTCAACCTGAGCT 8131169 Serf1 8137297 8143627 -6128 8137297 8143287 -6128 8137472 8143093 -6303
Chr2 Normal NT_039212.1 AGGTCAGAGTGAACT 3160633 1700051I12Rik 3166760 3356364 -6127 3166760 3185163 -6127 3167368 3183952 -6735
Chr12 Normal NT_039563.1 CGGTCACTCTGACTC 634456 LOC328170 640583 645559 -6127 640583 645559 -6127 643028 643324 -8572
Chr14 Complement NT_039599.1 TGGTCATCATCACCC 6491086 LOC328402 6484960 6484044 -6126 6484960 6484044 -6126 6484685 6484410 -6401
Chr6 Normal NT_039355.1 CGGGCATGGTGACCT 8827944 LOC211136 8834067 8834452 -6123 8834067 8834452 -6123 8834067 8834452 -6123
Chr6 Normal NT_039350.1 GGATCAAGTTGACCA 9963784 7530419J18Rik 9969904 9976936 -6120 9969904 9976936 -6120 9973570 9974193 -9786
Chr15 Normal NT_039621.1 AGGTCAAGGTGACCT 53900133 LOC223814 53906252 53915839 -6119 53906252 53915839 -6119 53906252 53915839 -6119
Chr3 Normal NT_039234.1 TGATCAGGGTGACCC 2768505 Gfm 2774623 2819566 -6118 2774623 2819566 -6118 2774738 2819349 -6233
Chr1 Complement NT_039169.1 AGGTGGTGATGACCT 2244451 LOC226884 2238333 2236030 -6118 2238333 2236030 -6118 2238333 2236030 -6118
Chr3 Complement NT_039234.1 AGGTCAACTTGACAC 25116921 2210403N08Rik 25114346 25104704 -2575 25110804 25104704 -6117 25110557 25105205 -6364
ChrX Normal NT_039709.1 AGGTCACTATCACCC 3450230 LOC331451 3456347 3461606 -6117 3456347 3461606 -6117 3456402 3458631 -6172
Chr2 Normal NT_039209.1 TGGTCAGGGTGTCCC 28350131 LOC241634 28356246 28566912 -6115 28356246 28371099 -6115 28356246 28371099 -6115
Chr8 Normal NT_039467.1 AGGTCAACCTGAGCT 16305800 2010013M14Rik 16311878 16363289 -6078 16311914 16363289 -6114 16320215 16361852 -14415
Chr3 Normal NT_039242.1 CAGTCATGGTGACCC 15983218 LOC215240 15989331 16031724 -6113 15989331 16031724 -6113 15989331 16031724 -6113
Chr2 Complement NT_039205.1 AGGTCAGGCCGAGCT 6417760 LOC329374 6411647 6410421 -6113 6411647 6410421 -6113 6411601 6410600 -6159
Chr4 Normal NT_039263.1 GGATCAAGTTGACCT 1831823 LOC329886 1837936 1840900 -6113 1837936 1840900 -6113 1838463 1838822 -6640
Chr6 Normal NT_039343.1 AAGTCAGAATGACCA 3133469 Nfe2l3 3139581 3165732 -6112 3139581 3165732 -6112 3139818 3165408 -6349
Chr11 Complement NT_039515.1 AGGTCAAGGTGGCCT 8888448 Fignl1 8885130 8876428 -3318 8882337 8876973 -6111 8879193 8877142 -9255
Chr3 Normal NT_039256.1 AGGTCAACTTGATCC 68201 4932438A13Rik 60399 153506 7802 74311 136891 -6110 74341 136542 -6140
Chr8 Normal NT_039457.1 GGCTCATTTTGACCT 2482684 LOC330739 2488792 2491837 -6108 2488792 2491837 -6108 2489747 2490049 -7063
Chr11 Complement NT_039521.1 AGGCCAGGATGACCT 29556912 2810003K23Rik 29550805 29544430 -6107 29550805 29544430 -6107 29548589 29545106 -8323
Chr2 Normal NT_039208.1 AGGTCAGCATGATCA 11521820 Dusp19 11527927 11749162 -6107 11527927 11542076 -6107 11528266 11541913 -6446
Chr15 Complement NT_039621.1 AGGTCAATCTGATCT 46020287 LOC223732 46014180 46009736 -6107 46014180 46009736 -6107 46013366 46012800 -6921
Chr12 Normal NT_039551.1 GGGTCAGGGTGACTT 18663460 LOC238256 18669567 18705728 -6107 18669567 18705728 -6107 18669567 18705728 -6107
Chr5 Complement NT_039307.1 CGGTAACGGTGACCC 9949002 LOC333033 9942895 9938737 -6107 9942895 9938737 -6107 9942895 9938737 -6107
Chr2 Complement NT_039208.1 AGCTCAAACTGACCA 20733026 MOR231-6 20726920 20725976 -6106 20726920 20725976 -6106 20726920 20725976 -6106
Chr8 Complement NT_039462.1 GGGTCCTGTTGACCA 5876419 1210002E11Rik 5870912 5859528 -5507 5870314 5859528 -6105 5870221 5859776 -6198
Chr11 Normal NT_039520.1 TGGGCAACTTGACCC 21747451 LOC237794 21753555 21790989 -6104 21753555 21790989 -6104 21753555 21790989 -6104
Chr2 Complement NT_039209.1 AGTTCATATTGACCA 31192175 LOC329520 31186071 31164976 -6104 31186071 31164976 -6104 31186071 31164976 -6104
Chr11 Complement NT_039521.1 AGGTCAGGATGCCCC 25696058 LOC328030 25689959 25670696 -6099 25689959 25670696 -6099 25688434 25670712 -7624
Chr8 Complement NT_039467.1 GGGTCAGAGTGAGCA 32201209 D19397 32195171 32153991 -6038 32195111 32154602 -6098 32195111 32154602 -6098
ChrX Complement NT_039709.1 GGGTGATAGTGACCT 3399197 5430402E10Rik 3393101 3387825 -6096 3393101 3387825 -6096 3393046 3388656 -6151
Chr12 Complement NT_039551.1 GGGACACCTTGACCA 25318128 Zfp36l1 25312101 25306839 -6027 25312032 25307087 -6096 25311963 25308668 -6165
Chr11 Normal NT_039515.1 AGGTCAGGCTGGCCT 3472615 LOC327862 3478710 3481827 -6095 3478710 3481827 -6095 3479097 3479591 -6482
ChrX Complement NT_039713.1 GGGGCAAAGTGACCA 8490800 4930524E20Rik 8484707 8483779 -6093 8484707 8483779 -6093 8484288 8483821 -6512
Chr3 Complement NT_039238.1 AGGTCAAAGAGACCC 1696455 Car14 1690362 1683493 -6093 1690362 1683523 -6093 1690097 1683869 -6358
Chr2 Normal NT_039209.1 GGGTCAATCTTACCT 30432619 Itpa 30438700 30653283 -6081 30438710 30452508 -6091 30438765 30451976 -6146
Chr1 Complement NT_039189.1 GGGTCAAAATGCCCC 1312482 1300013F15Rik 1306392 1281821 -6090 1306392 1281821 -6090 1306221 1282248 -6261
Chr14 Complement NT_039598.1 AGGTCACTGTGACAG 7832597 Opn4 7826507 7818727 -6090 7826507 7818727 -6090 7826323 7819114 -6274
Chr8 Normal NT_039467.1 AGGTCAGGCAGACCT 50547021 Ris2 50553084 50558623 -6063 50553111 50558202 -6090 50553125 50557723 -6104
Chr8 Complement NT_039467.1 GGGTCACAGGGACCC 39334062 5430401O09Rik 39327973 39270079 -6089 39327973 39270079 -6089 39327957 39271904 -6105
Chr12 Normal NT_039551.1 GGGTCCCTGTGACCA 19167929 6430703N11 19174016 19452464 -6087 19174016 19452464 -6087 19414260 19451501 -246331
Chr9 Normal NT_039474.1 AGGTCAAGGTGACCA 26628281 LOC244935 26634368 26660838 -6087 26634368 26660838 -6087 26634368 26660838 -6087
Chr19 Normal NT_039689.1 GGATCAAGTTGACCT 199065 2310051B21Rik 205090 220716 -6025 205151 220716 -6086 208425 220601 -9360
Chr19 Normal NT_039687.1 AGGTCAGCCTGACTG 3573677 LOC269066 3579763 3580686 -6086 3579763 3580686 -6086 3579763 3580686 -6086
Chr4 Normal NT_039266.1 GGGGCAAGGTGACCA 7959003 LOC329965 7965086 7967693 -6083 7965086 7967693 -6083 7965827 7966120 -6824
Chr19 Normal NT_039692.1 TGGTCATGGTGAGCT 11523865 LOC226207 11529946 11684526 -6081 11529946 11684526 -6081 11529999 11684526 -6134
Chr10 Complement NT_039500.1 CTGTCACCTTGACCT 4572924 Tmpo 4566860 4544069 -6064 4566843 4557289 -6081 4566621 4557373 -6303
Chr2 Complement NT_039205.1 AGGTCACGTTCACCT 5567957 Fcnb 5561877 5553372 -6080 5561877 5553372 -6080 5561849 5553567 -6108
Chr12 Normal NT_039551.1 AGGTCAAGGAGACCA 29503916 D12Ertd748e 29509991 29537604 -6075 29509995 29536888 -6079 29514861 29536198 -10945
Chr8 Normal NT_039467.1 AGGTCATGATGAACT 45578528 LOC330851 45584607 45591080 -6079 45584607 45591080 -6079 45584650 45590250 -6122
Chr7 Normal NT_039429.1 AGGTCAGCATGACAA 2608632 MOR254-2 2614711 2615658 -6079 2614711 2615658 -6079 2614711 2615658 -6079
Chr15 Normal NT_039621.1 AGGTCGCCATGCCCT 62863118 LOC239672 62869196 62876243 -6078 62869196 62876243 -6078 62869196 62876243 -6078
Chr12 Normal NT_039553.1 GGGTCATTTTGGCCA 5076749 LOC278616 5082827 5119154 -6078 5082827 5119154 -6078 5082827 5119154 -6078
Chr13 Normal NT_039590.1 AGGTCACAGCGATCT 5566925 LOC328314 5573002 5597167 -6077 5573002 5597167 -6077 5596400 5596720 -29475
Chr11 Complement NT_039521.1 GGGTCATTCTGAACC 13529077 Ppy 13523001 13521632 -6076 13523001 13521632 -6076 13522412 13521873 -6665
Chr5 Complement NT_039300.1 TGATCATGCTGACCT 1565396 1700081O22Rik 1559322 1553523 -6074 1559322 1553691 -6074 1559251 1554841 -6145
Chr13 Complement NT_039580.1 AGGTAGAGCTGACCT 5449903 LOC238618 5443831 5379417 -6072 5443831 5379417 -6072 5443831 5379417 -6072
Chr4 Complement NT_039264.1 AGGACACTATGACCA 9816095 Cdkn2c 9810391 9805239 -5704 9810024 9805507 -6071 9809508 9805611 -6587
Chr7 Complement NT_039413.1 GGGTCACCTTGTCCC 1079858 Psmc4 1073832 1065238 -6026 1073787 1065579 -6071 1073762 1065669 -6096
Chr4 Complement NT_039260.1 TGGTCATTCTGAGCC 2252862 1110019J04Rik 2246793 2243896 -6069 2246793 2243896 -6069 2246717 2244314 -6145
Chr7 Normal NT_039435.1 GGGTCAACCTGATCC 5900430 Txnl2 5906496 5937305 -6066 5906498 5936893 -6068 5906522 5936694 -6092
Chr8 Normal NT_039467.1 TGGTCAACTTGATCC 44364442 LOC270099 44370509 44371365 -6067 44370509 44371365 -6067 44370520 44370729 -6078
Chr11 Normal NT_039515.1 AGTTCAGGATGACCT 20492753 A530081C03Rik 20498819 20504495 -6066 20498819 20504495 -6066 20501506 20503130 -8753
Chr19 Normal NT_039684.1 TGGGCATAGTGACCT 1028924 Sipa1 1027060 1040061 1864 1034990 1039839 -6066 1034990 1039839 -6066
Chr7 Normal NT_039433.1 AGGTCAGGATGGCCT 17192340 3110054G10Rik 17198405 17199354 -6065 17198405 17199354 -6065 17198502 17198861 -6162
Chr2 Complement NT_039206.1 ATGTCACAATGACCA 6701586 LOC241329 6695521 6580186 -6065 6695521 6580186 -6065 6695521 6580186 -6065
Chr9 Normal NT_039472.1 AGGTCAAAATGCCCC 10757307 9330128H10Rik 10763371 10984238 -6064 10763371 10984238 -6064 10763553 10981653 -6246
Chr8 Normal NT_039467.1 AGCTCACGCTGACCT 22033772 Herpud1 22039792 22048692 -6020 22039834 22048692 -6062 22039926 22048089 -6154
Chr6 Complement NT_039342.1 TGGTCACCTTGAACT 252981 2500002G23Rik 246921 245731 -6060 246921 245731 -6060 246595 246020 -6386
Chr19 Normal NT_039687.1 GGGACACCATGACCT 1239185 Gpr44 1245244 1250446 -6059 1245244 1250446 -6059 1248202 1249350 -9017
ChrX Normal NT_039711.1 AGGTCGGAGTGGCCC 6339250 A230085M13Rik 6345279 6367445 -6029 6345307 6367445 -6057 6348081 6366359 -8831
Chr2 Complement NT_039210.1 ATGTCATCATGACCA 7941292 LOC269386 7935235 7753286 -6057 7935235 7753286 -6057 7935235 7753286 -6057
Chr4 Complement NT_039268.1 AGGTAGGTCTGACCC 1161864 Tardbp 1156075 1144498 -5789 1155810 1145921 -6054 1154418 1147317 -7446
Chr9 Normal NT_039472.1 CGGTCTCAGTGACCC 7282541 Ubl5 7287108 7290754 -4567 7288594 7290579 -6053 7288994 7290449 -6453
Chr9 Normal NT_039482.1 GGGTCAACTTGACAC 7862610 LOC245050 7868660 7895165 -6050 7868660 7895165 -6050 7881980 7894912 -19370



Chr5 Complement NT_039318.1 AGATCAGCCTGACCT 1278611 LOC231887 1272562 1261984 -6049 1272562 1261984 -6049 1272309 1262647 -6302
Chr19 Complement NT_039692.1 TGGTCAGATTGTCCT 367818 Pdlim1 361798 311086 -6020 361770 312154 -6048 361678 312502 -6140
Chr8 Complement NT_039467.1 TGCTCAGGCTGACCC 42252961 LOC244660 42246915 42246334 -6046 42246915 42246334 -6046 42246915 42246334 -6046
Chr4 Normal NT_039264.1 AGGTCACAGTGACCA 18984115 MOR258-1 18990161 18991086 -6046 18990161 18991086 -6046 18990161 18991086 -6046
Chr11 Normal NT_039521.1 AGGACAGGCTGACCT 31920300 Hgs 31926294 31942634 -5994 31926344 31942237 -6044 31926386 31942158 -6086
Chr4 Complement NT_039266.1 TGGTCACAGTGACCG 4066678 2410166I05Rik 4060763 4050938 -5915 4060636 4051483 -6042 4058017 4051783 -8661
Chr10 Complement NT_039495.1 AGGTCATCCTGCCCA 7874838 LOC211452 7868797 7783163 -6041 7868797 7783163 -6041 7868797 7783163 -6041
Chr11 Normal NT_039520.1 GTGTCACCTTGACCT 41546085 Slfn1 41552125 41557939 -6040 41552125 41557939 -6040 41556340 41557353 -10255
Chr14 Complement NT_039606.1 AGGTCAAAATCACCT 1001030 Acinus 1028631 983536 27601 994991 983536 -6039 1028480 983998 27450
Chr18 Normal NT_039676.1 TCGTCACCGTGACCC 3564357 LOC240451 3570395 3606709 -6038 3570395 3606709 -6038 3570395 3606709 -6038
Chr19 Complement NT_039684.1 AGGTCATTGTGAGCC 90030 LOC240503 83992 23782 -6038 83992 23782 -6038 83992 23782 -6038
Chr6 Complement NT_039343.1 AGGTCTGCATGACCT 7574482 LOC333108 7568444 7545693 -6038 7568444 7545693 -6038 7568444 7545693 -6038
Chr16 Normal NT_039624.1 AGGTTAATATGACCT 13872990 1300018G05Rik 13878982 13903695 -5992 13879025 13901365 -6035 13879145 13901185 -6155
Chr11 Normal NT_039521.1 TGGACAGAGTGACCC 7686890 Hoxb9 7690340 7694975 -3450 7692925 7694975 -6035 7693720 7694154 -6830
Chr1 Complement NT_039170.1 AGGTCATTTTGACTC 52915910 Ihh 52910020 52903894 -5890 52909875 52903894 -6035 52909697 52904458 -6213
Chr11 Complement NT_039520.1 GGGTCTCCCTGACCC 27892938 MGC28622 27886904 27869335 -6034 27886904 27869335 -6034 27886632 27869359 -6306
Chr5 Complement NT_039305.1 GGGTCACCATGCCCG 27553699 Recc1 27547728 27473762 -5971 27547666 27473762 -6033 27547587 27474967 -6112
Chr19 Complement NT_039692.1 AGGTCACCCTGCCCA 7618358 2810048G17Rik 7612532 7579324 -5826 7612327 7606357 -6031 7610024 7606878 -8334
Chr9 Normal NT_039476.1 AGGTTGTGATGACCC 961138 LOC209772 967169 969897 -6031 967169 969897 -6031 967169 969897 -6031
Chr12 Complement NT_039553.1 GGGTCATTTTGGCCA 5076749 LOC331859 5070718 5060580 -6031 5070718 5060580 -6031 5070718 5060580 -6031
Chr6 Normal NT_039353.1 TGATCATGTTGACCT 1941106 AB041550 1947136 1950283 -6030 1947136 1950283 -6030 1947160 1949207 -6054
Chr2 Complement NT_039208.1 TGGACAGTGTGACCC 3518005 LOC241464 3511976 3455721 -6029 3511976 3455721 -6029 3511976 3455721 -6029
Chr6 Normal NT_039341.1 GTGTCACACTGACCC 8618520 Rab19 8624548 8633825 -6028 8624548 8633825 -6028 8627371 8633257 -8851
ChrX Normal NT_039713.1 AGGACACTGTGACCG 10976156 4930404K22Rik 10982183 11003700 -6027 10982183 11003700 -6027 10982233 11003546 -6077
Chr7 Complement NT_039425.1 TTGTCAGTTTGACCC 78019 LOC244017 71992 66135 -6027 71992 66135 -6027 71992 66135 -6027
Chr17 Normal NT_039650.1 GGGTCACCATCACCC 95270 2300002M23Rik 101295 102755 -6025 101295 102755 -6025 101364 102626 -6094
Chr19 Complement NT_039687.1 AGGTCAACTTGATCC 1513610 1700060E18Rik 1507586 1480262 -6024 1507586 1480262 -6024 1503826 1480780 -9784
Chr17 Normal NT_039655.1 TGGTCAAGGTGACAT 3147803 8430401C09Rik 3153825 3162592 -6022 3153825 3162592 -6022 3153935 3158370 -6132
Chr16 Normal NT_039625.1 AGGTCAGAGTAACCT 15116703 LOC239914 15122725 15212410 -6022 15122725 15212410 -6022 15122725 15212410 -6022
Chr6 Normal NT_039369.1 GGGTCACCTTAACCC 50567 Gnb3 56588 62623 -6021 56588 62623 -6021 57143 62186 -6576
Chr18 Normal NT_039674.1 TGGTCAGAATGTCCT 24092987 LOC328926 24099007 24100308 -6020 24099007 24100308 -6020 24099837 24100133 -6850
Chr13 Normal NT_039590.1 AGGTTACACTGACCT 13005629 3110031B13Rik 13011648 13033096 -6019 13011648 13032787 -6019 13011779 13031969 -6150
Chr13 Normal NT_039586.1 AGGTCAAGATGTCCC 4182345 LOC328259 4188364 4220217 -6019 4188364 4220217 -6019 4188364 4220217 -6019
Chr5 Complement NT_039305.1 AGGTCAATCTGGCCA 6260003 4932414K18 6253985 6235888 -6018 6253985 6235888 -6018 6253168 6237677 -6835
Chr4 Normal NT_039264.1 AGGTGGGGGTGACCC 7177235 LOC329911 7183252 7184823 -6017 7183252 7184823 -6017 7184142 7184444 -6907
Chr10 Normal NT_039496.1 AGTTCAGAGTGACCT 4823508 MOR139-2 4829524 4830453 -6016 4829524 4830453 -6016 4829524 4830453 -6016
Chr18 Normal NT_039674.1 TGGTGAGTTTGACCC 34062280 2610510D14Rik 34068291 34074023 -6011 34068295 34073026 -6015 34068309 34072389 -6029
Chr11 Normal NT_039520.1 GGATCAAGTTGACCA 5607911 LOC278363 5613925 5618577 -6014 5613925 5618577 -6014 5613925 5618577 -6014
Chr4 Complement NT_039264.1 GGGTCAGTGCGCCCC 2270738 LOC279282 2264726 2210540 -6012 2264726 2210540 -6012 2264726 2210540 -6012
ChrX Complement NT_039702.1 GGGGCAGTGTGACCC 5865677 LOC333515 5859667 5780513 -6010 5859667 5780513 -6010 5859516 5780513 -6161
Chr7 Normal NT_039435.1 AGGTCATCCTCACCT 3508327 Dock1 3514336 3579607 -6009 3514336 3579607 -6009 3514683 3578503 -6356
Chr7 Normal NT_039407.1 AGATCAGGCTGACCT 1430218 LOC330485 1436227 1446086 -6009 1436227 1446086 -6009 1436283 1445536 -6065
Chr11 Complement NT_039515.1 ATGTCAGTATGACCC 3720921 LOC210066 3714913 3713542 -6008 3714913 3713542 -6008 3714913 3713542 -6008
Chr6 Complement NT_039350.1 GGGACAGCTTGACCA 13790831 MGC27648 13784900 13759543 -5931 13784823 13759546 -6008 13768017 13761803 -22814
Chr17 Complement NT_039649.1 AGGTTGACTTGACCC 278152 1500004C10Rik 272145 267943 -6007 272145 267943 -6007 271782 269322 -6370
Chr17 Complement NT_039658.1 AGCTCAGACTGACCT 14172602 Sos1 14167017 14079812 -5585 14166595 14079812 -6007 14166595 14080544 -6007
Chr14 Normal NT_039606.1 GGGTCAGATTGACGA 3568053 LOC219110 3574058 3598617 -6005 3574058 3598617 -6005 3574058 3598617 -6005
Chr14 Complement NT_039606.1 AGGTCAGCCTGATCT 3153175 MGC38922 3161227 3142713 8052 3147170 3142713 -6005 3146112 3143158 -7063
Chr2 Complement NT_039210.1 AGGTCATAAAGACCT 4128050 D030059C06Rik 4122046 4118299 -6004 4122046 4118299 -6004 4118818 4118360 -9232
Chr9 Normal NT_039473.1 AGCTCAGGGTGACCT 10132592 Timm8b 10138555 10140567 -5963 10138596 10140004 -6004 10138642 10139786 -6050
Chr11 Normal NT_039520.1 AGGTCATCCTGCCCA 17251826 Trim11 17257786 17270936 -5960 17257830 17270936 -6004 17257954 17270213 -6128
Chr2 Normal NT_039206.1 TGGTCAAAGTCACCC 5398387 2010015J01Rik 5404333 5462177 -5946 5404390 5412123 -6003 5404447 5411371 -6060
Chr11 Normal NT_039521.1 AGGTCAGGTTGGCCT 20912389 6330406P08Rik 20868373 21008887 44016 20918392 21001535 -6003 20918672 21000732 -6283
Chr17 Complement NT_039643.1 GGATCAAGTTGACCT 3501901 Fpr-rs3 3495899 3494868 -6002 3495899 3494868 -6002 3495899 3494868 -6002
Chr1 Normal NT_039185.1 AGGTCAGAGTGACAT 9204465 LOC240888 9210464 9244382 -5999 9210464 9244382 -5999 9210464 9244382 -5999
Chr4 Normal NT_039262.1 AGGACAGTGTGACCA 26651374 LOC230393 26657372 26671406 -5998 26657372 26671406 -5998 26657402 26671087 -6028
Chr2 Normal NT_039205.1 GGGGCAGAGTGACCA 9872535 Ptges2 9877952 9888981 -5417 9878533 9885014 -5998 9878550 9884603 -6015
Chr18 Normal NT_039674.1 AGGTCATTTTGCCCT 56205035 Adamts19 56211032 56277998 -5997 56211032 56277998 -5997 56211449 56277117 -6414
Chr8 Complement NT_039456.1 AGCTCAATGTGACCT 10899750 LOC330732 10893753 10892177 -5997 10893753 10892177 -5997 10893211 10892930 -6539
Chr8 Complement NT_039467.1 AGGTTATGTTGACCA 8364872 Gab1 8359729 8243601 -5143 8358876 8244990 -5996 8358853 8245496 -6019
Chr1 Complement NT_039189.1 TGGTCATCTTGAACT 1591626 LOC240971 1585630 1507040 -5996 1585630 1507040 -5996 1585630 1507040 -5996
Chr5 Complement NT_039312.1 ATGTCATGGTGACCT 7038477 LOC243259 7032482 6953690 -5995 7032482 6953690 -5995 7032482 6953690 -5995
Chr18 Complement NT_039674.1 AGGTCAGCAGGACCT 33293413 LOC328934 33287421 33284512 -5992 33287421 33284512 -5992 33287231 33286932 -6182
Chr13 Normal NT_039587.1 TGGTCATTCTGCCCT 2382646 LOC328271 2388637 2391051 -5991 2388637 2391051 -5991 2389771 2390208 -7125
Chr9 Complement NT_039473.1 TGTTCAAAATGACCT 10855637 1810046K07Rik 10866175 10826671 10538 10849647 10826671 -5990 10831940 10827024 -23697
Chr16 Normal NT_039629.1 GGGTCGTGCTGCCCC 73884 Ercc4 79874 118868 -5990 79874 118868 -5990 80073 118395 -6189
Chr19 Complement NT_039687.1 AGCTCAAAGTGACCC 15047688 Pip5k1a 15041703 14892223 -5985 15041698 14892307 -5990 15036998 14892979 -10690
Chr3 Normal NT_039241.1 TGGTCATGTTGACTT 8101924 1300019H02Rik 8107786 8126087 -5862 8107913 8126087 -5989 8108031 8125016 -6107
Chr10 Complement NT_039492.1 GGATCAAGTTGACCT 2936255 LOC212404 2930267 2907020 -5988 2930267 2907020 -5988 2930267 2907020 -5988
Chr12 Normal NT_039539.1 AGGTGGAAATGACCC 2258981 2810032G03Rik 2264968 2305588 -5987 2264968 2305588 -5987 2304186 2304527 -45205
Chr4 Normal NT_039259.1 TGCTCACAGTGACCT 2438191 Fut9 2444178 2535345 -5987 2444178 2534504 -5987 2532480 2533559 -94289
Chr5 Normal NT_039314.1 AGGTCTTAATGACCT 296340 9430010P06Rik 302298 313245 -5958 302325 313245 -5985 302520 310046 -6180
Chr13 Complement NT_039587.1 GGGGCAAAATGACCC 1644986 1110018J18Rik 1639002 1597047 -5984 1639002 1613871 -5984 1638976 1614136 -6010
Chr9 Normal NT_039480.1 AGGTCATCCCGATCC 376653 C630041L24Rik 382636 392614 -5983 382636 392614 -5983 382753 392392 -6100
Chr13 Complement NT_039578.1 GGGTCATCTTGCCCA 8422569 LOC195229 8416586 8416070 -5983 8416586 8416070 -5983 8416586 8416070 -5983
Chr7 Complement NT_039433.1 AGGGCACAGTGACCT 21899133 BC030314 21894320 21882676 -4813 21893152 21883501 -5981 21885908 21883657 -13225
Chr17 Complement NT_039655.1 GGGTCAAGTTGACAA 9928848 2310015N21Rik 9922868 9725327 -5980 9922868 9725327 -5980 9901141 9727225 -27707
Chr11 Normal NT_039520.1 TGGTCAAGATGTCCC 16038958 Galnt9 15920889 16061487 118069 16044936 16061487 -5978 16044957 16060155 -5999
Chr11 Complement NT_039521.1 GGGTCACAGCGACCT 28696968 LOC237998 28690990 28689524 -5978 28690990 28689524 -5978 28690990 28689524 -5978
Chr1 Normal NT_039186.1 AGGCCACTGTGACCC 3930340 1700016C15Rik 3936317 3959540 -5977 3936317 3959540 -5977 3940000 3959263 -9660
Chr7 Complement NT_039433.1 GAGTCAGGTCGACCC 21409469 9130019O22Rik 21403492 21398582 -5977 21403492 21398582 -5977 21402870 21400727 -6599
Chr6 Normal NT_039360.1 AGGGCACTGTGACCT 5560709 LOC272321 5566685 5577221 -5976 5566685 5577221 -5976 5566685 5577221 -5976
Chr5 Complement NT_039305.1 GGATCACTCTGACCT 366383 LOC195712 360409 360041 -5974 360409 360041 -5974 360409 360041 -5974
ChrX Complement NT_039706.1 AGATCACAGTGACCT 3218192 LOC278062 3212218 3211456 -5974 3212218 3211456 -5974 3212218 3211456 -5974
Chr16 Normal NT_039624.1 GGGTCATGCTGAACA 28120508 LOC224097 28126481 28128463 -5973 28126481 28128463 -5973 28126481 28128463 -5973
Chr8 Normal NT_039457.1 AAGTCAACCTGACCA 905567 Tnks 911540 912697 -5973 911540 912697 -5973 911540 912112 -5973
Chr10 Normal NT_039502.1 GGGTCAGTTAGACCA 6490133 Si 6494013 6509945 -3880 6496105 6509838 -5972 6496105 6509838 -5972
Chr11 Complement NT_039520.1 TGGTCATGTTGACCA 16609073 4930488P06Rik 16603104 16594880 -5969 16603104 16594880 -5969 16597249 16595843 -11824
Chr1 Complement NT_039188.1 GGGTCAGGCTGACAA 1433245 LOC226740 1427279 1425931 -5966 1427279 1425931 -5966 1427252 1426770 -5993
Chr7 Normal NT_039400.1 CGGTCATCCTGACCT 860560 Zfp296 865816 869464 -5256 866524 869464 -5964 866614 869368 -6054
Chr15 Complement NT_039621.1 AGGTCAGCCTGGCCT 50462052 1700019P01Rik 50456098 50392045 -5954 50456090 50415311 -5962 50455602 50415445 -6450
Chr3 Normal NT_039238.1 AGGTCACATTGAACC 1339437 4921522K05Rik 1345399 1373576 -5962 1345399 1373393 -5962 1346967 1371280 -7530
Chr16 Complement NT_039624.1 TGGTCACCGTGGCCC 53304057 LOC328694 53298097 53283877 -5960 53298097 53283877 -5960 53298046 53285561 -6011
Chr11 Complement NT_039520.1 AGGTCAGTGTGTCCT 13507511 LOC245827 13501553 13498632 -5958 13501553 13498632 -5958 13501364 13498715 -6147
Chr16 Complement NT_039624.1 AGGTCAACTTGATCC 36713272 LOC332169 36707314 36529075 -5958 36707314 36529075 -5958 36707314 36529075 -5958



Chr5 Complement NT_039305.1 TGGTCATTTTCACCT 3934124 LOC269646 3928168 3927265 -5956 3928168 3927265 -5956 3928168 3927265 -5956
Chr15 Complement NT_039621.1 GGGCCAGCCTGACCC 43782721 Naga 43776765 43767007 -5956 43776765 43767007 -5956 43776138 43767528 -6583
Chr6 Complement NT_039360.1 GGGTTAGGTTGACCT 4527502 Sox5 4521634 4141091 -5868 4521546 4142305 -5956 4521434 4142740 -6068
Chr17 Normal NT_039649.1 AGGTAGAGATGACCC 4865506 Rpl10a 4871461 4873893 -5955 4871461 4873893 -5955 4871476 4873862 -5970
Chr11 Complement NT_039520.1 GGTTCGAACTGACCT 45114773 4930579A11Rik 45108999 45008864 -5774 45108821 45008864 -5952 45090851 45010307 -23922
Chr3 Complement NT_039234.1 TGCTCACGCTGACCC 25242188 Mtx1 25236620 25231421 -5568 25236237 25231421 -5951 25236225 25231539 -5963
Chr12 Normal NT_039551.1 TGGACATTCTGACCT 27708838 LOC217693 27714786 27725414 -5948 27714786 27725414 -5948 27714786 27725414 -5948
Chr7 Complement NT_039414.1 AGGTCAACTTGATCC 566911 LOC233097 560963 559001 -5948 560963 559001 -5948 560956 559158 -5955
Chr15 Complement NT_039621.1 AGGTAAAAGTGACCT 9937398 LOC239426 9931451 9927023 -5947 9931451 9927023 -5947 9931451 9927023 -5947
Chr3 Complement NT_039239.1 GAGTCATGCTGACCA 10478377 1110021E09Rik 10472431 10463528 -5946 10472431 10463528 -5946 10472163 10464640 -6214
Chr8 Normal NT_039456.1 GGGCCAGTGTGACCC 4665048 LOC244368 4670994 4728092 -5946 4670994 4728092 -5946 4670994 4728092 -5946
Chr18 Normal NT_039674.1 GGGTGAGTGTGACCA 71533282 LOC240401 71539226 71597282 -5944 71539226 71597282 -5944 71539226 71597282 -5944
Chr5 Complement NT_039317.1 AGGGCAGGTTGACCA 13152 LOC269721 7209 6 -5943 7209 6 -5943 7181 6 -5971
Chr8 Normal NT_039467.1 TGGGCACCATGACCC 51623552 LOC234863 51629494 51635701 -5942 51629494 51635701 -5942 51632146 51635456 -8594
Chr15 Normal NT_039617.1 GTGTCAAGTTGACCT 1716087 4930455B06Rik 1722027 1729711 -5940 1722027 1729711 -5940 1722474 1729458 -6387
Chr9 Normal NT_039480.1 GGGTGAGTGTGACCC 1434289 1700112C13Rik 1440228 1452244 -5939 1440228 1452244 -5939 1445459 1451976 -11170
Chr5 Normal NT_039312.1 AGGTCTCTCTGACCC 2131078 G431004K08Rik 2121573 2154057 9505 2137016 2154055 -5938 2137915 2153557 -6837
Chr13 Normal NT_039590.1 AGGTCAACCTGATCT 16385232 LOC328334 16391170 16394107 -5938 16391170 16394107 -5938 16392748 16393053 -7516
Chr4 Normal NT_039265.1 GGGTCACCTGGACCC 8019782 LOC332941 8025720 8053457 -5938 8025720 8053457 -5938 8032540 8053457 -12758
Chr12 Normal NT_039539.1 TGGACACGTTGACCT 97407 1700012B15Rik 103344 118298 -5937 103344 107099 -5937 103371 103724 -5964
Chr6 Complement NT_039356.1 GGGTTAAGGTGACCC 263903 Gnb3 257966 251897 -5937 257966 251897 -5937 257411 252286 -6492
Chr14 Complement NT_039606.1 GGATCAAGTTGACCT 4689031 LOC239116 4683094 4667131 -5937 4683094 4667131 -5937 4683094 4667131 -5937
Chr2 Normal NT_039206.1 GGGTCACTTTGAGCA 16569301 E130115E03Rik 16575236 17358930 -5935 16575236 16639669 -5935 16611646 16636923 -42345
Chr2 Complement NT_039206.1 GGTTCATGCTGACCT 943314 Psmd5 937415 918044 -5899 937380 918056 -5934 937375 918532 -5939
Chr12 Complement NT_039551.1 GGGTCAGACAGACCT 21783324 LOC328128 21777391 21773795 -5933 21777391 21773795 -5933 21776452 21776018 -6872
Chr1 Normal NT_039180.1 GGGTCAGCCTGCCCT 16238915 Myog 16244843 16247382 -5928 16244848 16247382 -5933 16244891 16246630 -5976
Chr1 Complement NT_039174.1 AGGACAAAATGACCA 13542588 LOC227462 13536659 13524596 -5929 13536659 13524596 -5929 13536659 13524596 -5929
Chr8 Normal NT_039456.1 AGGTCAAAGTGAGCA 335960 1700112P19Rik 341888 346130 -5928 341888 346130 -5928 345309 345980 -9349
Chr7 Normal NT_039429.1 TGGTCACTGGGACCT 17841504 1810022C01Rik 17847369 17875670 -5865 17847430 17875670 -5926 17847496 17875531 -5992
Chr2 Normal NT_039206.1 CGGTCACAGTGACCT 169795 LOC227741 175718 512254 -5923 175718 189788 -5923 175718 189788 -5923
Chr19 Normal NT_039687.1 TGGTCAACTTGATCC 2950416 Mpeg1 2956339 2960835 -5923 2956339 2959082 -5923 2957849 2958901 -7433
Chr4 Normal NT_039264.1 AGGTCACCATGATCC 6853587 Thea 6859510 6873888 -5923 6859510 6873888 -5923 6859557 6873866 -5970
Chr12 Normal NT_039570.1 GGGTTGACCTGACCT 27993 LOC333616 33914 35561 -5921 33914 35561 -5921 34105 35461 -6112
Chr2 Normal NT_039211.1 AGATCACTGTGACCT 2483684 Spo11 2487348 2526316 -3664 2489605 2504146 -5921 2489654 2503687 -5970
Chr12 Complement NT_039553.1 AGCTCAGATTGACCT 1423717 LOC328152 1417798 1414580 -5919 1417798 1414580 -5919 1416285 1415947 -7432
Chr18 Complement NT_039675.1 GGGTCATGCTGACCA 523976 4933439B08Rik 518059 447498 -5917 518059 463623 -5917 517987 463994 -5989
Chr21 Normal NT_039757.1 GGATCAAGTTGACCA 85298 LOC280184 91214 92821 -5916 91214 92821 -5916 91992 92135 -6694
ChrX Complement NT_039719.1 AGGTCAGGGTGACAA 684024 LOC237105 678109 676913 -5915 678109 676913 -5915 678109 676913 -5915
Chr9 Normal NT_039482.1 TGGTCACATTCACCC 7623300 Nktr 7629215 7667150 -5915 7629215 7667150 -5915 7629277 7664641 -5977
Chr11 Complement NT_039521.1 AGGTCACCTTGACCT 6734571 BC024092 6728657 6692689 -5914 6728657 6692689 -5914 6728478 6694215 -6093
Chr15 Complement NT_039621.1 TGCTCAGAGTGACCT 40856922 Csnk1e 40851142 40826867 -5780 40851008 40828172 -5914 40847853 40828942 -9069
Chr5 Normal NT_039312.1 AGGTCAGGCCGTCCT 1323584 1100001D10Rik 1300045 1330922 23539 1329497 1330920 -5913 1329792 1330181 -6208
Chr11 Complement NT_039521.1 AAGTCAAGTTGACCT 21262186 1700012B07Rik 21256275 21216530 -5911 21256275 21219800 -5911 21256144 21219806 -6042
Chr1 Normal NT_039186.1 GGGTCTGTATGACCC 1958001 4930511H01Rik 1963911 2012622 -5910 1963911 2012622 -5910 1969135 2007449 -11134
Chr4 Normal NT_039266.1 GGGGCAGTGTGACCG 5207739 CRF2-12 5213394 5232969 -5655 5213649 5232969 -5910 5213649 5232969 -5910
Chr5 Normal NT_039316.1 CTGTCATCTTGACCC 1287830 A930017N06Rik 1293739 1297483 -5909 1293739 1297483 -5909 1294004 1296490 -6174
Chr7 Normal NT_039436.1 TGGTCACTGTGAGCT 2318476 5530601I19Rik 2323993 2333238 -5517 2324384 2333238 -5908 2330086 2332477 -11610
ChrX Complement NT_039703.1 AGGTCAAGCTGGCCT 391090 LOC236789 385183 352232 -5907 385183 352232 -5907 385183 352232 -5907
Chr9 Normal NT_039475.1 GGGGCAATCTGACCT 6761802 LOC244958 6767709 6781853 -5907 6767709 6781853 -5907 6767709 6781853 -5907
Chr16 Complement NT_039624.1 CTGTCAATCTGACCT 18736914 Liph 18731008 18703900 -5906 18731008 18703900 -5906 18730978 18704605 -5936
Chr8 Normal NT_039455.1 AGGTCAGAATGACTA 8674999 LOC234059 8680905 8697549 -5906 8680905 8697549 -5906 8680905 8697549 -5906
Chr3 Normal NT_039240.1 GGATCAAGTTGACCT 7346203 LOC242193 7352109 7384831 -5906 7352109 7384831 -5906 7352109 7384831 -5906
Chr1 Normal NT_039173.1 AGGTCAGGCTGGCCT 2788323 0610038O04Rik 2794168 2813645 -5845 2794226 2813645 -5903 2794357 2807875 -6034
Chr2 Complement NT_039205.1 AGGTCAGGGTGACAG 4554850 1110002H13Rik 4548987 4538459 -5863 4548947 4538459 -5903 4548801 4538974 -6049
Chr7 Complement NT_039433.1 AGGTCAGCATGGCCG 19712924 LOC233863 19718196 19651443 5272 19707022 19651443 -5902 19707008 19672568 -5916
Chr5 Complement NT_039312.1 AGGTCAGCCTGGCCT 1806591 Rnf10 1800689 1770285 -5902 1800689 1770285 -5902 1800208 1770285 -6383
Chr11 Normal NT_039520.1 TGGTCACCGGGACCC 19651610 1110007F23Rik 19657511 19660962 -5901 19657511 19660768 -5901 19657544 19660065 -5934
Chr3 Complement NT_039238.1 AGGTCAGTCTGGCCT 895737 Pip5k1b 890035 841639 -5702 889837 842686 -5900 889568 843174 -6169
Chr2 Complement NT_039210.1 CTGTCAGAGTGACCT 2138562 LOC329540 2132663 2100073 -5899 2132663 2100073 -5899 2100759 2100400 -37803
Chr17 Normal NT_039655.1 AGTTCAAACTGACCT 3776215 Enpp5 3782112 3789880 -5897 3782112 3789880 -5897 3784003 3788953 -7788
Chr1 Normal NT_039170.1 TGGTCATTGTGAGCT 26687126 LOC241060 26693022 26693938 -5896 26693022 26693938 -5896 26693022 26693938 -5896
Chr12 Normal NT_039551.1 TTGTCAGTTTGACCT 30876651 Batf 30882505 30904912 -5854 30882546 30904912 -5895 30882737 30904578 -6086
Chr3 Normal NT_039234.1 AGGCCAGGATGACCG 23639695 Arhgef11 23645589 23695668 -5894 23645589 23695668 -5894 23645643 23694842 -5948
Chr5 Normal NT_039315.1 GGGACACAATGACCA 836424 Zipro1 842233 859126 -5809 842318 859126 -5894 849971 858793 -13547
Chr1 Complement NT_039170.1 GGATCAAGTTGACCA 10715238 LOC213711 10709345 10708956 -5893 10709345 10708956 -5893 10709345 10708956 -5893
Chr3 Normal NT_039234.1 TGGTCACTTTGCCCC 10121233 LOC269443 10127126 10128506 -5893 10127126 10128506 -5893 10127686 10128333 -6453
Chr4 Complement NT_039263.1 CGGTGACTATGACCT 7133990 LOC242546 7128098 7086784 -5892 7128098 7086784 -5892 7128098 7086784 -5892
Chr15 Complement NT_039621.1 GGGGCACAATGACCC 39883376 Tmprss6-pending 39877633 39848677 -5743 39877485 39848681 -5891 39874348 39849219 -9028
Chr19 Complement NT_039687.1 AGATCAAGGTGACCT 1396754 Ms4a8a 1390938 1380621 -5816 1390867 1380621 -5887 1390867 1380621 -5887
Chr7 Complement NT_039433.1 TGGTCAATTTGATCT 20849783 4930451I11Rik 20843897 20842876 -5886 20843897 20842876 -5886 20843845 20842998 -5938
Chr13 Complement NT_039578.1 AGGTCATTATGCCCC 3755524 LOC218022 3749639 3732589 -5885 3749639 3732589 -5885 3749639 3732589 -5885
Chr14 Normal NT_039606.1 AGGTTACACTGACCA 20768121 Htr2a 20774004 20839858 -5883 20774004 20839858 -5883 20775097 20839396 -6976
Chr7 Complement NT_039413.1 TGGTGAATGTGACCC 3241214 Capns1 3240097 3228586 -1117 3235332 3228586 -5882 3235317 3228737 -5897
Chr19 Normal NT_039692.1 TGGTCATTTTGCCCT 854133 LOC212369 860015 921031 -5882 860015 921031 -5882 860015 921031 -5882
Chr9 Normal NT_039475.1 AGGTCAACTTGATCC 1941443 LOC244942 1947324 2108730 -5881 1947324 2108730 -5881 1947324 2108730 -5881
Chr16 Complement NT_039624.1 AGTTCATCGTGACCC 13602165 LOC332144 13596284 13585275 -5881 13596284 13585275 -5881 13593441 13585275 -8724
Chr16 Complement NT_039624.1 ATGTCACAATGACCA 47658917 LOC332182 47653036 47621814 -5881 47653036 47621814 -5881 47653036 47621814 -5881
Chr5 Normal NT_039324.1 AGGTCACCCTGCCCT 3422202 LOC243349 3428082 3458006 -5880 3428082 3458006 -5880 3428082 3458006 -5880
Chr5 Normal NT_039306.1 AGATCAGGCTGACCT 1093899 Gsh2 1099777 1102069 -5878 1099777 1102069 -5878 1099937 1101482 -6038
Chr7 Complement NT_039385.1 AGGCCACCCTGACCA 1151339 Fiz1 1146069 1137978 -5270 1145467 1137978 -5872 1144245 1138934 -7094
Chr12 Complement NT_039548.1 AGGTCACAATGTCCT 12590474 LOC331817 12584603 12573609 -5871 12584603 12573609 -5871 12584603 12573609 -5871
Chr4 Complement NT_039258.1 GTGTCACTGTGACCA 2819284 LOC242301 2813414 2799153 -5870 2813414 2799153 -5870 2813414 2799153 -5870
Chr7 Normal NT_039433.1 TGGTCACAGTGCCCT 1833229 MOR204-11 1839099 1840031 -5870 1839099 1840031 -5870 1839099 1840031 -5870
Chr19 Complement NT_039692.1 GGGGCACCATGACCC 4311111 2410003M15Rik 4305244 4283090 -5867 4305244 4283090 -5867 4305216 4284363 -5895
Chr15 Complement NT_039617.1 TGGTAAAAATGACCT 5196634 LOC223323 5190768 5177894 -5866 5190768 5177894 -5866 5182698 5177896 -13936
Chr7 Normal NT_039420.1 GGGTCAGGCTGGCCC 1142391 LOC243961 1148257 1197592 -5866 1148257 1197592 -5866 1148257 1197592 -5866
Chr8 Normal NT_039467.1 GGGACACCATGACCA 33178277 LOC270091 33170123 33220587 8154 33184141 33220587 -5864 33184200 33211708 -5923
Chr11 Normal NT_039515.1 TGGTCAGCCTGTCCC 919843 LOC194239 925704 927108 -5861 925704 927108 -5861 926152 926436 -6309
Chr1 Normal NT_039189.1 AGGTCAACTTGACAC 7782407 1700022P22Rik 7788267 7791664 -5860 7788267 7791664 -5860 7788307 7791622 -5900
Chr13 Normal NT_039573.1 AGGGCATACTGACCA 3760203 LOC238474 3766062 3848038 -5859 3766062 3848038 -5859 3766062 3848038 -5859
Chr14 Complement NT_039606.1 GGGGCAGCACGACCC 4416182 LOC271202 4410323 4399566 -5859 4410323 4399566 -5859 4410323 4399566 -5859
Chr5 Normal NT_039324.1 GGGGCAGCGTGACCT 199909 LOC210291 205766 238614 -5857 205766 238614 -5857 205766 238614 -5857
Chr19 Complement NT_039692.1 AAGTCAGGATGACCA 4513647 LOC226144 4507816 4472983 -5831 4507790 4472983 -5857 4507419 4474962 -6228
Chr7 Normal NT_039428.1 TGTTCATAGTGACCT 10967768 LOC244045 10973625 11060939 -5857 10973625 11060939 -5857 10973625 11060939 -5857
Chr4 Complement NT_039261.1 AGGTCAACTTGATCC 8976410 4930429J24Rik 8970555 8945475 -5855 8970555 8945475 -5855 8970538 8945614 -5872



Chr12 Complement NT_039553.1 TGGTCACACTGCCCT 8921253 LOC217886 8915399 8914036 -5854 8915399 8914036 -5854 8915314 8914036 -5939
Chr1 Normal NT_039173.1 AGGTCATGCTGATCT 5634626 2510010F15Rik 5640472 5676100 -5846 5640479 5675883 -5853 5644417 5675498 -9791
Chr16 Complement NT_039624.1 AGCTCAGGCTGACCC 14905506 Comt 14899993 14880029 -5513 14899653 14880684 -5853 14885098 14880978 -20408
Chr16 Complement NT_039630.1 AGCTCAGGCTGACCC 690666 Comt 685153 665849 -5513 684813 665849 -5853 670263 666143 -20403
Chr16 Normal NT_039624.1 AGGTCAGCACGCCCT 17360242 1810009K13Rik 17366093 17373499 -5851 17366093 17373499 -5851 17366117 17373183 -5875
Chr2 Complement NT_039205.1 AGGACAGCCTGACCA 3541973 C030048H19Rik 3536122 3530540 -5851 3536122 3530540 -5851 3532446 3532147 -9527
Chr14 Normal NT_039609.1 AGGTTATGCTGACCA 23991282 Tm9sf2 23997072 24048864 -5790 23997133 24048594 -5851 23997258 24047977 -5976
Chr14 Normal NT_039606.1 AGGTCAGACTGACCT 1222075 LOC268745 1227924 1229703 -5849 1227924 1229703 -5849 1228486 1228848 -6411
Chr4 Complement NT_039264.1 TGGTCACTTTGTCCC 9627194 Rnf11 9621345 9597228 -5849 9621345 9597261 -5849 9620594 9598613 -6600
Chr1 Normal NT_039170.1 TGGTCATACAGACCC 32953602 Prei3 32959421 32982801 -5819 32959449 32981159 -5847 32959459 32980709 -5857
Chr7 Normal NT_039429.1 GGGGCGCATTGACCT 8132125 Sytl2 8137972 8199935 -5847 8137972 8199935 -5847 8138065 8199044 -5940
Chr8 Normal NT_039455.1 GGGTCAGTCTGTCCT 8277631 Arhgef7 8283477 8336552 -5846 8283477 8336552 -5846 8286633 8334507 -9002
Chr10 Complement NT_039491.1 GGGTCAAGTTGACAT 11958210 LOC237308 11952367 11948931 -5843 11952367 11948931 -5843 11952367 11948931 -5843
Chr11 Normal NT_039521.1 AGATCACCATGACCT 14096327 LOC268491 14102166 14103418 -5839 14102166 14103418 -5839 14102187 14102973 -5860
Chr2 Normal NT_039210.1 AGGACGAAATGACCC 5207026 0610011L14Rik 5212855 5242598 -5829 5212863 5233297 -5837 5215960 5232173 -8934
Chr4 Normal NT_039268.1 AGGACATCCTGACCA 168245 LOC329998 174081 175853 -5836 174081 175853 -5836 174860 175270 -6615
Chr5 Normal NT_039311.1 TTGTCACCCTGACCT 1842518 LOC231617 1848353 1849864 -5835 1848353 1849864 -5835 1848353 1849864 -5835
ChrX Normal NT_039716.1 TGGACATGATGACCT 4422720 Cldn2 4428550 4439106 -5830 4428550 4439106 -5830 4436430 4437122 -13710
Chr16 Complement NT_039624.1 AGGTGAGGATGACCT 6917123 LOC239715 6911294 6902638 -5829 6911294 6902638 -5829 6909531 6906276 -7592
Chr14 Complement NT_039599.1 TGGACAGGCTGACCT 5364615 MOR246-3 5358786 5357818 -5829 5358786 5357818 -5829 5358786 5357821 -5829
Chr4 Normal NT_039265.1 GGGTGATAATGACCT 2993131 LOC272089 2998958 3032710 -5827 2998958 3032710 -5827 2998958 3032710 -5827
Chr4 Complement NT_039264.1 AGGCCAGGCTGACCT 21503034 LOC329935 21497211 21494460 -5823 21497211 21494460 -5823 21497198 21496677 -5836
Chr9 Normal NT_039473.1 AGGACAGGGTGACCA 3164086 LOC333383 3169909 3171614 -5823 3169909 3171614 -5823 3169909 3171614 -5823
Chr17 Normal NT_039662.1 TGTTCACAATGACCC 1506986 LOC56628 1511958 1634333 -4972 1512809 1598043 -5823 1512809 1598043 -5823
Chr11 Complement NT_039520.1 CGGTCAGCCTGAACC 30350944 Aipl1 30345174 30336311 -5770 30345124 30336752 -5820 30345124 30336841 -5820
Chr8 Normal NT_039464.1 TGCTCAGGCTGACCT 57070 Myo9b 62890 139552 -5820 62890 139552 -5820 80903 139552 -23833
Chr7 Complement NT_039437.1 GGGTCAGGAGGACCC 2750228 Cttn 2744694 2709338 -5534 2744409 2710472 -5819 2737592 2710558 -12636
Chr2 Complement NT_039206.1 GGGTCAGACTTACCT 19855019 LOC227906 19849201 19848712 -5818 19849201 19848712 -5818 19849201 19848712 -5818
Chr8 Normal NT_039461.1 GGGTCAGGATGGCCA 6148837 LOC330781 6154655 6156553 -5818 6154655 6156553 -5818 6155515 6155868 -6678
Chr7 Complement NT_039429.1 TGGTTAAACTGACCT 22251302 Trim30 22245561 22191086 -5741 22245484 22191086 -5818 22216272 22193564 -35030
Chr5 Complement NT_039300.1 GGGTCGTGCTGCCCC 4306539 LOC231087 4300723 4300385 -5816 4300723 4300385 -5816 4300684 4300391 -5855
Chr8 Complement NT_039460.1 AGGTGGTGGTGACCT 1228225 LOC330752 1222410 1221981 -5815 1222410 1221981 -5815 1222318 1222004 -5907
Chr4 Complement NT_039266.1 AGGTAAGGACGACCT 4299133 AA691260 4293393 4270111 -5740 4293319 4270798 -5814 4284390 4272428 -14743
Chr17 Complement NT_039658.1 GGGTCACCCTGACTG 24350824 LOC332271 24345011 24301251 -5813 24345011 24301251 -5813 24345011 24301251 -5813
Chr1 Complement NT_039173.1 TGGTCAAGCTGAACT 2903587 Glrp1 2897775 2887590 -5812 2897775 2887590 -5812 2897595 2888841 -5992
Chr18 Normal NT_039676.1 AGGTCACTTTGAGCA 2089502 LOC269040 2095313 2095841 -5811 2095313 2095841 -5811 2095313 2095841 -5811
Chr8 Complement NT_039467.1 TGGTCATGCTGCCCT 50461729 1110031E24Rik 50455920 50445852 -5809 50455920 50445852 -5809 50455818 50446874 -5911
Chr11 Normal NT_039520.1 GGGTCACCGTGACCT 34629740 Wdt3-pending 34613196 34642938 16544 34635548 34642938 -5808 34635659 34641704 -5919
Chr11 Normal NT_039515.1 GGGTCAAAATGACTC 8534338 LOC327867 8540145 8543061 -5807 8540145 8543061 -5807 8540534 8540974 -6196
Chr11 Complement NT_039521.1 AGGCCAGGTTGACCT 6255966 LOC217121 6250163 6246694 -5803 6250163 6246694 -5803 6250163 6246694 -5803
Chr17 Normal NT_039643.1 AGTTCAAGTTGACCT 4438409 LOC328768 4444212 4446695 -5803 4444212 4446695 -5803 4446320 4446625 -7911
Chr17 Normal NT_039649.1 GGGTCTCATTGACCT 1571490 AI661311 1549224 1632089 22266 1577291 1632089 -5801 1577768 1631541 -6278
Chr8 Complement NT_039467.1 AGGTCATGGGGACCA 9953237 Il15 9948088 9872521 -5149 9947436 9872521 -5801 9886507 9872809 -66730
Chr1 Normal NT_039186.1 ATGTCAGGCTGACCT 234409 MOR123-2 240210 241148 -5801 240210 241148 -5801 240210 241148 -5801
ChrX Complement NT_039708.1 TGGTCTCGCTGACCT 610655 Arhgap4 604973 588002 -5682 604855 588002 -5800 604855 588379 -5800
Chr5 Complement NT_039314.1 GGGTCAACAGGACCG 4934419 LOC214292 4928620 4926938 -5799 4928620 4926938 -5799 4928620 4926938 -5799
ChrX Complement NT_039745.1 TGGTCTCGCTGACCT 530575 Arhgap4 524895 507919 -5680 524777 507919 -5798 524777 508296 -5798
Chr5 Complement NT_039308.1 GGATCAAGTTGACCT 13518516 LOC243200 13512718 13466501 -5798 13512718 13466501 -5798 13512718 13466501 -5798
Chr11 Complement NT_039521.1 GGGTCACTCTGACCC 31811813 LOC268899 31807147 31804350 -4666 31806017 31804350 -5796 31806750 31805049 -5063
Chr9 Normal NT_039474.1 ATGTCAGCCTGACCA 14030143 LOC235445 14035937 14037487 -5794 14035937 14037487 -5794 14035937 14037487 -5794
Chr15 Normal NT_039621.1 AGCTCAGGCTGACCG 40512367 LOC268831 40518160 40525296 -5793 40518160 40525290 -5793 40518290 40524242 -5923
Chr4 Normal NT_039261.1 TGGTCAGGGTGACAC 9241438 Musk 9247081 9338537 -5643 9247231 9338537 -5793 9247231 9338537 -5793
Chr9 Complement NT_039473.1 AGATCAAGGCGACCC 10288611 2310030G06Rik 10282966 10275992 -5645 10282820 10275992 -5791 10282808 10276794 -5803
Chr11 Normal NT_039521.1 GGGCCACACTGACCT 6348904 LOC217123 6354684 6371465 -5780 6354692 6371465 -5788 6354798 6370048 -5894
Chr1 Complement NT_039170.1 CTGTCAGTGTGACCC 23586676 LOC241059 23580888 23580058 -5788 23580888 23580058 -5788 23580888 23580058 -5788
Chr9 Normal NT_039471.1 AGCTCAAGTTGACCT 2223619 Casp4 2229360 2257323 -5741 2229406 2257256 -5787 2229440 2256626 -5821
Chr17 Complement NT_039658.1 AGGTCGGGTAGACCT 13171835 LOC211576 13166048 13165602 -5787 13166048 13165602 -5787 13166048 13165602 -5787
Chr3 Complement NT_039238.1 AGGTCAACCAGACCT 443889 Tuft1 438169 392010 -5720 438104 392010 -5785 438082 393379 -5807
Chr2 Complement NT_039206.1 TGGTCATTGTGTCCT 1473076 4930402F06Rik 1467292 1445679 -5784 1467292 1445679 -5784 1460668 1445775 -12408
Chr16 Normal NT_039625.1 TGGTCAGCATGATCT 26745790 Itsn 26751573 26881513 -5783 26751573 26881193 -5783 26751573 26881193 -5783
Chr16 Normal NT_039624.1 AGGTCAAGATGGCCT 291440 LOC223934 297223 304162 -5783 297223 304162 -5783 297223 304162 -5783
Chr12 Complement NT_039548.1 AGGTCAACTTCACCT 12659428 LOC331818 12653645 12649769 -5783 12653645 12649769 -5783 12653645 12649769 -5783
Chr18 Complement NT_039678.1 AGGTTAAGGTGACCT 6716204 Socs4 6717474 6674517 1270 6710422 6692089 -5782 6693924 6692323 -22280
Chr12 Complement NT_039548.1 GGGTCAGGCTGTCCA 4174833 1110015M06Rik 4169058 4057091 -5775 4169058 4057091 -5775 4156091 4057744 -18742
Chr8 Complement NT_039467.1 GGGTCAGGGTGACTT 21194288 LOC244598 21188514 21147614 -5774 21188514 21147614 -5774 21188514 21147614 -5774
Chr18 Complement NT_039674.1 GGGTCACTTTGAGCT 14444386 LOC271501 14438612 14430254 -5774 14438612 14430254 -5774 14438612 14430254 -5774
Chr7 Complement NT_039413.1 GGGTCAAATTGAGCT 726018 LOC233022 720245 718663 -5773 720245 718663 -5773 719697 718993 -6321
Chr7 Normal NT_039433.1 AGGTCAACTTGATCC 11237108 LOC330635 11242881 11246236 -5773 11242881 11246236 -5773 11244447 11244974 -7339
Chr11 Complement NT_039515.1 CTGTCAAACTGACCC 2686764 Pgam2 2681055 2678903 -5709 2680992 2678903 -5772 2680947 2678932 -5817
Chr5 Complement NT_039305.1 AGGTAGCCCTGACCC 1245422 LOC231178 1239651 1193578 -5771 1239651 1193578 -5771 1239651 1193578 -5771
Chr2 Complement NT_039210.1 AGGTCACGGTGACAG 15272753 LOC277360 15266983 15241645 -5770 15266983 15241645 -5770 15256592 15242484 -16161
Chr8 Normal NT_039455.1 AGTTCACAGTGACCT 6753313 LOC333269 6759080 6762997 -5767 6759080 6762997 -5767 6759080 6762997 -5767
Chr2 Complement NT_039209.1 GGGTCACTTTCACCT 46341934 A230067G21 46336170 46244220 -5764 46336170 46244220 -5764 46336065 46245702 -5869
Chr15 Normal NT_039621.1 TGGTCAACTTGATCC 1545631 LOC239398 1551394 1639172 -5763 1551394 1639172 -5763 1551394 1639172 -5763
Chr4 Complement NT_039268.1 GGGTCACCCTGAGCC 7972271 2010015L04Rik 7966509 7953119 -5762 7966509 7953119 -5762 7956396 7955875 -15875
Chr9 Normal NT_039474.1 AGGTCACCCTGATCT 11947949 2400008B06Rik 11953709 11984587 -5760 11953709 11984587 -5760 11954890 11983258 -6941
Chr14 Normal NT_039602.1 AGGTCAGCCTGATCT 612549 5730589K01Rik 618309 633320 -5760 618309 633320 -5760 618395 632072 -5846
Chr16 Normal NT_039625.1 AGGTAGGCCTGACCC 13204164 LOC239909 13209921 13247852 -5757 13209921 13247852 -5757 13209921 13247852 -5757
Chr15 Complement NT_039621.1 AGGTCGAAGTGACTT 62037452 Slc11a2 62033769 61996505 -3683 62031696 61996505 -5756 62020829 61997689 -16623
Chr9 Complement NT_039472.1 GGTTCATGATGACCG 26684236 MOR224-2 26678483 26677551 -5753 26678483 26677551 -5753 26678483 26677551 -5753
Chr8 Complement NT_039467.1 GGGACACCATGACCA 50689911 Cbfa2t3h 50684291 50614589 -5620 50684159 50615117 -5752 50684075 50615833 -5836
Chr9 Normal NT_039483.1 AGGTCAGAATGACCC 191527 LOC235693 197279 202918 -5752 197279 202918 -5752 200098 201162 -8571
Chr7 Normal NT_039399.1 TGATCAGGGTGACCC 105780 LOC232919 111531 121274 -5751 111531 121274 -5751 111577 120905 -5797
Chr8 Normal NT_039456.1 TGATCAGCATGACCT 7017186 LOC244377 7022937 7038157 -5751 7022937 7038157 -5751 7022937 7038157 -5751
Chr1 Normal NT_039185.1 AGGTCAGCATGAGCT 3937737 4930523C07Rik 3943487 3977527 -5750 3943487 3977527 -5750 3974490 3974972 -36753
Chr1 Complement NT_039169.1 AGGTCAATATGATCC 6286227 LOC332413 6280478 6256953 -5749 6280478 6256953 -5749 6280415 6256953 -5812
Chr11 Complement NT_039521.1 AGTTCAAATTGACCC 6938449 Nxph3 6932756 6928282 -5693 6932700 6928282 -5749 6932642 6929257 -5807
Chr12 Normal NT_039551.1 AGATCAGAATGACCA 24053668 Eif2a 24059378 24084166 -5710 24059416 24082874 -5748 24063873 24082254 -10205
Chr19 Normal NT_039692.1 AGGTAGGCCTGACCC 11524200 LOC226207 11529946 11684526 -5746 11529946 11684526 -5746 11529999 11684526 -5799
Chr2 Complement NT_039208.1 TGGTCAACATGGCCC 158739 LOC329417 152993 151406 -5746 152993 151406 -5746 151949 151545 -6790
Chr8 Complement NT_039455.1 TGGTCCTCCTGACCC 6343648 LOC244278 6337903 6266894 -5745 6337903 6266894 -5745 6337903 6266894 -5745
Chr19 Normal NT_039684.1 AGGTCAGGCTGATCT 2066484 Rce1 2072206 2075295 -5722 2072229 2075295 -5745 2072229 2074839 -5745
Chr7 Normal NT_039385.1 GGGTCGTGCTGCCCC 391232 LOC333180 396976 402896 -5744 396976 402896 -5744 396976 402896 -5744
Chr6 Normal NT_039350.1 GAGTCATTTTGACCA 8340221 Reg3a 8345965 8349095 -5744 8345965 8349095 -5744 8346344 8348864 -6123
Chr17 Complement NT_039656.1 GGGTAATCATGACCT 399120 Slc5a7 395048 370588 -4072 393376 372758 -5744 393376 372758 -5744



ChrX Normal NT_039700.1 AGGTCAGAAAGACCA 11179042 LOC270584 11184785 11185132 -5743 11184785 11185132 -5743 11184785 11185132 -5743
Chr5 Complement NT_039299.1 AGGCCAGGCTGACCT 6032018 A530089G06 6026278 5987807 -5740 6026278 5987807 -5740 6008353 5990132 -23665
Chr6 Complement NT_039355.1 GGGGCAAGATGACCC 6807031 LOC212516 6801291 6773330 -5740 6801291 6773330 -5740 6800933 6773437 -6098
Chr17 Complement NT_039649.1 GAGTCGCCATGACCT 4114069 AI854251 4108330 4106156 -5739 4108330 4106156 -5739 4107253 4106532 -6816
Chr5 Complement NT_039324.1 AAGTCGCAGTGACCC 2709810 Ubl3 2704071 2654871 -5739 2704071 2654871 -5739 2659539 2656183 -50271
Chr10 Complement NT_039496.1 GGGTGACCACGACCC 6000903 9630008F14 5998938 5990128 -1965 5995165 5990228 -5738 5994288 5990865 -6615
Chr9 Normal NT_039474.1 GGGTCATACTGAGCA 26628630 LOC244935 26634368 26660838 -5738 26634368 26660838 -5738 26634368 26660838 -5738
Chr8 Complement NT_039459.1 AGGTCAACTTGATCC 1400091 Frg1 1394354 1374528 -5737 1394354 1374528 -5737 1394197 1374671 -5894
Chr5 Normal NT_039299.1 AGTTCATATTGACCT 1792190 4922502J04Rik 1797926 1803109 -5736 1797926 1803109 -5736 1797930 1802746 -5740
ChrX Complement NT_039718.1 TGGTCAAAATGACCT 569831 Irs4 564095 560705 -5736 564095 560705 -5736 564095 560705 -5736
Chr6 Complement NT_039350.1 TGGTCAGCATGTCCT 15340718 LOC330368 15334982 15308971 -5736 15334982 15308971 -5736 15334692 15309038 -6026
Chr1 Normal NT_039170.1 TGGTCACTCTGACCA 12281803 C230030N03 12287538 12333749 -5735 12287538 12333749 -5735 12332532 12333480 -50729
Chr16 Complement NT_039624.1 AGGTCATATTGACAT 14299677 LOC224026 14293942 14288074 -5735 14293942 14288074 -5735 14293942 14288074 -5735
ChrX Normal NT_039700.1 TGGTCACAATGACTC 1254827 LOC236644 1260562 1261562 -5735 1260562 1261562 -5735 1260562 1261562 -5735
Chr19 Complement NT_039683.1 TGGCCAGACTGACCT 676546 Rtn3 670855 613492 -5691 670811 613492 -5735 670659 615421 -5887
Chr4 Normal NT_039260.1 AGGCCACCTTGACCT 794083 Serf2 799818 800288 -5735 799818 800288 -5735 799836 800015 -5753
Chr17 Complement NT_039655.1 AGGTCAACATGGCCA 590960 9130008F23Rik 585230 580160 -5730 585230 580160 -5730 585214 584669 -5746
Chr5 Complement NT_039336.1 GGGTCAACAGGACCG 295645 LOC214292 289916 288234 -5729 289916 288234 -5729 289916 288234 -5729
Chr16 Complement NT_039630.1 AGGTCATATTGACAT 84110 LOC224026 78381 72513 -5729 78381 72513 -5729 78381 72513 -5729
Chr13 Complement NT_039589.1 GGGTCATGTTGACAT 6992629 LOC212148 6986901 6978654 -5728 6986901 6978654 -5728 6986901 6978654 -5728
Chr12 Complement NT_039552.1 AGGTCAACTTGATCC 15579785 Spi1-4 15574057 15564079 -5728 15574057 15564079 -5728 15568526 15564163 -11259
Chr11 Normal NT_039521.1 TGCTCACCTTGACCT 12129442 1700007H20Rik 12135169 12135812 -5727 12135169 12135812 -5727 12135183 12135689 -5741
Chr5 Normal NT_039308.1 TGGTCAGTGTGGCCC 10434956 LOC333042 10440679 10489861 -5723 10440679 10489861 -5723 10440679 10489861 -5723
Chr5 Normal NT_039305.1 GGATCAAGTTGACCA 3559807 LOC242953 3565529 3603226 -5722 3565529 3603226 -5722 3565529 3603226 -5722
Chr1 Complement NT_039171.1 TGGTCCCCCTGACCC 363708 D1Bwg1363e 358204 353440 -5504 357987 353440 -5721 357976 353841 -5732
Chr9 Complement NT_039474.1 CAGTCATTCTGACCC 4298403 LOC207173 4292682 4258788 -5721 4292682 4258788 -5721 4292682 4258788 -5721
Chr6 Normal NT_039356.1 TGGCCACCCTGACCC 3821677 4933413G19Rik 3827396 3836747 -5719 3827396 3836747 -5719 3827459 3836079 -5782
Chr6 Normal NT_039355.1 GGGTCAAAGTGACAT 11919063 LOC215458 11924782 11968208 -5719 11924782 11968208 -5719 11964942 11965358 -45879
Chr18 Normal NT_039674.1 CGGACATTCTGACCC 64976859 LOC240367 64982574 64984825 -5715 64982574 64984825 -5715 64982574 64984825 -5715
Chr9 Normal NT_039472.1 GGGTCAATCTTACCA 25867524 MOR171-6 25873238 25874159 -5714 25873238 25874159 -5714 25873238 25874155 -5714
Chr17 Normal NT_039649.1 TGTTCACAATGACCC 11716589 H2-D1 11721633 11804239 -5044 11722302 11725995 -5713 11722357 11724712 -5768
Chr1 Complement NT_039174.1 TGGACATGTTGACCT 3219422 4933404A18Rik 3213710 3142373 -5712 3213710 3142373 -5712 3213583 3145717 -5839
Chr10 Complement NT_039491.1 GGGTCAAGTTGATCC 1329222 2500002E12Rik 1323511 1221750 -5711 1323511 1221750 -5711 1323326 1221760 -5896
Chr14 Normal NT_039595.1 TGGTCATCTTGACCT 360891 2610511E03Rik 349437 378139 11454 366602 378139 -5711 370028 376269 -9137
Chr3 Normal NT_039234.1 TGGTCCTCTTGACCT 26653962 S100a6 26659371 26660903 -5409 26659673 26660903 -5711 26660256 26660811 -6294
Chr4 Normal NT_039266.1 CGTTCAAGTTGACCT 10607271 1110012E06Rik 10612961 10633382 -5690 10612981 10633382 -5710 10613120 10633131 -5849
Chr1 Normal NT_039188.1 GGGTCATGCTGACTA 3002260 LOC240957 3007968 3016565 -5708 3007968 3016565 -5708 3007968 3016565 -5708
ChrX Normal NT_039701.1 GGGTCACTTTGAGCA 1533896 A630014H24 1539596 1541169 -5700 1539596 1541169 -5700 1539675 1540658 -5779
Chr5 Complement NT_039324.1 GGTTCATAATGACCA 3323553 LOC231914 3317853 3315794 -5700 3317853 3315794 -5700 3317766 3317107 -5787
Chr7 Complement NT_039436.1 AGGCCATGATGACCT 991819 Msx3 986120 983191 -5699 986120 983292 -5699 986033 984774 -5786
Chr14 Normal NT_039606.1 GGGACATTATGACCA 598186 1110035H23Rik 598753 613752 -567 603883 613752 -5697 603883 612445 -5697
Chr14 Normal NT_039602.1 AGGTAAAACTGACCA 334444 LOC219040 340140 344949 -5696 340140 344916 -5696 341588 344324 -7144
Chr13 Complement NT_039578.1 AGGTGAAGCCGACCC 6277966 AU040950 6272388 6244266 -5578 6272271 6245616 -5695 6272120 6245709 -5846
Chr10 Complement NT_039499.1 TGATCACGCTGACCT 149553 LOC270757 143860 91713 -5693 143860 91713 -5693 132649 92429 -16904
Chr4 Complement NT_039260.1 AGGCCACCTTGACCT 794083 LOC269524 788392 787212 -5691 788392 787212 -5691 788286 787335 -5797
Chr7 Normal NT_039413.1 AGCTCAGGCTGACCT 2009391 Map4k1 2014398 2035376 -5007 2015082 2035376 -5691 2015304 2021939 -5913
Chr4 Complement NT_039267.1 GGGTAAAGCTGACCT 1583574 LOC195576 1577884 1577525 -5690 1577884 1577525 -5690 1577884 1577525 -5690
Chr7 Complement NT_039420.1 GGGTCAAAGTGTCCA 4199943 LOC269919 4194253 4182399 -5690 4194253 4182399 -5690 4194141 4182399 -5802
Chr2 Complement NT_039210.1 AGATCAGGGTGACCT 13715008 MGC28864 13709356 13674897 -5652 13709318 13674897 -5690 13697722 13676121 -17286
Chr16 Normal NT_039624.1 GGGCCACCATGACCT 19848869 LOC224051 19854558 19855817 -5689 19854558 19855817 -5689 19854558 19855817 -5689
Chr4 Normal NT_039265.1 AGGTCAACTTGATCC 729771 9530002B09Rik 735367 750961 -5596 735459 748116 -5688 735459 748116 -5688
Chr12 Complement NT_039551.1 GGTTCAGTATGACCA 25381874 Actn1 25376187 25366394 -5687 25376187 25366399 -5687 25375109 25367173 -6765
ChrX Complement NT_039710.1 CGGGCAGAATGACCT 3207212 LOC194780 3201525 3196088 -5687 3201525 3196088 -5687 3201525 3196088 -5687
ChrX Complement NT_039718.1 CGGTCATCAAGACCC 746802 LOC226597 741115 738713 -5687 741115 738713 -5687 740476 740030 -6326
Chr8 Normal NT_039456.1 AGGTCAGGGTGAGCC 3384781 2410018G23Rik 3390397 3396445 -5616 3390466 3396445 -5685 3390555 3395965 -5774
Chr17 Normal NT_039643.1 TGGTCAACTTGACCT 4438527 LOC328768 4444212 4446695 -5685 4444212 4446695 -5685 4446320 4446625 -7793
Chr4 Normal NT_039262.1 TGGTAAAGCTGACCC 23442935 Sh3gl2 23448253 23881800 -5318 23448620 23631828 -5685 23448704 23630880 -5769
Chr13 Normal NT_039589.1 GGGTCAGGTTGACTG 12541203 LOC218369 12546886 12548692 -5683 12546886 12548692 -5683 12547146 12548027 -5943
Chr3 Normal NT_039234.1 ATGTCAACTTGACCC 208082 LOC329663 213765 492228 -5683 213765 492228 -5683 213801 490654 -5719
Chr4 Normal NT_039258.1 AAGTCACCCTGACCA 7299013 LOC332853 7304696 7333287 -5683 7304696 7333287 -5683 7304696 7333287 -5683
Chr19 Complement NT_039692.1 GTGTCAAAGTGACCC 6504445 Ldb1 6504635 6491730 190 6498763 6491730 -5682 6494753 6491925 -9692
Chr6 Normal NT_039355.1 GAGTCACAGCGACCT 10854102 LOC214520 10859784 10860665 -5682 10859784 10860665 -5682 10859784 10860665 -5682
Chr2 Normal NT_039205.1 AGGTCAGCCTGATCT 10056522 LOC227733 10062202 10081969 -5680 10062202 10066046 -5680 10062319 10065815 -5797
Chr6 Normal NT_039353.1 GGGTTACTGTGACCT 4432553 LOC243535 4437370 4441548 -4817 4438231 4441548 -5678 4438897 4441376 -6344
Chr2 Complement NT_039208.1 TGGTCAACTTGATCC 19072476 Olfr73 19066799 19065858 -5677 19066799 19065858 -5677 19066799 19065858 -5677
Chr10 Complement NT_039495.1 GGCTCACCCTGACCT 3966880 2700063A19Rik 3961205 3958700 -5675 3961205 3958700 -5675 3960047 3959199 -6833
Chr6 Normal NT_039343.1 GGGTCATGTTGACCA 578963 Abp1 584638 598575 -5675 584638 598575 -5675 594595 598221 -15632
Chr5 Normal NT_039308.1 AGGTCAGTTTGGCCA 8820150 2310012P17Rik 8825824 8827618 -5674 8825824 8827618 -5674 8826001 8826414 -5851
Chr17 Normal NT_039643.1 AGGGCATGTTGACCT 883493 Fpr-rs4 889167 890138 -5674 889167 890138 -5674 889167 890138 -5674
Chr17 Normal NT_039657.1 CTGTCAAACTGACCC 1032696 2610042L04Rik 1038369 1060888 -5673 1038369 1060613 -5673 1054915 1059537 -22219
Chr2 Normal NT_039205.1 GAGTCGGCTTGACCC 2843459 2010317E24Rik 2849129 2853590 -5670 2849129 2853590 -5670 2849221 2853270 -5762
Chr13 Normal NT_039586.1 TGGTCATGCTGCCCC 1245861 B4galt7 1251485 1261509 -5624 1251531 1261509 -5670 1251563 1260930 -5702
Chr9 Normal NT_039472.1 AGGTCTCCCTGACCC 19399057 Ets1 19404459 19467448 -5402 19404727 19464135 -5670 19404817 19464055 -5760
Chr2 Complement NT_039208.1 AGGTCACTCAGACCC 19261955 LOC329457 19256288 19255461 -5667 19256288 19255461 -5667 19256288 19255461 -5667
Chr6 Complement NT_039350.1 GGCTCAGGATGACCC 15299096 C230001H08Rik 15293432 15172891 -5664 15293432 15172891 -5664 15293428 15175506 -5668
ChrX Normal NT_039708.1 AGGTCAGAGTGGCCA 446526 Plxnb3 450736 466145 -4210 452189 466145 -5663 452201 465893 -5675
ChrX Normal NT_039745.1 AGGTCAGAGTGGCCA 370439 Plxnb3 374649 390057 -4210 376102 390057 -5663 376114 389806 -5675
Chr4 Complement NT_039260.1 AGTTCACGCTGACCC 3681652 5830400N10Rik 3675991 3632668 -5661 3675991 3648563 -5661 3675949 3649259 -5703
Chr4 Complement NT_039261.1 AGGTAAGACTGACCC 4210562 LOC242453 4204902 4183383 -5660 4204902 4183383 -5660 4204902 4183383 -5660
Chr6 Normal NT_039360.1 AGGTCATAAAGACCA 3048409 Cmas 3054031 3076481 -5622 3054068 3076481 -5659 3054068 3076114 -5659
Chr15 Complement NT_039621.1 AGGTCAGCTTGATCT 35145609 LOC268816 35139950 35136584 -5659 35139950 35136584 -5659 35137498 35136767 -8111
Chr17 Normal NT_039649.1 AGGCCAGGCTGACCT 11290633 Dom3z 11296254 11298502 -5621 11296290 11298502 -5657 11296606 11298407 -5973
Chr17 Normal NT_039662.1 AGGCCAGGCTGACCT 1080200 Dom3z 1085820 1088005 -5620 1085856 1088005 -5656 1086172 1087910 -5972
Chr4 Complement NT_039265.1 GGGTCACGCTGACCC 938047 Cap1 932584 905590 -5463 932392 906588 -5655 918971 906662 -19076
Chr5 Complement NT_039315.1 TGGTCAACTTGATCC 1095588 LOC231810 1089934 1087593 -5654 1089934 1087598 -5654 0 0 -1095588
Chr7 Complement NT_039413.1 CAGTCAGTCTGACCT 4171300 Scn1b 4165646 4154978 -5654 4165646 4154978 -5654 4165627 4154997 -5673
Chr13 Normal NT_039578.1 AGGTCGCCATGGCCC 11632000 Gpld1 11637593 11685194 -5593 11637653 11685194 -5653 11638058 11684560 -6058
Chr1 Normal NT_039180.1 AGGTCATAGTGACTG 16464828 LOC269122 16470480 16471109 -5652 16470480 16471109 -5652 16470563 16470991 -5735
Chr4 Complement NT_039268.1 GGGTCATATTGGCCC 8765077 Isg15 8759426 8758013 -5651 8759426 8758013 -5651 8759316 8758299 -5761
Chr18 Normal NT_039674.1 AGGTCACCCTGACTT 4841892 Wwp4-pending 4847543 4904559 -5651 4847543 4904559 -5651 4847701 4904340 -5809
Chr1 Complement NT_039195.1 AGGTCAGCCTGACAT 6459 MOR123-2 809 1 -5650 809 1 -5650 802 482 -5657
Chr2 Complement NT_039206.1 AGGTCATGATGCCCT 1758648 LOC241320 1753000 1684268 -5648 1753000 1684268 -5648 1753000 1684268 -5648
Chr10 Normal NT_039492.1 AGGTCAAGCTGAACT 2029577 LOC212378 2035222 2090879 -5645 2035222 2090879 -5645 2035222 2090879 -5645
Chr11 Normal NT_039520.1 GGGTCAGATTGAGCC 15261318 Gria1 15266757 15603449 -5439 15266962 15603236 -5644 15267225 15603091 -5907
Chr14 Complement NT_039598.1 AGGTCTAAGTGACCA 14034953 LOC328380 14029309 14027351 -5644 14029309 14027351 -5644 14027946 14027662 -7007



Chr2 Complement NT_039209.1 GGGTGAATATGACCA 10328026 LOC329488 10322382 10318736 -5644 10322382 10318736 -5644 10322324 10319018 -5702
Chr9 Normal NT_039472.1 GGGTCATGTTGCCCA 7139190 LOC235029 7144833 7150331 -5643 7144833 7150331 -5643 7145205 7145540 -6015
Chr12 Complement NT_039556.1 AGGTCAACTTGATCC 496269 LOC211331 490627 490170 -5642 490627 490170 -5642 490627 490170 -5642
Chr8 Normal NT_039455.1 GGGTCAGGGTGACTT 1161561 LOC233989 1167201 1169419 -5640 1167201 1169419 -5640 1168108 1168380 -6547
Chr2 Complement NT_039209.1 TGGTCAGCATCACCT 20473679 1500015A01Rik 20469011 20455928 -4668 20468040 20455928 -5639 20465681 20458208 -7998
ChrX Normal NT_039718.1 TGGTCACTTTGCCCC 447766 Col4a5 453405 528391 -5639 453405 528391 -5639 456373 527281 -8607
Chr3 Normal NT_039242.1 TGGTCATCTTCACCT 22848145 LOC332843 22853784 22868726 -5639 22853784 22868726 -5639 22853784 22868726 -5639
Chr18 Complement NT_039678.1 AGGTCATTTGGACCT 2777103 2700002I20Rik 2771465 2767226 -5638 2771465 2767235 -5638 2771238 2767588 -5865
Chr1 Complement NT_039170.1 AGCTCAGGCTGACCT 32262208 LOC227109 32272040 32230000 9832 32256570 32230000 -5638 32253451 32230894 -8757
Chr1 Complement NT_039190.1 GTGTCAACTTGACCG 46630 Traf5 40992 2574 -5638 40992 2574 -5638 40734 18823 -5896
Chr13 Normal NT_039579.1 AGGTTGACGTGACCC 869489 LOC238571 875124 887266 -5635 875124 887266 -5635 875124 887266 -5635
Chr9 Complement NT_039482.1 AGGTCAAAATGACAA 9610183 Xtrp3s1-pending 9604738 9561842 -5445 9604548 9561842 -5635 9604509 9562716 -5674
Chr4 Complement NT_039267.1 AGGTCAGGCTGGCCT 322848 LOC329990 317215 314794 -5633 317215 314794 -5633 316891 316583 -5957
Chr2 Normal NT_039205.1 AAGTCACTTTGACCT 7257649 A330041N06 7263280 7292672 -5631 7263280 7272760 -5631 7263302 7271596 -5653
Chr9 Complement NT_039472.1 AGGTCAGAGTTACCC 8462409 BC010245 8457028 8425077 -5381 8456778 8426365 -5631 8454392 8432939 -8017
Chr6 Complement NT_039382.1 ATGTCACTTTGACCC 58269 LOC333800 52642 22149 -5627 52642 22149 -5627 23230 22292 -35039
Chr9 Normal NT_039476.1 AGGTGGTGTTGACCC 3177031 Plscr1 3182658 3204735 -5627 3182658 3204735 -5627 3195678 3204045 -18647
Chr11 Complement NT_039520.1 AGGTCAGCCTGATCT 28170281 Tnk1 28166310 28158585 -3971 28164654 28159182 -5627 28164654 28159182 -5627
Chr17 Complement NT_039649.1 GGGTCACCTTGACTA 11700732 Nfkbil1 11695129 11679330 -5603 11695106 11679651 -5626 11694482 11679655 -6250
Chr2 Complement NT_039208.1 CGGTCACTGTGTCCT 17509860 LOC228209 17504235 17503315 -5625 17504235 17503315 -5625 17504235 17503315 -5625
Chr11 Normal NT_039520.1 TGGCCATCCTGACCT 25556735 Myh4 25562360 25567993 -5625 25562360 25567993 -5625 25562962 25567888 -6227
Chr13 Complement NT_039590.1 AGGTAGGCCTGACCT 7759218 LOC238805 7753594 7653319 -5624 7753594 7653319 -5624 7753594 7653319 -5624
Chr10 Normal NT_039496.1 AGGCCACCCCGACCT 1780104 Vpreb3 1785701 1787011 -5597 1785728 1786832 -5624 1785728 1786832 -5624
Chr5 Complement NT_039325.1 TGGTCAATTTGACTC 1802945 LOC231922 1797322 1794538 -5623 1797322 1794538 -5623 1796701 1796015 -6244
Chr2 Complement NT_039209.1 AGGTCATGATGCCCG 50835779 Acas2l 50830428 50780039 -5351 50830157 50780039 -5622 50830125 50781541 -5654
ChrX Normal NT_039703.1 GGGTCAACACGTCCT 1004503 2600017A12Rik 1010092 1023797 -5589 1010124 1023797 -5621 1010519 1023471 -6016
Chr6 Complement NT_039341.1 GGGTCATCATGACAT 2268512 0610041L09Rik 2262963 1990471 -5549 2262892 1990471 -5620 2262820 1991147 -5692
Chr19 Normal NT_039683.1 TGGCCAGACTGACCT 676546 4633402C03Rik 681629 722564 -5083 682165 721580 -5619 682192 721416 -5646
Chr19 Normal NT_039684.1 TGGTCAAACTAACCC 615597 LOC329017 621215 623153 -5618 621215 623153 -5618 621569 623029 -5972
Chr2 Complement NT_039209.1 GGGTCACCTTGACTG 28713539 Fliz1-pending 28707924 28690175 -5615 28707924 28690175 -5615 28707829 28692801 -5710
Chr14 Complement NT_039596.1 AGGTCAGGGTGAGCT 1058066 1110054M18Rik 1052452 1043094 -5614 1052452 1043564 -5614 1052341 1044447 -5725
Chr1 Complement NT_039170.1 AGGTCATCATGACAC 50941488 LOC241101 50935874 50902577 -5614 50935874 50902577 -5614 50935866 50902577 -5622
Chr1 Complement NT_039172.1 CGTTCACTGTGACCT 1890126 LOC241132 1884512 1838156 -5614 1884512 1838156 -5614 1884512 1838156 -5614
Chr13 Normal NT_039590.1 GGGTCAGGGTGACTT 7022261 LOC328319 7027873 7030878 -5612 7027873 7030878 -5612 7028224 7028538 -5963
Chr1 Complement NT_039170.1 GGGTCACAAAGACCT 29738838 Myo1b 29742092 29577816 3254 29733226 29578037 -5612 29709038 29579187 -29800
Chr3 Normal NT_039226.1 AGGTGACTTCGACCT 11949640 Car3 11955243 11964263 -5603 11955251 11963594 -5611 11955303 11963392 -5663
Chr1 Complement NT_039180.1 AGGTCAACTTGACTA 1289519 LOC209970 1283908 1248488 -5611 1283908 1248488 -5611 1283891 1248488 -5628
Chr10 Complement NT_039495.1 TGGTCCTGATGACCT 4016261 LOC327761 4010651 3964924 -5610 4010651 3964924 -5610 4010514 3964924 -5747
Chr7 Complement NT_039413.1 TGGTCAGGCTGACTC 3656228 Upk1a 3650619 3643857 -5609 3650619 3643857 -5609 3650526 3644375 -5702
Chr18 Normal NT_039678.1 AGGTCAGCCTGATCT 6860349 Rttn 6865956 6924849 -5607 6865956 6924849 -5607 6896684 6924849 -36335
Chr4 Normal NT_039264.1 GGGTTAGTCTGACCT 3430596 2010001O09Rik 3436173 3488784 -5577 3436202 3488784 -5606 3441397 3488541 -10801
Chr4 Complement NT_039260.1 GGGCCACACTGACCA 1669381 LOC230115 1663775 1663202 -5606 1663775 1663202 -5606 1663690 1663227 -5691
Chr1 Normal NT_039189.1 AGGTCATGGTGGCCT 5486660 LOC269160 5492266 5494577 -5606 5492266 5494577 -5606 5492301 5494472 -5641
Chr7 Normal NT_039433.1 GAGTCATGCTGACCC 888032 LOC330621 893637 906993 -5605 893637 906993 -5605 893637 906993 -5605
Chr10 Normal NT_039500.1 AGGGCAGAATGACCT 7597758 LOC237469 7603362 7625624 -5604 7603362 7625624 -5604 7603362 7625624 -5604
Chr4 Complement NT_039263.1 GGGTCAATATGACTG 6480589 LOC329892 6474986 6455141 -5603 6474986 6455141 -5603 6456649 6455184 -23940
Chr17 Complement NT_039662.1 GGGTCACCTTGACTA 1491105 Nfkbil1 1485502 1469862 -5603 1485502 1469862 -5603 1485393 1470076 -5712
Chr11 Normal NT_039520.1 AGGCCGGCGTGACCT 36120246 1110001M19Rik 36125847 36145518 -5601 36125847 36145518 -5601 36125990 36143260 -5744
Chr10 Complement NT_039495.1 TGGTCATAGTGTCCT 4363855 0710007C18Rik 4358255 4338357 -5600 4358255 4341146 -5600 4358189 4342795 -5666
Chr3 Normal NT_039242.1 AGGTCAGCTTGAGCT 3975105 1100001F19Rik 3980254 4147996 -5149 3980705 4007968 -5600 3981685 4007150 -6580
Chr8 Normal NT_039456.1 GGGTCATCATGTCCA 4528524 4833431A01Rik 4534124 4538929 -5600 4534124 4538929 -5600 4534353 4538701 -5829
Chr14 Normal NT_039599.1 TGCTCACAGTGACCT 2215483 LOC328389 2221083 2223932 -5600 2221083 2223932 -5600 2222638 2222955 -7155
Chr14 Complement NT_039602.1 GGATCAAGTTGACCA 108385 LOC219033 102788 77838 -5597 102788 77838 -5597 78434 78075 -29951
Chr13 Complement NT_039579.1 AGGTCAGACTGACTG 1007729 LOC268644 1002133 1001267 -5596 1002133 1001267 -5596 1001593 1001321 -6136
Chr14 Normal NT_039606.1 GGGTTATAATGACCT 3892774 Il17d 3898369 3900049 -5595 3898369 3900049 -5595 3899219 3899524 -6445
Chr15 Complement NT_039621.1 GGGTCCCTCTGACCC 63453464 Krt2-17 63447869 63440400 -5595 63447869 63440400 -5595 63447802 63440811 -5662
Chr15 Complement NT_039621.1 AGGGCACCATGACCT 35797342 LOC332105 35791747 35785594 -5595 35791747 35785594 -5595 35791747 35785594 -5595
Chr1 Complement NT_039170.1 GGATCAAGTTGACCA 8308901 LOC329109 8303307 8301900 -5594 8303307 8301900 -5594 8303211 8302900 -5690
Chr9 Complement NT_039475.1 AGGTCAGGATGATCA 3395349 Elovl4 3389961 3362384 -5388 3389756 3362384 -5593 3389694 3364231 -5655
Chr15 Complement NT_039621.1 TGGTCACACTGACTT 59578342 LOC223869 59572749 59569201 -5593 59572749 59569201 -5593 59572455 59570920 -5887
Chr11 Complement NT_039520.1 AGATCACCATGACCC 40013544 LOC237880 40007952 40007137 -5592 40007952 40007137 -5592 40007952 40007137 -5592
Chr6 Complement NT_039371.1 TGGTCAACATGACCC 40182 Abp1 34591 20657 -5591 34591 20657 -5591 24637 21011 -15545
Chr5 Complement NT_039334.1 TGGTCAATTTGACTC 142655 LOC333782 137065 134282 -5590 137065 134282 -5590 136445 135759 -6210
ChrX Normal NT_039719.1 TGGTCAAGTTGACAC 2415973 LOC331552 2421562 2423758 -5589 2421562 2423758 -5589 2422413 2422811 -6440
Chr1 Complement NT_039185.1 AGGTCAGGATGACCT 4938434 D430004I08Rik 4933422 4907206 -5012 4932846 4916162 -5588 4931320 4918327 -7114
Chr11 Complement NT_039521.1 AGGTCAGCCAGACCT 31811601 LOC268899 31807147 31804350 -4454 31806017 31804350 -5584 31806750 31805049 -4851
Chr4 Complement NT_039261.1 GGTTCACAGTGACCT 9173299 Polydom-pending 9167978 9003580 -5321 9167715 9003580 -5584 9167495 9003932 -5804
Chr13 Complement NT_039590.1 GGGTCAGGGTCACCT 13781465 LOC238840 13775883 13761240 -5582 13775883 13761240 -5582 13775883 13761240 -5582
Chr16 Complement NT_039625.1 GGGTGGTTGTGACCT 26990665 LOC239955 26985084 26911323 -5581 26985084 26911323 -5581 26985084 26911323 -5581
Chr7 Normal NT_039453.1 AGGACAGCCTGACCA 74714 C130035G06Rik 80291 82309 -5577 80291 82309 -5577 80861 81451 -6147
Chr6 Normal NT_039343.1 ATGTCAATATGACCT 579062 Abp1 584638 598575 -5576 584638 598575 -5576 594595 598221 -15533
Chr19 Normal NT_039684.1 TGGTCTCCATGACCT 809719 1200004M23Rik 815260 839405 -5541 815294 839093 -5575 815731 837759 -6012
Chr4 Complement NT_039265.1 CTGTCATTCTGACCC 5384619 Gjb3 5380718 5375120 -3901 5379044 5375120 -5575 5376620 5375808 -7999
Chr7 Normal NT_039433.1 AGGACAGTGTGACCA 8627230 LOC209423 8632805 8737044 -5575 8632805 8737044 -5575 8632805 8737044 -5575
Chr9 Complement NT_039475.1 CGGTAAATTTGACCT 6068286 2610018I03Rik 6062712 5899867 -5574 6062712 5899867 -5574 6062613 5900489 -5673
Chr16 Complement NT_039624.1 AGGTCATTGTTACCA 62184971 4930453N24Rik 62179397 62174138 -5574 62179397 62174138 -5574 62179340 62175180 -5631
Chr6 Normal NT_039343.1 GGGTCATCATGAGCT 2334971 LOC231959 2340544 2341500 -5573 2340544 2341500 -5573 2340544 2341500 -5573
Chr11 Complement NT_039521.1 AGCTCAGAACGACCT 11017201 LOC331780 11011628 11003771 -5573 11011628 11003771 -5573 11011628 11003771 -5573
ChrX Complement NT_039719.1 GTGTCAACTTGACCA 2486512 LOC207318 2480941 2478745 -5571 2480941 2478745 -5571 2480090 2479692 -6422
Chr14 Complement NT_039606.1 AGGGCACGCTGACCA 24777708 5930402B05Rik 24772141 24707291 -5567 24772141 24720434 -5567 24770992 24746048 -6716
Chr10 Normal NT_039496.1 GGGTCACCTGGACCC 6002431 Midn 6007985 6020251 -5554 6007998 6020251 -5567 6012309 6018650 -9878
Chr15 Complement NT_039621.1 GGGTCAGGCTGCCCG 37335413 1110058B13Rik 37329847 37324763 -5566 37329847 37324764 -5566 37329753 37325264 -5660
Chr3 Complement NT_039228.1 AGGTCAGATTGACTT 7683021 LOC229219 7677455 7672008 -5566 7677455 7672008 -5566 7677455 7672008 -5566
Chr10 Normal NT_039501.1 GGGTTGCCATGACCC 1248306 LOC331689 1253872 1254144 -5566 1253872 1254144 -5566 1253872 1254144 -5566
Chr7 Complement NT_039400.1 CAGTCACTGTGACCC 752370 2410090P21Rik 746805 713501 -5565 746805 714472 -5565 746805 714472 -5565
Chr5 Complement NT_039312.1 AGGGCAAGATGACCA 4435267 LOC243248 4429703 4375250 -5564 4429703 4375250 -5564 4421853 4375250 -13414
Chr10 Complement NT_039498.1 AGGTGACTGTGACCC 256677 MGC19022 251113 247949 -5564 251113 247949 -5564 251099 249411 -5578
Chr11 Normal NT_039520.1 AGGTCGCTGTGTCCC 20951215 LOC216829 20956704 20974093 -5489 20956776 20973351 -5561 20972852 20973223 -21637
Chr2 Normal NT_039212.1 CTGTCATTATGACCC 2883582 LOC228993 2889104 2906042 -5522 2889143 2898004 -5561 2889148 2895845 -5566
Chr5 Normal NT_039300.1 GGGTCGTGCTGCCCC 4306539 4933402G07Rik 4312099 4347804 -5560 4312099 4347804 -5560 4337317 4346239 -30778
Chr11 Complement NT_039521.1 GAGTCAGCCTGACCT 21045179 D11Ertd498e 21039671 21001766 -5508 21039620 21001766 -5559 21039551 21002159 -5628
Chr2 Normal NT_039211.1 AGATCATACTGACCT 4617168 LOC332708 4622727 4684697 -5559 4622727 4637044 -5559 4622727 4637044 -5559
Chr11 Normal NT_039521.1 AGGTCCCAGTGACCA 32657540 LOC238023 32663098 32681326 -5558 32663098 32681326 -5558 32666351 32681079 -8811
Chr14 Complement NT_039606.1 TGGCCATGTTGACCT 2247149 LOC328416 2241591 2238619 -5558 2241591 2238619 -5558 2241538 2238936 -5611
Chr15 Complement NT_039621.1 GGGTGACTGTGACCA 28348376 Ndr1 28342838 28302521 -5538 28342820 28307063 -5556 28333733 28304067 -14643



Chr2 Normal NT_039209.1 AAGTCATGCTGACCA 25026414 LOC214394 25031969 25432192 -5555 25031969 25034577 -5555 25032327 25034263 -5913
Chr10 Complement NT_039492.1 GGGCCATCCTGACCG 20675322 LOC215957 20669768 20667334 -5554 20669768 20667334 -5554 20669122 20667524 -6200
Chr18 Complement NT_039674.1 AGCTCAAGTTGACCC 35564505 Pcdh12 35558993 35541684 -5512 35558951 35543368 -5554 35558664 35543397 -5841
Chr10 Complement NT_039491.1 AGGTCAGCCTGCCCT 11287414 LOC237301 11281862 11257538 -5552 11281862 11257538 -5552 11281862 11257538 -5552
Chr16 Normal NT_039624.1 AGGCCAGGCTGACCT 47755953 LOC332184 47761505 47794615 -5552 47761505 47794615 -5552 47761505 47794615 -5552
Chr11 Complement NT_039520.1 AGGTCAGCCTGAGCT 28932325 Chrne 28926776 28922466 -5549 28926776 28922466 -5549 28926757 28922555 -5568
Chr14 Normal NT_039614.1 AGGTCAACTTGATCC 171639 MGC37309 177187 178686 -5548 177187 178686 -5548 177634 178302 -5995
Chr10 Complement NT_039491.1 TGGTCATGCTGTCCT 13638299 Myb 13632751 13596572 -5548 13632751 13596572 -5548 13632485 13597809 -5814
Chr6 Complement NT_039356.1 TGGACAGTTTGACCT 5110947 Klrc3 5105461 5101196 -5486 5105402 5101196 -5545 5105402 5101196 -5545
Chr15 Complement NT_039621.1 GGATCAAGTTGACCT 26877300 LOC212699 26871755 26863430 -5545 26871755 26863430 -5545 26871755 26863430 -5545
Chr16 Normal NT_039625.1 GGGCCAGGCTGACCC 12025255 D730043B02Rik 12030799 12392809 -5544 12030799 12392809 -5544 12389133 12389498 -363878
Chr9 Normal NT_039474.1 CAGTCAAGGTGACCT 5907162 3110038K10Rik 5912705 5938296 -5543 5912705 5938296 -5543 5916539 5938038 -9377
Chr5 Normal NT_039299.1 TGGTCACAATGCCCC 8711414 Nos3 8716945 8736911 -5531 8716957 8736436 -5543 8716964 8736419 -5550
Chr14 Complement NT_039606.1 AGGTCATACTGAGCC 24017723 1110003P16Rik 24012407 23963484 -5316 24012181 23963516 -5542 24012168 23963666 -5555
Chr16 Normal NT_039624.1 CAGTCATCCTGACCT 13610799 1810015A11Rik 13616340 13632621 -5541 13616340 13620562 -5541 13618702 13620205 -7903
Chr17 Complement NT_039658.1 AGGTCAAGATGCCCC 18182657 LOC328871 18177117 18137075 -5540 18177117 18137075 -5540 18175341 18155791 -7316
Chr1 Complement NT_039170.1 TGGTCACTCTGACCA 12281803 LOC241051 12276264 12221153 -5539 12276264 12221153 -5539 12276264 12221153 -5539
Chr8 Complement NT_039461.1 AGGCCATGATGACCT 2055534 LOC214827 2049996 1945457 -5538 2049996 1945457 -5538 2049996 1945457 -5538
Chr15 Complement NT_039621.1 GGGTGACTGTGACCA 28348376 Ndr1 28342838 28302521 -5538 28342838 28302521 -5538 28333733 28304067 -14643
Chr6 Complement NT_039350.1 AGGTCAACCTGAGCT 864978 1700011F03Rik 859441 853608 -5537 859441 853608 -5537 858211 853783 -6767
Chr6 Complement NT_039347.1 GGGTCAGCATCACCT 538307 LOC232070 532771 532117 -5536 532771 532117 -5536 532771 532117 -5536
Chr13 Complement NT_039578.1 AGGTCAAGTTAACCA 14138701 Prlpc1 14133256 14127249 -5445 14133165 14127418 -5536 14133156 14127551 -5545
Chr2 Complement NT_039210.1 GGGTAATGACGACCT 17460859 AW536104 17455326 17443505 -5533 17455326 17443505 -5533 17455319 17444876 -5540
Chr8 Normal NT_039460.1 CGGTCTTCCTGACCT 1913468 LOC244458 1919001 1926926 -5533 1919001 1926926 -5533 1919001 1926926 -5533
Chr5 Normal NT_039307.1 GGGTCATAGTGCCCC 14921894 Cxcl2 14927400 14929465 -5506 14927426 14929465 -5532 14927472 14928731 -5578
Chr5 Complement NT_039311.1 AGGTCAATCTGATCT 3361434 LOC209714 3355902 3333195 -5532 3355902 3333195 -5532 3355902 3333195 -5532
Chr14 Complement NT_039599.1 TGGTCAGGGTGACTT 3321674 LOC239072 3316142 3299685 -5532 3316142 3299685 -5532 3316142 3299685 -5532
Chr1 Complement NT_039174.1 AGGTCACAGTCACCC 9977002 LOC241181 9971470 9870205 -5532 9971470 9870205 -5532 9971470 9870205 -5532
Chr18 Complement NT_039674.1 TTGTCAGATTGACCT 28895270 1200007B05Rik 28890367 28835890 -4903 28889740 28861425 -5530 28889646 28863026 -5624
Chr8 Normal NT_039460.1 AGGTCACACTGACAA 2909913 Casp3 2915283 2937156 -5370 2915441 2936296 -5528 2927751 2935860 -17838
Chr2 Normal NT_039209.1 TGGTCACAGTGACAT 47730340 LOC241707 47735868 47859226 -5528 47735868 47812719 -5528 47735868 47812719 -5528
Chr7 Complement NT_039428.1 AGGCCAGAATGACCT 19268658 Mesp1 19263130 19261584 -5528 19263130 19261584 -5528 19262869 19261865 -5789
Chr11 Normal NT_039521.1 AGGACATTGTGACCA 7715497 Hoxb5 7721024 7724549 -5527 7721024 7724549 -5527 7722043 7722852 -6546
Chr1 Normal NT_039188.1 AAGTCACCCTGACCA 1556952 LOC226745 1562478 1564865 -5526 1562478 1564865 -5526 1562641 1563261 -5689
Chr7 Normal NT_039395.1 TGGTCCCCTTGACCT 1131428 Gng8 1136656 1137444 -5228 1136953 1137372 -5525 1136953 1137372 -5525
Chr7 Complement NT_039413.1 GGGTAGGTGTGACCT 236908 9130023N17Rik 231386 210077 -5522 231386 210077 -5522 231321 211144 -5587
Chr14 Complement NT_039606.1 TGGTCATGGTGTCCC 33455888 Diap3 33450479 32964744 -5409 33450368 32965700 -5520 33450368 32965700 -5520
Chr7 Complement NT_039433.1 AGTTCATATTGACCT 21415466 AI480612 21409947 21407235 -5519 21409947 21407235 -5519 21409353 21407756 -6113
Chr3 Normal NT_039254.1 TGGTCACCGGGACCT 108364 LOC280043 113882 119321 -5518 113882 119321 -5518 114687 118052 -6323
Chr5 Normal NT_039301.1 AGATCAGGCTGACCT 1219845 LOC330065 1225363 1230393 -5518 1225363 1230393 -5518 1225978 1226280 -6133
Chr2 Complement NT_039202.1 GGGTCATCCTGACTG 1217148 LOC209625 1211633 1131627 -5515 1211633 1131627 -5515 1211633 1131627 -5515
Chr13 Normal NT_039588.1 GTGTCAAGTTGACCG 287755 LOC218310 287862 303440 -107 293269 303136 -5514 293354 302000 -5599
Chr19 Complement NT_039692.1 CAGTCACAGTGACCT 6823220 LOC213034 6817707 6809313 -5513 6817707 6809313 -5513 6817707 6809313 -5513
Chr12 Complement NT_039552.1 GGCTCATAATGACCT 10559464 LOC217821 10553955 10551979 -5509 10553955 10551979 -5509 10553926 10552341 -5538
Chr8 Complement NT_039467.1 AGGCCGGCATGACCC 49454209 LOC209574 49448701 49403037 -5508 49448701 49403037 -5508 49448701 49403037 -5508
Chr5 Normal NT_039317.1 AGGTCAATTCGATCT 711079 E330036I19Rik 716586 758203 -5507 716586 755863 -5507 719087 755715 -8008
Chr10 Normal NT_039496.1 GGGTCAAAGGGACCC 1201029 AI195023 1206462 1239851 -5433 1206535 1239851 -5506 1206558 1239622 -5529
Chr8 Complement NT_039467.1 TGGTCATACTGACAC 44906157 1700126L06Rik 44900653 44895287 -5504 44900653 44895287 -5504 44900233 44895596 -5924
Chr4 Complement NT_039260.1 AGGTCAAGCTGGCCT 570512 4833436C18Rik 565009 562905 -5503 565009 562905 -5503 564964 563058 -5548
Chr19 Complement NT_039692.1 CGATCAAGATGACCT 2275236 AA536972 2269736 2254772 -5500 2269736 2254772 -5500 2266523 2255455 -8713
Chr7 Complement NT_039436.1 GGGTCAGGCTGCCCT 547441 LOC212124 541941 536076 -5500 541941 536076 -5500 541912 538510 -5529
Chr8 Complement NT_039467.1 GGGTCATAGTTACCC 22645154 LOC234583 22639654 22603950 -5500 22639654 22603950 -5500 22639654 22603950 -5500
Chr1 Normal NT_039184.1 GGGTCATGCTGGCCT 2415203 Ptgs2 2420504 2428617 -5301 2420700 2428413 -5497 2420824 2426382 -5621
Chr5 Complement NT_039302.1 AGGTCACCATGACGT 3014999 4631428G15 3009505 2999579 -5494 3009505 2999579 -5494 3008893 2999707 -6106
Chr2 Normal NT_039210.1 TGGTCAGGGTGACCA 606357 1700127B04Rik 611844 655211 -5487 611849 615914 -5492 611855 615306 -5498
Chr6 Complement NT_039371.1 AGGTCATATTGACAT 40083 Abp1 34591 20657 -5492 34591 20657 -5492 24637 21011 -15446
Chr18 Normal NT_039675.1 GAGTCAGGATGACCA 1239197 Atp5a1 1244395 1253532 -5198 1244687 1253532 -5490 1244717 1253048 -5520
Chr8 Complement NT_039455.1 GGATCAAGTTGACCT 6043542 LOC330704 6038052 6034438 -5490 6038052 6034438 -5490 6036120 6035761 -7422
Chr13 Normal NT_039578.1 AGGTCAGACTGAACT 8094433 LOC331908 8099923 8107135 -5490 8099923 8107135 -5490 8105218 8107135 -10785
Chr4 Normal NT_039258.1 AGGCCGGTGTGACCC 5055898 LOC242306 5061387 5111602 -5489 5061387 5111602 -5489 5061443 5111602 -5545
Chr17 Normal NT_039658.1 ATGTCATGGTGACCG 11848704 Crim1 11854192 12030691 -5488 11854192 12030691 -5488 11854713 12028742 -6009
Chr19 Normal NT_039692.1 GGGTCTCTTTGACCA 17416556 Tdrd1 17422044 17452703 -5488 17422044 17452703 -5488 17425151 17452703 -8595
Chr8 Complement NT_039460.1 GGGTCAAAGTGTCCA 11449751 LOC330770 11444264 11442347 -5487 11444264 11442347 -5487 11444264 11442347 -5487
Chr13 Complement NT_039586.1 TGGTCATGCTGACAT 4292062 Slc28a3 4286644 4226952 -5418 4286577 4229328 -5485 4286574 4229331 -5488
Chr14 Normal NT_039595.1 GGATCAAGTTGACCT 1181168 LOC218704 1186652 1188527 -5484 1186652 1188527 -5484 1186890 1187336 -5722
Chr14 Complement NT_039602.1 AGGTCAAGCTGGCCT 571894 LOC219044 566410 558409 -5484 566410 558409 -5484 566325 563337 -5569
Chr11 Complement NT_039515.1 TGGTCATGGTGTCCC 5945508 LOC327866 5940024 5925795 -5484 5940024 5925795 -5484 5939959 5925875 -5549
Chr1 Normal NT_039188.1 GGGACACCATGACCA 4642673 LOC329311 4648155 4650108 -5482 4648155 4650108 -5482 4648665 4649006 -5992
Chr5 Complement NT_039314.1 AGCTCATATTGACCT 5467479 LOC330209 5462000 5458932 -5479 5462000 5458932 -5479 5462000 5458932 -5479
Chr18 Normal NT_039674.1 AGGTCATTCTGAGCT 34731927 LOC332304 34737405 34745917 -5478 34737405 34745917 -5478 34737405 34745917 -5478
Chr10 Complement NT_039510.1 AGGTCGGGGTGGCCT 369865 Vpreb3 364415 363105 -5450 364388 363284 -5477 364388 363284 -5477
Chr9 Complement NT_039482.1 AGGTTGTCCTGACCT 5071260 Myd88 5065869 5061773 -5391 5065788 5063185 -5472 5065788 5063185 -5472
Chr7 Complement NT_039433.1 AGGTCAGTTTGACTA 15892836 3230401I01Rik 15887611 15857536 -5225 15887365 15857536 -5471 15887364 15859396 -5472
Chr8 Normal NT_039456.1 GGGTCATGCTGACCT 3587863 LOC244361 3593333 3817419 -5470 3593333 3817419 -5470 3593333 3817419 -5470
ChrX Complement NT_039703.1 AGGTCACCTGGACCT 4860751 LOC331423 4855281 4854889 -5470 4855281 4854889 -5470 4855281 4854889 -5470
Chr6 Complement NT_039343.1 TGGCCATAGTGACCT 4216102 LOC333101 4210632 4123797 -5470 4210632 4123797 -5470 4210632 4123797 -5470
Chr12 Complement NT_039554.1 AGGTCAGTGTGATCT 103090 LOC238414 97622 97164 -5468 97622 97164 -5468 97622 97164 -5468
ChrX Normal NT_039712.1 TGGTCACAGTGATCC 476134 LOC278081 481599 482294 -5465 481599 482294 -5465 481599 482294 -5465
Chr18 Normal NT_039674.1 AGATCAGCATGACCC 34274222 Pcdha@ 34204652 34462024 69570 34279687 34462024 -5465 34204652 34459623 69570
Chr11 Normal NT_039535.1 GGGTCCCAGTGACCA 97356 MOR255-2 102820 103767 -5464 102820 103767 -5464 102820 103767 -5464
Chr8 Complement NT_039455.1 AGTTCAGGCTGACCT 10016917 Gas6 10011454 9980232 -5463 10011454 9980232 -5463 10011287 9980539 -5630
ChrX Normal NT_039753.1 AGTTCAAACTGACCA 144637 LOC333828 150100 152261 -5463 150100 152261 -5463 150580 151362 -5943
Chr10 Normal NT_039496.1 GGGTCACCCTGACAA 5557760 Bsg 5563222 5570832 -5462 5563222 5570832 -5462 5563382 5570421 -5622
ChrX Normal NT_039709.1 AGTTCAAACTGACCA 255226 LOC210726 260688 262849 -5462 260688 262849 -5462 261168 261950 -5942
Chr10 Complement NT_039502.1 GGATCAAGTTGACCT 6968232 LOC327853 6962770 6961835 -5462 6962770 6961835 -5462 6962770 6961835 -5462
Chr4 Normal NT_039265.1 ATGTCACTGTGACCT 8213840 Col16a1 8219300 8220968 -5460 8219300 8220968 -5460 8219496 8220788 -5656
Chr3 Complement NT_039239.1 AGGCCAGCCTGACCT 5251911 Hipk1 5246451 5194905 -5460 5246451 5208905 -5460 5233182 5213633 -18729
Chr6 Normal NT_039341.1 GGGTCATTTTGATCC 3246658 4921528H16Rik 3252117 3359640 -5459 3252117 3359640 -5459 3252124 3359054 -5466
Chr11 Complement NT_039520.1 AAGTCACCATGACCA 21238390 LOC268422 21232931 21213194 -5459 21232931 21213194 -5459 21232931 21213194 -5459
ChrX Complement NT_039726.1 GGGTCAACCTGAGCT 9289349 Ofd1 9283890 9266133 -5459 9283890 9266133 -5459 9281721 9266206 -7628
Chr2 Normal NT_039208.1 GGGTCAGAATGTCCT 24179868 LOC277414 24185326 24675705 -5458 24185326 24199533 -5458 24195398 24197697 -15530
Chr19 Complement NT_039692.1 AGGTCACCTTGACCA 3007259 Loxl4 3006076 2988046 -1183 3001801 2988604 -5458 3001801 2988604 -5458
Chr15 Complement NT_039621.1 AGGTCAAGATGAACA 63528435 2310001L23Rik 63522980 63514419 -5455 63522980 63514419 -5455 63522923 63514881 -5512
Chr4 Complement NT_039266.1 AGGTGGTACTGACCT 11227459 2410043F08Rik 11232149 11202778 4690 11222004 11203042 -5455 11221523 11203883 -5936
Chr8 Complement NT_039460.1 GGCTCACAGTGACCT 3000709 LOC272485 2995254 2979488 -5455 2995254 2979488 -5455 2995254 2979488 -5455



Chr11 Normal NT_039520.1 TGGTCAGCATGGCCC 10470767 Tceb1l 10476146 10491009 -5379 10476222 10490522 -5455 10480988 10490171 -10221
Chr1 Complement NT_039184.1 GGGTCACAGTGACAC 7602652 6820428L09 7597198 7589445 -5454 7597198 7589445 -5454 7596891 7593339 -5761
Chr3 Normal NT_039234.1 TGGTCACCGGGACCT 26289541 LOC229539 26294994 26301168 -5453 26294994 26301168 -5453 26295799 26299814 -6258
Chr10 Normal NT_039502.1 GTGTCACATTGACCT 2221751 LOC237601 2227203 2353150 -5452 2227203 2353150 -5452 2239542 2353150 -17791
Chr17 Complement NT_039657.1 TGGTCATGGTGACAT 567575 Tubb4 562306 554942 -5269 562124 554942 -5451 562037 555566 -5538
Chr3 Normal NT_039251.1 AGGTTGAGCTGACCT 387463 LOC333661 392913 393875 -5450 392913 393875 -5450 393062 393355 -5599
Chr3 Complement NT_039226.1 GGGTCAAGGTGACGT 6764351 F730007C19Rik 6887435 6746457 123084 6758903 6746457 -5448 6758903 6746457 -5448
Chr10 Complement NT_039491.1 GGGTCAGCTGGACCC 13950094 LOC215845 13944646 13919845 -5448 13944646 13919845 -5448 13944646 13919845 -5448
Chr14 Normal NT_039614.1 TGGTCAACTTGATCC 484266 LOC333851 489714 497415 -5448 489714 497415 -5448 489714 497415 -5448
Chr11 Complement NT_039520.1 TGGTCACTGGGACCC 32484245 MOR255-2 32478797 32477850 -5448 32478797 32477850 -5448 32478797 32477850 -5448
Chr8 Complement NT_039457.1 TGGTCACCATCACCT 2631164 9530004P13Rik 2625718 2624747 -5446 2625718 2624747 -5446 2625670 2625296 -5494
Chr14 Normal NT_039595.1 TGATCAGAATGACCT 5163508 LOC268714 5168953 5169445 -5445 5168953 5169445 -5445 5168982 5169317 -5474
Chr17 Normal NT_039649.1 GGGTCAGGGTGAGCT 1279347 LOC328779 1284792 1288349 -5445 1284792 1288349 -5445 1284890 1285306 -5543
Chr5 Complement NT_039308.1 GGGTAACTTTGACCT 9649462 E430029F06 9644019 9452040 -5443 9644019 9452040 -5443 9641440 9453177 -8022
Chr9 Complement NT_039473.1 AGGTCAAGATGGCCT 574151 2810457I06Rik 572336 422941 -1815 568710 422941 -5441 568074 424200 -6077
Chr10 Complement NT_039500.1 GGGTCACTCTGATCA 3526997 LOC213602 3521556 3518893 -5441 3521556 3518893 -5441 3520744 3520409 -6253
Chr3 Normal NT_039242.1 TGGTCATCTTCACCT 22848343 LOC332843 22853784 22868726 -5441 22853784 22868726 -5441 22853784 22868726 -5441
Chr9 Normal NT_039474.1 GAGTCACCATGACCA 11751884 2310020P08Rik 11757324 11774026 -5440 11757324 11774014 -5440 11757356 11773817 -5472
Chr6 Normal NT_039353.1 TGGTCACTGTGAACC 23196466 Edem-pending 23201895 23233592 -5429 23201906 23233592 -5440 23201994 23229797 -5528
Chr2 Normal NT_039210.1 AGGTCCTGGCGACCC 7180866 LOC278986 7186306 7289130 -5440 7186306 7205938 -5440 7186306 7205938 -5440
Chr5 Complement NT_039308.1 GGGTAACTTTGACCT 9649462 Mpa2 9644025 9410762 -5437 9644025 9410762 -5437 9641458 9411466 -8004
Chr2 Normal NT_039205.1 AGGTAAGAATGACCA 7628397 LOC194642 7633832 7648578 -5435 7633832 7636108 -5435 7634252 7634875 -5855
Chr6 Normal NT_039353.1 AGGTCACCTTTACCC 9588322 LOC333137 9593751 9609759 -5429 9593751 9609759 -5429 9593751 9609759 -5429
Chr5 Complement NT_039316.1 AGCTCAGGCTGACCC 1653502 Mad1l1 1648076 1331430 -5426 1648076 1331430 -5426 1641665 1411539 -11837
Chr7 Normal NT_039407.1 AGGTCACTTTGTCCC 895529 Ceacam10 900898 908389 -5369 900953 908389 -5424 900968 908214 -5439
ChrX Normal NT_039703.1 GGATCAAGTTGACCT 841873 LOC236798 847297 917677 -5424 847297 917677 -5424 847297 917677 -5424
Chr2 Normal NT_039209.1 TGGTCACCGTGATCC 30341681 Oxt 30347068 30452508 -5387 30347105 30347827 -5424 30347105 30347827 -5424
Chr7 Normal NT_039428.1 GTGTCAGGTTGACCT 4947561 1110025I09Rik 4950695 4961777 -3134 4952983 4961770 -5422 4953003 4961628 -5442
Chr2 Complement NT_039205.1 TGCTCAGGATGACCT 364995 A130006I12Rik 359578 358422 -5417 359578 358422 -5417 359238 358939 -5757
Chr2 Complement NT_039208.1 AGGTCACCAAGACCT 3935448 LOC271799 3930033 3920921 -5415 3930033 3920921 -5415 3930033 3920921 -5415
Chr15 Complement NT_039621.1 TGATCAGGGTGACCC 10316618 LOC332091 10311203 10270758 -5415 10311203 10270758 -5415 10311203 10270758 -5415
Chr4 Complement NT_039268.1 GGGACAGGGTGACCC 439173 Mfn2 433965 402655 -5208 433760 402655 -5413 427694 404445 -11479
Chr13 Normal NT_039586.1 AGGTCATCCTGGCCC 1246122 B4galt7 1251485 1261509 -5363 1251531 1261509 -5409 1251563 1260930 -5441
Chr11 Normal NT_039520.1 GGGTCACTGGGACCT 8685077 LOC212218 8690486 8692202 -5409 8690486 8692202 -5409 8690723 8691169 -5646
Chr7 Normal NT_039436.1 GGGTAAGGCTGACCC 1267385 LOC212548 1272794 1273723 -5409 1272794 1273723 -5409 1272794 1273723 -5409
Chr11 Normal NT_039520.1 AGGCCAGCCTGACCT 28283340 Dullard 28288748 28298178 -5408 28288748 28298178 -5408 28289064 28297617 -5724
Chr11 Complement NT_039520.1 AGGTCGAAGGGACCT 28772436 Cxcl16 28767566 28761485 -4870 28767029 28762986 -5407 28767029 28762986 -5407
Chr13 Complement NT_039589.1 TGATCAGGGTGACCC 9114669 LOC238731 9109262 9102893 -5407 9109262 9102893 -5407 9109262 9102893 -5407
Chr7 Complement NT_039433.1 AGGTCAGCCTGATCT 21218004 Cd2bp2 21212714 21208297 -5290 21212598 21210313 -5406 21212075 21210457 -5929
Chr14 Complement NT_039609.1 AGGTAACTGTGACCT 9397173 LOC328464 9391768 9342120 -5405 9391768 9342120 -5405 9391768 9342120 -5405
Chr7 Complement NT_039433.1 TGGTCCTCATGACCC 15892769 3230401I01Rik 15887611 15857536 -5158 15887365 15857536 -5404 15887364 15859396 -5405
Chr15 Normal NT_039621.1 GGGTCAGACTGGCCA 43365701 AI481750 43370944 43385314 -5243 43371103 43385314 -5402 43381128 43383642 -15427
Chr6 Complement NT_039350.1 AGTTCATATTGACCT 15340384 LOC330368 15334982 15308971 -5402 15334982 15308971 -5402 15334692 15309038 -5692
Chr2 Normal NT_039209.1 AGGTCACAGTTACCC 4192520 LOC228409 4197921 4306683 -5401 4197921 4199786 -5401 4199014 4199397 -6494
Chr14 Normal NT_039609.1 AGGTAACACTGACCT 5786308 LOC239223 5791709 5972743 -5401 5791709 5972743 -5401 5791709 5972743 -5401
Chr14 Normal NT_039614.1 AAGTCACCCTGACCA 606969 LOC195289 612369 612967 -5400 612369 612967 -5400 612369 612967 -5400
Chr8 Normal NT_039467.1 AGGACAGTTTGACCT 10237866 LOC330810 10243265 10298214 -5399 10243265 10298214 -5399 10243265 10298214 -5399
Chr3 Normal NT_039239.1 AGGTTGAGCTGACCT 2739214 LOC229649 2744595 2761317 -5381 2744611 2761317 -5397 2744744 2745037 -5530
Chr18 Normal NT_039674.1 CGGTCAGTATGTCCT 63055169 LOC225640 63060564 63105805 -5395 63060564 63105805 -5395 63060664 63103827 -5495
Chr2 Normal NT_039210.1 AGCTCAGGCTGACCT 17501877 LOC241797 17507271 17798651 -5394 17507271 17544121 -5394 17507271 17544121 -5394
Chr11 Normal NT_039521.1 GGGTCGGGATGAGCC 8502496 LOC276841 8507890 8515755 -5394 8507890 8515755 -5394 8507890 8515755 -5394
Chr14 Complement NT_039606.1 GGCTCAGCTCGACCC 603851 Dad1 598650 580247 -5201 598458 580247 -5393 598428 587323 -5423
Chr12 Normal NT_039539.1 TTGTCATGGTGACCC 752383 Dnmt3a 701024 775318 51359 757774 774163 -5391 701201 774156 51182
Chr3 Complement NT_039242.1 AGGGCACCCTGACCA 17530080 LOC215282 17524689 17471145 -5391 17524689 17471145 -5391 17524689 17471145 -5391
ChrX Complement NT_039710.1 GGGTCATGGTGAACT 3196297 Maged1 3190908 3184310 -5389 3190908 3184310 -5389 3190129 3184702 -6168
Chr3 Complement NT_039238.1 GGGTCAGTTTGACTT 3230399 MOR217-1 3225010 3224048 -5389 3225010 3224048 -5389 3225010 3224048 -5389
Chr16 Complement NT_039624.1 GGGTCAGGATGTCCG 47741040 LOC328691 47735653 47734753 -5387 47735653 47734753 -5387 47735160 47734795 -5880
Chr12 Normal NT_039551.1 TGGTCAAGGTGACCC 31889611 AI834978 31894996 31896899 -5385 31894996 31896899 -5385 31895559 31895843 -5948
Chr5 Normal NT_039325.1 GGGTCAAGTTGACAG 1735324 Kl 1740709 1781904 -5385 1740709 1781904 -5385 1740728 1779939 -5404
Chr5 Normal NT_039334.1 GGGTCAAGTTGACAG 75032 Kl 80417 121535 -5385 80417 121535 -5385 80435 119572 -5403
Chr7 Normal NT_039429.1 AGGTCAGACTGACCT 7914086 MGC19382 7919462 7997712 -5376 7919469 7997712 -5383 7919520 7996383 -5434
ChrX Complement NT_039698.1 AGTTCATAGTGACCT 1379977 Ppn-pending 1374606 1361943 -5371 1374594 1361943 -5383 1373793 1362269 -6184
Chr4 Complement NT_039266.1 CGGTCACACTGGCCT 10685094 LOC230872 10679714 10642691 -5380 10679714 10642691 -5380 10679632 10643099 -5462
Chr8 Complement NT_039455.1 AGGACAAAATGACCC 8200133 LOC272462 8194753 8193783 -5380 8194753 8193783 -5380 8194753 8193783 -5380
Chr5 Complement NT_039318.1 GGGTCTGTGTGACCT 836423 LOC330232 831043 777584 -5380 831043 777584 -5380 831043 777584 -5380
Chr8 Complement NT_039469.1 AGGTCACAGTTACCC 48277 LOC333807 42897 41026 -5380 42897 41026 -5380 42488 42159 -5789
Chr15 Normal NT_039621.1 GGGTAACCTTGACCC 20554594 LOC268809 20559973 20560721 -5379 20559973 20560721 -5379 20560190 20560342 -5596
ChrX Complement NT_039715.1 GGGCCAAATTGACCA 5473217 3230401N03Rik 5467877 5462991 -5340 5467840 5462991 -5377 5465726 5463372 -7491
Chr8 Normal NT_039459.1 AGGTCAGCTTTACCA 521842 D8Ertd531e 527219 528991 -5377 527219 528991 -5377 527314 527697 -5472
Chr3 Complement NT_039226.1 GGGTCATTGTGCCCC 1425805 LOC241860 1420429 1391119 -5376 1420429 1391119 -5376 1420429 1391119 -5376
Chr18 Normal NT_039674.1 TAGTCAACATGACCT 4905638 LOC332279 4911014 4911585 -5376 4911014 4911585 -5376 4911032 4911585 -5394
Chr12 Normal NT_039553.1 GGATCAAAATGACCG 1412328 2810011L19Rik 1417703 1464640 -5375 1417703 1464640 -5375 1463239 1463604 -50911
Chr10 Complement NT_039498.1 GGGTGAAGTTGACCT 1457299 LOC237415 1451924 1405146 -5375 1451924 1405146 -5375 1451924 1405146 -5375
Chr10 Normal NT_039492.1 GGGTCAGCTTGACAC 1305216 LOC209496 1310590 1319778 -5374 1310590 1319778 -5374 1310740 1318814 -5524
Chr2 Normal NT_039209.1 GGTTCAAAGTGACCA 48637518 1700006C19Rik 48642890 48661505 -5372 48642890 48653175 -5372 48645855 48653100 -8337
Chr15 Complement NT_039621.1 TGGTCACTTTGATCC 50630948 LOC268843 50625576 50608486 -5372 50625576 50608486 -5372 50625306 50608490 -5642
Chr2 Complement NT_039205.1 GGTTCATAATGACCT 2729105 LOC332577 2723734 2722565 -5371 2723734 2722565 -5371 2723734 2722565 -5371
ChrX Complement NT_039700.1 TGATCAGGGTGACCC 14946766 LOC333506 14941395 14748801 -5371 14941395 14748801 -5371 14941395 14748801 -5371
Chr18 Complement NT_039674.1 AGGTCAAGATGAGCA 30482504 Stard4 30477308 30464783 -5196 30477133 30466948 -5371 30477133 30466948 -5371
Chr3 Normal NT_039228.1 GGGTCAAAATGCCCC 4015090 2700071E21Rik 4020460 4050363 -5370 4020460 4050363 -5370 4029214 4048334 -14124
Chr1 Complement NT_039170.1 AGGTGAAGGTGACCA 14621654 LOC241053 14616285 14615788 -5369 14616285 14615788 -5369 14616285 14615788 -5369
Chr9 Complement NT_039478.1 AGGTCAGGCAGACCC 154790 Trex1 149421 147646 -5369 149421 147646 -5369 148633 147689 -6157
Chr7 Normal NT_039433.1 GGGTCATGATTACCA 21797481 LOC233904 21802849 21816898 -5368 21802849 21816898 -5368 21802943 21816108 -5462
Chr8 Complement NT_039459.1 AGGTCACAGTTACCC 1318204 LOC330747 1312837 1310966 -5367 1312837 1310966 -5367 1312428 1312099 -5776
Chr19 Normal NT_039687.1 TGGTCACAGTGACAC 226415 LOC332363 231781 274675 -5366 231781 274675 -5366 231803 274675 -5388
Chr15 Normal NT_039621.1 GTGTCAAGTTGACCT 53900887 LOC223814 53906252 53915839 -5365 53906252 53915839 -5365 53906252 53915839 -5365
Chr10 Normal NT_039496.1 AGGTCAAAGTGAGCC 5522923 Gtrgeo22 5527773 5535077 -4850 5528285 5534887 -5362 5528285 5534887 -5362
Chr13 Complement NT_039578.1 AGGCCATGCTGACCA 11027233 LOC331911 11021871 11007184 -5362 11021871 11007184 -5362 11021871 11007184 -5362
Chr14 Complement NT_039609.1 AGGTCCAGCTGACCT 20058239 LOC223225 20052878 20052152 -5361 20052878 20052152 -5361 20052618 20052280 -5621
Chr11 Complement NT_039515.1 AGGTCAACTTGATCC 28339159 LOC331725 28333798 28298248 -5361 28333798 28298248 -5361 28333798 28298248 -5361
Chr6 Normal NT_039340.1 GGGTCACCCTGATCA 7708929 LOC214247 7714289 7759150 -5360 7714289 7759150 -5360 7714289 7759150 -5360
Chr4 Normal NT_039266.1 AGGTCAGGCTAACCA 12976338 A230053A07Rik 12981696 13002944 -5358 12981696 13002944 -5358 12982086 13001934 -5748
Chr1 Normal NT_039185.1 TGGTCAAACTGGCCT 4722262 LOC240868 4727620 4755362 -5358 4727620 4755362 -5358 4727620 4755362 -5358
Chr14 Complement NT_039599.1 TGGTCATCATCACCC 6491086 1810028F09Rik 6485730 6484241 -5356 6485730 6484241 -5356 0 0 -6491086
Chr6 Normal NT_039343.1 AGGACACTGTGACCG 316106 Ian1 321460 329132 -5354 321460 329132 -5354 323735 328361 -7629



Chr4 Complement NT_039264.1 TGGTCAGACTGACCG 7202890 Mrpl37 7197536 7186574 -5354 7197536 7186574 -5354 7197486 7186718 -5404
Chr6 Complement NT_039353.1 AGGGCAGGGCGACCC 22941556 LOC208118 22936203 22933976 -5353 22936203 22933976 -5353 22935199 22934132 -6357
Chr7 Complement NT_039433.1 AGGCCAGGCTGACCT 20588714 3230401O13Rik 20583856 20563463 -4858 20583363 20563909 -5351 20583176 20563995 -5538
Chr8 Complement NT_039467.1 AGGTCAACTTGACAT 38973472 AI593353 38968121 38964891 -5351 38968121 38964891 -5351 38966264 38965917 -7208
Chr11 Normal NT_039520.1 GGGACAAGCTGACCC 7902405 Scgb3a1 7907756 7909264 -5351 7907756 7909264 -5351 7907807 7909137 -5402
Chr3 Normal NT_039248.1 AGGTCATCTTGAGCA 239895 Fgf2 245069 296117 -5174 245244 296084 -5349 245244 296084 -5349
Chr17 Normal NT_039638.1 TGGCCACATTGACCC 1146367 LOC240011 1151715 1191780 -5348 1151715 1191780 -5348 1151715 1191780 -5348
Chr2 Complement NT_039222.1 TGGTCATTCTTACCT 99548 LOC280026 94201 91924 -5347 94201 91924 -5347 93843 93157 -5705
Chr4 Normal NT_039260.1 AGGTCAGGGTGAGCC 3194397 Tmod1 3177713 3253582 16684 3199744 3253582 -5347 3199793 3253156 -5396
Chr3 Normal NT_039226.1 GGGTCACCCTGATCA 8205017 LOC241879 8210362 8280251 -5345 8210362 8280251 -5345 8210362 8280251 -5345
Chr4 Complement NT_039258.1 ATGTCACAATGACCC 15689813 LOC242339 15684468 15443261 -5345 15684468 15443261 -5345 15545050 15443261 -144763
Chr4 Complement NT_039264.1 AGGCCAGCCTGACCT 7835946 LOC242605 7830602 7807696 -5344 7830602 7807696 -5344 7830602 7807696 -5344
Chr15 Complement NT_039621.1 GGGTCAGACTGGCCA 43365701 5031409G22Rik 43360359 43322316 -5342 43360359 43349176 -5342 43360042 43350758 -5659
Chr13 Normal NT_039589.1 GGGTCAGGCTCACCA 16672907 Ccnh 16678220 16712221 -5313 16678249 16701720 -5342 16678348 16701590 -5441
Chr7 Normal NT_039433.1 GGGACACCATGACCA 13095825 C730027J19Rik 13101166 13110004 -5341 13101166 13110004 -5341 13103461 13109957 -7636
Chr2 Normal NT_039209.1 AGGTCAGTGTGATCT 18810086 5730505K17Rik 18815425 18839621 -5339 18815425 18832968 -5339 18816384 18832934 -6298
Chr19 Complement NT_039692.1 TGGTCACCTTGACAC 7530196 4933407A11Rik 7524858 7507573 -5338 7524858 7507573 -5338 7524773 7508583 -5423
Chr4 Normal NT_039265.1 AGGTCATCCTGCCCA 2699915 Pou3f1 2705253 2706770 -5338 2705253 2706770 -5338 2705307 2706656 -5392
Chr5 Complement NT_039316.1 AGGTGAGATCGACCC 1901639 Grifin 1896302 1894360 -5337 1896302 1894360 -5337 1896288 1894514 -5351
Chr3 Normal NT_039238.1 AGGTCAGTTTGCCCG 145873 Rorc 151208 177010 -5335 151208 177010 -5335 151314 175775 -5441
Chr1 Normal NT_039167.1 AGGTCAACTTGATCC 9716787 LOC329096 9722121 9726467 -5334 9722121 9726467 -5334 9725888 9726277 -9101
Chr7 Complement NT_039433.1 AGGTCAGGTTGATCC 3599490 LOC209084 3594157 3592795 -5333 3594157 3592795 -5333 3594157 3592795 -5333
Chr2 Complement NT_039208.1 AGGTCAACTTGATCC 21013080 LOC270548 21007748 21007052 -5332 21007748 21007052 -5332 21007668 21007225 -5412
Chr15 Complement NT_039622.1 GGCTCATGACGACCC 43048 LOC333860 37719 5100 -5329 37719 5100 -5329 37719 5100 -5329
Chr7 Complement NT_039424.1 AGCTCAAGATGACCA 1262108 LOC233254 1256781 1152105 -5327 1256781 1152105 -5327 1256781 1152105 -5327
Chr5 Complement NT_039308.1 GGGTCATCATGGCCA 2751173 1700010H22Rik 2745927 2732552 -5246 2745847 2732552 -5326 2745685 2743120 -5488
Chr11 Complement NT_039520.1 TGGTCAAGTTGTCCC 19383591 LOC216827 19378265 19377720 -5326 19378265 19377746 -5326 19378239 19377784 -5352
Chr15 Normal NT_039621.1 AGGTCATAGTGACTG 40431896 D130017D06Rik 40437218 40439504 -5322 40437218 40439504 -5322 40437728 40438312 -5832
Chr11 Normal NT_039521.1 TGGTCAGACTTACCC 27050072 Mrps7 27055394 27059091 -5322 27055394 27059091 -5322 27055630 27058508 -5558
Chr14 Complement NT_039596.1 AAGTCAATGTGACCT 1183552 Camk2g 1178232 1119021 -5320 1178232 1119021 -5320 1178111 1121417 -5441
Chr19 Normal NT_039692.1 AGGCCAAGGTGACCT 1998764 LOC332387 2004084 2005073 -5320 2004084 2005073 -5320 2004084 2005073 -5320
Chr15 Normal NT_039621.1 ATGTCAGTGTGACCA 50740391 1110033O10Rik 50745710 50789961 -5319 50745710 50789961 -5319 50756585 50789846 -16194
Chr12 Complement NT_039552.1 GGGTCACTGGGACCA 9855760 LOC331852 9850441 9828430 -5319 9850441 9828430 -5319 9850441 9828430 -5319
Chr13 Normal NT_039590.1 TGCTCATTTTGACCC 21171584 Ppap2a 21176874 21244894 -5290 21176903 21244657 -5319 21177189 21244583 -5605
Chr12 Normal NT_039539.1 AGGTCATTGGGACCA 10946329 LOC238092 10951647 10986464 -5318 10951647 10986464 -5318 10951647 10986464 -5318
Chr9 Normal NT_039471.1 AGGTCGATGGGACCC 5163369 LOC330880 5168685 5170239 -5316 5168685 5170239 -5316 5169289 5169675 -5920
Chr3 Normal NT_039239.1 AGGTCAGTCAGACCC 249241 LOC229631 254556 256142 -5315 254556 256142 -5315 254840 255370 -5599
Chr5 Normal NT_039318.1 TGTTCATTATGACCT 896366 LOC330233 901680 924459 -5314 901680 924459 -5314 904682 917882 -8316
Chr9 Complement NT_039473.1 AGGTCTAGCTGACCA 1826210 LOC270149 1820899 1750549 -5311 1820899 1750549 -5311 1819115 1751151 -7095
Chr7 Normal NT_039433.1 ATGTCACAGTGACCA 22281800 Slc5a2 22287108 22293856 -5308 22287111 22293622 -5311 22287121 22293610 -5321
Chr3 Complement NT_039239.1 GGATCAAGTTGACCA 163492 Hsd3b2 158182 142868 -5310 158182 142868 -5310 150166 145112 -13326
Chr12 Complement NT_039551.1 GGGTCTTATTGACCA 12375045 LOC328115 12369735 12368180 -5310 12369735 12368180 -5310 12369572 12368484 -5473
Chr17 Normal NT_039661.1 GGGTCAGGGTGATCC 176499 LOC333868 181809 208075 -5310 181809 208075 -5310 181809 208075 -5310
Chr6 Complement NT_039356.1 GGGTCATGGTGACTT 659928 Tnfrsf7 654618 650214 -5310 654618 650214 -5310 654483 650901 -5445
Chr7 Normal NT_039433.1 AGGTCAGGTTGCCCC 6549531 LOC209134 6554840 6642655 -5309 6554840 6642655 -5309 6554840 6642655 -5309
Chr11 Normal NT_039520.1 TGGTCCAAATGACCT 44904391 0610013E23Rik 44909606 44924006 -5215 44909698 44921546 -5307 44911111 44920954 -6720
Chr12 Normal NT_039551.1 AGTTCAAAGTGACCC 22024887 Fntb 22030194 22112284 -5307 22030194 22112284 -5307 22030235 22111310 -5348
Chr4 Complement NT_039266.1 AGGTCACAATGACCT 4343278 1110007C24Rik 4378721 4328141 35443 4337972 4329485 -5306 4335029 4329738 -8249
Chr13 Normal NT_039578.1 AGTTCATACTGACCT 11430367 LOC193386 11435673 11441031 -5306 11435673 11441031 -5306 11435716 11440930 -5349
Chr3 Normal NT_039241.1 AAGTCACCCTGACCC 7134949 LOC329755 7140255 7143072 -5306 7140255 7143072 -5306 7141545 7141868 -6596
Chr4 Normal NT_039266.1 AGATCGTTCTGACCT 5771022 Tcea3 5776325 5792906 -5303 5776325 5792906 -5303 5776405 5792906 -5383
Chr10 Complement NT_039496.1 AGGTCACTTTGATCC 6903861 Diras1 6898559 6892775 -5302 6898559 6892775 -5302 6895599 6895003 -8262
Chr6 Complement NT_039353.1 TGGTCATTCTAACCT 7103601 Adamts9 7098303 7081042 -5298 7098303 7081042 -5298 7097966 7081305 -5635
Chr2 Normal NT_039210.1 AGGTCTGGCTGACCT 2504712 2310034L21Rik 2509981 2548832 -5269 2510009 2530574 -5297 2510842 2530333 -6130
Chr12 Complement NT_039554.1 TGGGCAATGTGACCC 632461 LOC209988 627164 594370 -5297 627164 594370 -5297 627164 594370 -5297
ChrX Normal NT_039711.1 AGGTCGCTGTGACAT 6826955 LOC236928 6832252 6833018 -5297 6832252 6833018 -5297 6832297 6832758 -5342
Chr13 Normal NT_039586.1 GGGTCACTGCGTCCC 4803521 LOC218272 4808817 4811191 -5296 4808817 4811191 -5296 4808833 4810738 -5312
Chr14 Complement NT_039606.1 AGGTCAACTTGATCC 14607663 LOC271214 14602367 14521124 -5296 14602367 14521124 -5296 14602367 14521124 -5296
Chr5 Complement NT_039307.1 AGGTCAACCTCACCA 17443955 LOC330129 17438660 17435799 -5295 17438660 17435799 -5295 17438632 17436143 -5323
Chr1 Complement NT_039169.1 CGGTCACAGTGTCCT 5111469 Mcmd 5106175 5098757 -5294 5106175 5098757 -5294 5106079 5098762 -5390
Chr7 Complement NT_039390.1 AGGTCATGGTGATCT 198146 LOC210030 192853 118466 -5293 192853 118466 -5293 192853 118466 -5293
Chr15 Normal NT_039622.1 GGGTCATGGTCACCA 59713 LOC333704 65005 68894 -5292 65005 68894 -5292 65428 65709 -5715
Chr16 Complement NT_039624.1 AGGTGAGCTTGACCT 53209025 2810403B08Rik 53203756 53172505 -5269 53203734 53172505 -5291 53203696 53172721 -5329
Chr1 Complement NT_039173.1 TGATCACTCTGACCT 2903066 Glrp1 2897775 2887590 -5291 2897775 2887590 -5291 2897595 2888841 -5471
Chr11 Complement NT_039521.1 AGGTGAACCTGACCA 12189462 Hcrt 12184171 12182933 -5291 12184171 12182933 -5291 12184081 12183034 -5381
Chr9 Normal NT_039477.1 AGATCATCATGACCT 1415974 Ky 1400144 1461194 15830 1421265 1461194 -5291 1421270 1457924 -5296
Chr17 Normal NT_039641.1 GGGGCAAAGTGACCA 1692152 LOC213758 1697442 1698262 -5290 1697442 1698262 -5290 1697442 1698262 -5290
Chr9 Normal NT_039474.1 AGGTCATTGTAACCC 21354218 MGC38960 21336119 21415657 18099 21359507 21415657 -5289 21359636 21415242 -5418
Chr16 Normal NT_039624.1 AGGTCAGCCTGAACT 30301084 CCC9 30306370 30452173 -5286 30306370 30452171 -5286 30306370 30451857 -5286
Chr8 Normal NT_039467.1 TGGTCAAGTAGACCT 48035054 LOC330854 48040340 48042784 -5286 48040340 48042784 -5286 48040496 48040789 -5442
Chr6 Normal NT_039353.1 AGGGCACTATGACCC 5055642 LOC243542 5060927 5122847 -5285 5060927 5122847 -5285 5060927 5122847 -5285
Chr3 Complement NT_039234.1 ATGTCACTATGACCA 24709429 LOC329699 24704144 24703205 -5285 24704144 24703205 -5285 24703842 24703495 -5587
Chr8 Normal NT_039467.1 AGGTCAGCCTGAACT 32585866 LOC330834 32591150 32594688 -5284 32591150 32594688 -5284 32591176 32594319 -5310
Chr10 Normal NT_039491.1 GGATCAAGTTGACCA 7402823 LOC215802 7408106 7408549 -5283 7408106 7408549 -5283 7408106 7408549 -5283
Chr9 Normal NT_039474.1 AAGTCACAGTGACCC 4534530 1810015E19Rik 4539812 4549319 -5282 4539812 4549319 -5282 4539887 4548640 -5357
ChrX Normal NT_039726.1 AAGTCAGATTGACCA 10828033 LOC237236 10833312 10866185 -5279 10833312 10866185 -5279 10833312 10866185 -5279
Chr7 Complement NT_039420.1 GGGTAAGGGTGACCC 1378296 LOC272382 1373018 1368920 -5278 1373018 1368920 -5278 1373018 1368920 -5278
Chr8 Normal NT_039467.1 GGGTGAGCACGACCC 33762284 2310016K04Rik 33767561 33809966 -5277 33767561 33809966 -5277 33772061 33809655 -9777
Chr14 Normal NT_039614.1 AAGTCACTCTGACCG 1045031 LOC195295 1050307 1050902 -5276 1050307 1050902 -5276 1050307 1050902 -5276
Chr8 Normal NT_039467.1 TGGCCACACTGACCT 11493550 LOC212064 11498826 11505394 -5276 11498826 11505394 -5276 11499004 11504487 -5454
Chr3 Complement NT_039242.1 AGGTCAGGCTGACTA 10761948 LOC229893 10756672 10749184 -5276 10756672 10749184 -5276 10756672 10749184 -5276
Chr11 Normal NT_039520.1 AGGTCAGGCTGACCT 20578374 2810460C24Rik 20583648 20630617 -5274 20583648 20617412 -5274 20583679 20616309 -5305
Chr9 Normal NT_039482.1 GGGTCAAGGTGACCC 5984053 LOC333439 5989327 6061957 -5274 5989327 6061957 -5274 5989327 6061957 -5274
Chr18 Complement NT_039674.1 GGGTTAAATTGACCA 12125158 4933402K10Rik 12198398 12102136 73240 12119885 12102136 -5273 12119849 12102988 -5309
Chr12 Complement NT_039553.1 GGGTCATGTTGACTC 1308797 Tcl1 1303524 1297720 -5273 1303524 1297720 -5273 1303462 1299166 -5335
Chr16 Complement NT_039624.1 GGGTCGGCAAGACCC 1475499 0610011C19Rik 1470227 1465407 -5272 1470227 1465407 -5272 1470203 1465691 -5296
Chr3 Normal NT_039240.1 AGGTCAGAGCGAGCT 8221760 F3 8226888 8238393 -5128 8227032 8237935 -5272 8227066 8237590 -5306
Chr6 Normal NT_039340.1 TGGTCAAGTTGATCT 698461 0610037B21Rik 703325 707948 -4864 703732 707948 -5271 703821 707665 -5360
Chr1 Normal NT_039180.1 TGGTCAACTTGATCC 7434716 1300003P13Rik 7439601 7475246 -4885 7439987 7475246 -5271 7440196 7470065 -5480
Chr15 Normal NT_039618.1 AGGTCAAAGTTACCA 17333276 LOC211147 17338546 17439468 -5270 17338546 17341869 -5270 17338760 17340696 -5484
Chr9 Normal NT_039472.1 GGGTCAAGGTCACCA 25193960 MOR167-3 25199230 25200162 -5270 25199230 25200162 -5270 25199230 25200162 -5270
ChrX Normal NT_039750.1 GGGTCAGAGTTACCT 144241 Uba52 149510 150814 -5269 149510 150814 -5269 149534 149920 -5293
Chr17 Complement NT_039649.1 GAGTCGCCATGACCT 4114069 LOC224645 4108801 4107263 -5268 4108801 4107263 -5268 4108643 4108065 -5426
Chr2 Complement NT_039206.1 CTGTCAGGGTGACCT 23656674 LOC332599 23651406 23644598 -5268 23651406 23644598 -5268 23651406 23644598 -5268
Chr17 Normal NT_039649.1 GGCTCACCATGACCT 11291023 Dom3z 11296254 11298502 -5231 11296290 11298502 -5267 11296606 11298407 -5583



Chr17 Normal NT_039662.1 GGCTCACCATGACCT 1080589 Dom3z 1085820 1088005 -5231 1085856 1088005 -5267 1086172 1087910 -5583
Chr7 Normal NT_039429.1 GGATCAAGTTGACCT 20666876 MOR14-10 20672143 20673137 -5267 20672143 20673137 -5267 20672143 20673135 -5267
Chr14 Complement NT_039606.1 AGGTCCAGCTGACCA 21890320 E430004N23 21885054 21832851 -5266 21885054 21832851 -5266 21884937 21834530 -5383
Chr18 Complement NT_039675.1 TGTTCAGCATGACCC 188074 LOC332341 182809 82073 -5265 182809 82073 -5265 182809 82073 -5265
Chr6 Normal NT_039340.1 AGGTCACAATGTCCG 27457441 1700025E21Rik 27460250 27470654 -2809 27462705 27470364 -5264 27462761 27470309 -5320
Chr5 Complement NT_039338.1 TGGTCACCTTTACCC 91878 5830400A04Rik 88400 56303 -3478 86615 56303 -5263 0 0 -91878
Chr3 Complement NT_039242.1 AGGTCACAGTGTCCT 2960638 LOC242244 2955375 2866156 -5263 2955375 2866156 -5263 2955375 2866156 -5263
ChrX Normal NT_039698.1 GGATCACCCTGACCG 1041326 Pim2 1046355 1051525 -5029 1046589 1050610 -5263 1046412 1050610 -5086
Chr14 Normal NT_039595.1 AGGTCAGCGTGAGCA 10020566 LOC328358 10025824 10029605 -5258 10025824 10029605 -5258 10027878 10028363 -7312
Chr16 Complement NT_039624.1 AGGTAAGGTTGACCT 35338607 4930455C21Rik 35333373 35308792 -5234 35333352 35313106 -5255 35333261 35313106 -5346
Chr19 Normal NT_039697.1 AGGTCAGGAGGACCA 20074 Kcnk7 25328 28060 -5254 25328 28060 -5254 25437 27951 -5363
Chr3 Complement NT_039239.1 TGGTCAGGGTGACTT 5105666 LOC329728 5100412 5098300 -5254 5100412 5098300 -5254 5100369 5099179 -5297
Chr11 Complement NT_039520.1 AGGTCAGTCTGACCC 43456064 AW045245 43450812 43408053 -5252 43450812 43408053 -5252 43450796 43410020 -5268
Chr17 Normal NT_039655.1 AGGCCAACCTGACCT 7096367 Guca1b 7101619 7109191 -5252 7101619 7109191 -5252 7101716 7108228 -5349
ChrX Normal NT_039702.1 GGGTCAGCCTGAGCT 784902 1500019M23Rik 790024 803016 -5122 790152 803016 -5250 790262 802796 -5360
Chr19 Complement NT_039687.1 GGGGCAGGGTGACCA 553410 LOC225909 548160 533429 -5250 548160 533429 -5250 548016 536060 -5394
Chr6 Complement NT_039343.1 TGGTCATGATGATCT 19009096 Gadd45a 19003848 19001304 -5248 19003848 19001304 -5248 19003684 19001867 -5412
Chr11 Normal NT_039521.1 GGGTCACCATGTCCT 12275648 Stat5a 12280591 12306408 -4943 12280896 12306396 -5248 12282578 12305236 -6930
Chr17 Normal NT_039657.1 GGGGCAAGGCGACCT 748103 Vav1 753350 801348 -5247 753350 801099 -5247 753363 801099 -5260
Chr5 Normal NT_039302.1 CTGTCAGCCTGACCC 3028913 LOC242941 3034159 3060471 -5246 3034159 3060471 -5246 3034159 3060471 -5246
Chr5 Complement NT_039305.1 TGCTCAGTCTGACCT 6292609 LOC231226 6287364 6278567 -5245 6287364 6278567 -5245 6287341 6278803 -5268
Chr4 Normal NT_039268.1 GGGACACCCTGACCC 4702447 Bach-pending 4707657 4801476 -5210 4707691 4801476 -5244 4707851 4801201 -5404
Chr17 Complement NT_039657.1 TTGTCATCTTGACCC 1497741 LOC212790 1492497 1404476 -5244 1492497 1404476 -5244 1492497 1404476 -5244
ChrX Normal NT_039726.1 GGGACACTCTGACCT 5204427 LOC237195 5209671 5211980 -5244 5209671 5211980 -5244 5210558 5211055 -6131
Chr4 Complement NT_039261.1 AGGTCATTTTGACAT 4073463 Abca1 4084036 3957083 10573 4068222 3957083 -5241 4052986 3958087 -20477
Chr8 Complement NT_039456.1 GGGTCAAAATGAGCT 2848400 1810011O10Rik 2843160 2841830 -5240 2843160 2841830 -5240 2843110 2842790 -5290
ChrX Normal NT_039700.1 GGGTCACCATGACCA 12406578 LOC278248 12411818 12415150 -5240 12411818 12415150 -5240 12411818 12415150 -5240
Chr19 Complement NT_039684.1 TGGTCCTCCTGACCT 990063 Kcnk7 984824 982091 -5239 984824 982091 -5239 984715 982200 -5348
Chr4 Complement NT_039266.1 AGGTCACGGAGACCC 1793531 4931417M11Rik 1794038 1780215 507 1788294 1780215 -5237 1788285 1781116 -5246
Chr13 Complement NT_039578.1 AGGTCAGTGTGAGCA 11531166 0610006O17Rik 11525981 11508470 -5185 11525930 11512396 -5236 11525747 11512476 -5419
Chr5 Normal NT_039305.1 GGGTCAGTATGAACA 7523302 LOC269648 7528538 7538766 -5236 7528538 7538766 -5236 7534936 7538766 -11634
Chr16 Normal NT_039624.1 GGGACACCACGACCT 30031790 Snx4 30036983 30085520 -5193 30037024 30084812 -5234 30037029 30083728 -5239
Chr16 Normal NT_039624.1 AGGTCAGCATGACCA 56509569 MOR184-5 56514802 56515728 -5233 56514802 56515728 -5233 56514802 56515728 -5233
Chr7 Normal NT_039420.1 AGGACACCATGACCC 1683398 Lobel-pending 1688524 1694818 -5126 1688628 1694809 -5230 1691979 1694136 -8581
Chr9 Complement NT_039476.1 AGTTCGGTCTGACCT 11511716 LOC245020 11506486 11505248 -5230 11506486 11505248 -5230 11506486 11505248 -5230
Chr16 Normal NT_039624.1 AGGCCAGGTTGACCT 29507038 Muc4 29512268 29540881 -5230 29512268 29540881 -5230 29512268 29540881 -5230
Chr15 Complement NT_039618.1 AGGGCACCATGACCA 3567646 Pdzk3 3562416 3552206 -5230 3562416 3552206 -5230 3556247 3552318 -11399
Chr8 Complement NT_039462.1 GGGACACGGTGACCG 5965000 LOC211230 5959771 5944570 -5229 5959771 5944570 -5229 5959771 5944570 -5229
Chr2 Complement NT_039206.1 GGGTCAGATGGACCA 5042644 Psmb7 5037433 4981396 -5211 5037419 4981396 -5225 5037415 4981527 -5229
Chr10 Normal NT_039513.1 CTGTCAAGTTGACCT 141233 Cradd 146419 296875 -5186 146455 296868 -5222 147669 295937 -6436
Chr11 Normal NT_039520.1 AGGTGGTTGTGACCC 8358702 LOC327915 8363923 8368822 -5221 8363923 8368822 -5221 8364124 8364492 -5422
Chr17 Normal NT_039641.1 AGGTCACTGTGATCT 2730812 LOC328752 2736033 2736746 -5221 2736033 2736746 -5221 2736117 2736685 -5305
Chr12 Complement NT_039552.1 AGGTCAGCCTGACCC 14568105 Moap1 14562884 14545942 -5221 14562884 14545942 -5221 14547500 14546442 -20605
Chr1 Complement NT_039170.1 GGATCAAGTTGACCT 49165739 LOC227256 49160519 49155171 -5220 49160519 49155171 -5220 49160516 49155377 -5223
Chr8 Complement NT_039467.1 ATGTCAGCTTGACCC 47571074 4921535I01Rik 47565855 47554029 -5219 47565855 47554029 -5219 47563810 47555824 -7264
Chr3 Normal NT_039230.1 AAGTCACCCTGACCA 4370862 AI840044 4376049 4401262 -5187 4376081 4399894 -5219 4380926 4399620 -10064
Chr8 Complement NT_039467.1 AGGCCACCCTGACCC 39739888 Chst5 39734671 39713365 -5217 39734671 39713365 -5217 39715215 39714028 -24673
Chr7 Complement NT_039433.1 AGGACAGAATGACCA 9560433 Sox6 9591182 9040363 30749 9555216 9042562 -5217 9366735 9042809 -193698
Chr9 Complement NT_039472.1 AGGTCGTAGTCACCC 1900075 4931406C07Rik 1899433 1876408 -642 1894859 1876408 -5216 1894724 1877887 -5351
Chr11 Normal NT_039515.1 ATGTCACACTGACCA 13992340 AI552599 13997556 13999940 -5216 13997556 13999940 -5216 13998930 13999229 -6590
ChrX Complement NT_039711.1 AGGACATCCTGACCT 9417649 LOC245557 9412434 9372585 -5215 9412434 9372585 -5215 9412434 9372585 -5215
Chr2 Normal NT_039202.1 GTGTCAACTTGACCC 8408269 LOC227567 8413483 8414336 -5214 8413483 8414336 -5214 8413483 8414336 -5214
ChrX Complement NT_039711.1 TGCTCATCCTGACCT 2396011 9430060M22Rik 2390798 2349503 -5213 2390798 2349503 -5213 2375429 2352408 -20582
Chr3 Complement NT_039238.1 TGGTCACCCTGACCC 257225 2310007A19Rik 252013 243405 -5212 252013 243405 -5212 251736 244235 -5489
Chr4 Normal NT_039262.1 GGTTCACATTGACCA 27131644 Ifna4 27136856 27137416 -5212 27136856 27137416 -5212 27136856 27137416 -5212
Chr5 Normal NT_039316.1 AGGTCAGGGTGAGCT 3750233 Foxk1 3755444 3806105 -5211 3755444 3806105 -5211 3755452 3806105 -5219
Chr2 Complement NT_039206.1 GGGTAAGTGTGACCT 4042115 Spnr 4093034 3872910 50919 4036905 3872910 -5210 4036804 3970488 -5311
Chr2 Normal NT_039205.1 GGGTCACAACGGCCT 8281370 2610205E22Rik 8286431 8358461 -5061 8286579 8301309 -5209 8298010 8300914 -16640
Chr2 Complement NT_039210.1 TGGTCATTGTGACTC 12428808 Ada 12423677 12400022 -5131 12423599 12400253 -5209 12423529 12400998 -5279
Chr10 Complement NT_039500.1 AGGTCAACTTGACAG 8738704 Cradd 8733757 8583751 -4947 8733496 8583758 -5208 8732282 8584689 -6422
Chr7 Normal NT_039446.1 AGGTAAGCATGACCC 97026 Supt5h 102176 126064 -5150 102233 126064 -5207 102526 125838 -5500
Chr14 Complement NT_039598.1 TGGTCAACTTGATCC 14475611 LOC236480 14470405 14464955 -5206 14470405 14464955 -5206 14470373 14465716 -5238
ChrX Normal NT_039726.1 GGGTCAGAGTTACCT 5419737 Uba52 5424942 5425402 -5205 5424942 5425402 -5205 5424960 5425346 -5223
Chr8 Complement NT_039467.1 TGGCCATAGTGACCC 19429869 Irx3 19424824 19421952 -5045 19424665 19421952 -5204 19424665 19422347 -5204
Chr13 Normal NT_039578.1 TGGTCAGCGTGTCCT 11430470 LOC193386 11435673 11441031 -5203 11435673 11441031 -5203 11435716 11440930 -5246
Chr10 Normal NT_039500.1 GGGTCGTGCTGCCCC 27252980 LOC216334 27258183 27259767 -5203 27258183 27259767 -5203 27258183 27259767 -5203
Chr17 Normal NT_039649.1 GGGTGGTTGTGACCT 9092054 2310021J05Rik 9097196 9112370 -5142 9097256 9112370 -5202 9097626 9111807 -5572
Chr7 Normal NT_039410.1 TGGACAATGTGACCC 12040 Cyp2b13 17242 33242 -5202 17242 33242 -5202 17242 32867 -5202
Chr9 Normal NT_039472.1 GGATCATTATGACCC 24257037 Esam-pending 24262210 24272419 -5173 24262233 24272419 -5196 24262326 24271888 -5289
Chr2 Normal NT_039210.1 TGGTCATGGTGACTC 15475058 E230011G24Rik 15480253 15569845 -5195 15480253 15484212 -5195 15483374 15483676 -8316
Chr3 Normal NT_039234.1 TGGTCAGGGTGACAC 24161217 LOC329698 24166409 24184539 -5192 24166409 24184539 -5192 24182091 24184535 -20874
Chr8 Normal NT_039460.1 AGTTCAAAGTGACCC 1351559 Mtnr1a 1356748 1377443 -5189 1356748 1377443 -5189 1356748 1376788 -5189
Chr9 Complement NT_039474.1 GTGTCAGAATGACCT 468515 Cyp19 463409 435435 -5106 463328 435435 -5187 463293 436255 -5222
Chr10 Complement NT_039501.1 GGGGCAGTGTGACCA 508682 1810038L18Rik 503497 502052 -5185 503497 502052 -5185 502425 502132 -6257
Chr15 Complement NT_039618.1 GGGGCAAAGTGACCA 15643735 LOC223409 15638550 15600032 -5185 15638550 15600032 -5185 15638550 15600032 -5185
Chr4 Normal NT_039262.1 TGGTCAGTGTGACAC 25528527 LOC332908 25533712 25571969 -5185 25533712 25571969 -5185 25533712 25571969 -5185
Chr18 Complement NT_039674.1 AGGTCACCATGAGCA 11903870 LOC332284 11898686 11892657 -5184 11898686 11892657 -5184 11898686 11892657 -5184
Chr9 Normal NT_039472.1 AGGTCAGATTGATCA 20698819 LOC333378 20704002 20760612 -5183 20704002 20760612 -5183 20704002 20760612 -5183
Chr1 Normal NT_039170.1 CAGTCATGCTGACCC 47574159 LOC227245 47579341 47585833 -5182 47579341 47585833 -5182 47584878 47585833 -10719
Chr8 Complement NT_039467.1 AGGTCAAAGTGGCCT 34685653 LOC234703 34680473 34678472 -5180 34680473 34679727 -5180 34680431 34679787 -5222
Chr7 Normal NT_039436.1 CGGTCACTGTGTCCT 2452358 LOC213573 2457534 2463049 -5176 2457534 2463049 -5176 2459850 2462661 -7492
Chr8 Complement NT_039467.1 GGATCAGGCTGACCT 33727212 Slc12a4 33722100 33699510 -5112 33722037 33699510 -5175 33722037 33699999 -5175
Chr13 Normal NT_039578.1 TGGTCACTTTGCCCC 6173627 LOC218041 6178801 6227377 -5174 6178801 6227377 -5174 6178801 6227377 -5174
Chr13 Complement NT_039590.1 CGGTCAGTAGGACCC 7060405 LOC271147 7055231 7054956 -5174 7055231 7054956 -5174 7055231 7054956 -5174
Chr11 Complement NT_039520.1 AGGTCGCCCAGACCC 22160121 LOC327944 22154947 22154090 -5174 22154947 22154090 -5174 22154818 22154183 -5303
Chr16 Complement NT_039627.1 AGGACACTATGACCA 1288754 9030624C24Rik 1283581 1247166 -5173 1283581 1247287 -5173 1283486 1247335 -5268
Chr8 Complement NT_039456.1 GGGTCACACTGAACC 1580714 AU041707 1575541 1567871 -5173 1575541 1567871 -5173 1574855 1569933 -5859
Chr5 Complement NT_039318.1 GGGTCACAAAGACCC 1267756 LOC269726 1262583 1261885 -5173 1262583 1261885 -5173 1262402 1262106 -5354
Chr12 Complement NT_039564.1 AGGTGATATTGACCT 262917 Sp4 257744 194107 -5173 257744 194107 -5173 257609 194232 -5308
Chr9 Normal NT_039474.1 GGGCCAGGGTGACCG 7516826 LOC333396 7521998 7553274 -5172 7521998 7553274 -5172 7521998 7553274 -5172
Chr1 Complement NT_039170.1 GGGTCAACTTGACAC 15579073 LOC332427 15573902 15565847 -5171 15573902 15565847 -5171 15573902 15565847 -5171
Chr8 Normal NT_039467.1 TTGTCAACTTGACCC 18688307 Rbl2 18693430 18747016 -5123 18693478 18746199 -5171 18693496 18745619 -5189
Chr17 Normal NT_039658.1 GGTTCATCCTGACCC 17846178 LOC332263 17851348 17852388 -5170 17851348 17852388 -5170 17851348 17852388 -5170
Chr4 Normal NT_039265.1 AGGTGATTCTGACCC 5288556 BC003266 5293695 5297691 -5139 5293724 5297691 -5168 5296791 5297069 -8235
Chr10 Normal NT_039492.1 TGGTCATGATAACCT 1401277 Vnn1 1406367 1416925 -5090 1406444 1416925 -5167 1406460 1416240 -5183



Chr9 Normal NT_039472.1 CAGTCAACATGACCT 18306987 LOC244783 18312153 18358339 -5166 18312153 18358339 -5166 18312153 18358339 -5166
Chr18 Complement NT_039674.1 GGGTCAAGTTGACAA 50607508 LOC271521 50602342 50583813 -5166 50602342 50583813 -5166 50602177 50583813 -5331
ChrX Complement NT_039751.1 AGGTCAGAGTGTCCC 37007 LOC333825 31841 29532 -5166 31841 29532 -5166 30954 30457 -6053
Chr3 Complement NT_039226.1 TGGTCAACTTGATCC 4892466 Pgk2 4887300 4885677 -5166 4887300 4885677 -5166 4887195 4885942 -5271
Chr11 Complement NT_039520.1 AGCTCAGGCTGACCT 6992640 Trim41 6995711 6984748 3071 6987474 6984748 -5166 6986499 6985589 -6141
Chr4 Normal NT_039259.1 AGGTCACAGTGAGCA 11518210 1500002I10Rik 11523375 11568569 -5165 11523375 11568569 -5165 11523397 11568476 -5187
Chr18 Normal NT_039674.1 AGGTCAGGCTGGCCT 20308210 LOC211977 20313375 20349549 -5165 20313375 20349549 -5165 20313375 20349549 -5165
Chr2 Normal NT_039206.1 AGGTCAGGCTGAGCC 3285756 MOR127-4 3290918 3293560 -5162 3290918 3291871 -5162 3290918 3291871 -5162
Chr4 Complement NT_039263.1 TAGTCATGATGACCT 9398180 Bbp 9393021 9365129 -5159 9393021 9365129 -5159 9392992 9367693 -5188
Chr3 Complement NT_039234.1 AGATCAACCTGACCC 26774798 LOC229544 26769640 26756085 -5158 26769640 26756085 -5158 26769640 26756085 -5158
Chr5 Normal NT_039301.1 TGGTCCACATGACCT 368568 Crmp5-pending 373725 462866 -5157 373725 462467 -5157 408725 459821 -40157
Chr3 Complement NT_039234.1 TGGTCACTCTTACCC 18013116 Gucy1a3 18007959 17956777 -5157 18007959 17956777 -5157 17981343 17956777 -31773
Chr7 Normal NT_039433.1 GGGTCACTGTCACCA 21224340 Mylpf 21229497 21230999 -5157 21229497 21230999 -5157 21229497 21230957 -5157
Chr13 Complement NT_039578.1 GGGTCTGTCTGACCA 8002744 LOC328197 7997588 7984105 -5156 7997588 7984105 -5156 7988660 7984105 -14084
Chr7 Normal NT_039446.1 GGGTCAGACTCACCT 63203 AI194308 68272 81344 -5069 68357 81344 -5154 70457 81143 -7254
Chr2 Complement NT_039202.1 GTGTCAACTTGACCC 8408269 LOC227566 8403115 8401855 -5154 8403115 8401883 -5154 8402537 8402064 -5732
Chr19 Normal NT_039687.1 GGGTCATGCTGACCA 23134036 LOC208524 23139188 23139578 -5152 23139188 23139578 -5152 23139188 23139578 -5152
Chr8 Normal NT_039461.1 AGGTCATCATGACTG 5612721 Nek1 5617832 5732387 -5111 5617873 5655400 -5152 5631355 5653759 -18634
Chr15 Normal NT_039621.1 GGGTCAGACTCACCT 40633667 Prkcabp 40638195 40665680 -4528 40638819 40658466 -5152 40638819 40657998 -5152
Chr16 Normal NT_039624.1 CGGTCAATTTGATCT 54395574 D16Ium22e 54400694 54433730 -5120 54400725 54433728 -5151 54400873 54431936 -5299
Chr10 Complement NT_039494.1 TGATCAGGGTGACCC 10127811 LOC215168 10122664 10117630 -5147 10122664 10117630 -5147 10122664 10117630 -5147
Chr12 Normal NT_039539.1 TGGTGACTCTGACCC 752629 Dnmt3a 701024 775318 51605 757774 774163 -5145 701201 774156 51428
Chr16 Complement NT_039624.1 GGGTCAGGATGTCCG 47741040 LOC224185 47736104 47735111 -4936 47735895 47735111 -5145 47735868 47735261 -5172
Chr4 Normal NT_039259.1 GGGACACCATGACCA 8940497 LOC277786 8945642 8950040 -5145 8945642 8950040 -5145 8945642 8950040 -5145
Chr18 Complement NT_039674.1 CAGTCAGGCTGACCT 58371664 LOC240332 58366520 58360921 -5144 58366520 58360921 -5144 58366457 58360921 -5207
ChrX Normal NT_039700.1 AGGTCAACTTGATCC 8912241 LOC278181 8917385 8921896 -5144 8917385 8921896 -5144 8917385 8921896 -5144
Chr5 Complement NT_039305.1 GGATCAAGTTGACCA 29601408 9430027B09Rik 29596266 29595309 -5142 29596266 29595309 -5142 29595981 29595640 -5427
Chr4 Normal NT_039268.1 GGGTCAAACTGACAT 2610887 F730108M23Rik 2616029 2633030 -5142 2616029 2633030 -5142 2616418 2631072 -5531
Chr5 Complement NT_039312.1 AGGTCACAGTGACTG 8223184 Aldh2 8218145 8192137 -5039 8218043 8192158 -5141 8217938 8192447 -5246
Chr8 Complement NT_039467.1 GGGTCAGGTTGAGCA 45557201 4632417N05Rik 45554235 45542052 -2966 45552061 45542052 -5140 45545707 45543369 -11494
Chr2 Normal NT_039209.1 CGGTCACTCTCACCT 27097405 7420700F21 27102544 27128831 -5139 27102544 27121556 -5139 27106264 27120679 -8859
Chr7 Normal NT_039433.1 TGGTCAACTTGTCCT 5922539 4921517J23Rik 5927677 5966502 -5138 5927677 5948733 -5138 5927874 5948518 -5335
Chr6 Normal NT_039356.1 GGGACAGTGTGACCC 421481 C130073D16Rik 426619 454747 -5138 426619 449717 -5138 440613 447895 -19132
Chr14 Complement NT_039606.1 CGGTCCACATGACCT 15947723 E130206H14Rik 15942697 15922053 -5026 15942587 15924265 -5136 15937870 15924576 -9853
Chr6 Normal NT_039343.1 GGGTCACAGTGACCT 647514 LOC330310 652649 661333 -5135 652649 661333 -5135 652649 661333 -5135
Chr16 Normal NT_039624.1 AGGTCAAGCCGACTC 1416045 4930451G09Rik 1421085 1435728 -5040 1421178 1435728 -5133 1422334 1425865 -6289
Chr5 Normal NT_039299.1 CTGTCAGCTTGACCT 2280304 LOC242851 2285437 2330981 -5133 2285437 2330981 -5133 2285437 2330981 -5133
Chr1 Complement NT_039173.1 GGCTCATAATGACCT 4404972 Asb-18 4399840 4337442 -5132 4399840 4337442 -5132 4399840 4337442 -5132
Chr11 Normal NT_039521.1 AGGTCTTGGTGACCT 31815062 C630046B20Rik 31820193 31826828 -5131 31820193 31826828 -5131 31820368 31826768 -5306
Chr11 Complement NT_039520.1 TGGTCTCTGTGACCC 35112329 A830053O21Rik 35107201 35102711 -5128 35107201 35102711 -5128 35106009 35105698 -6320
Chr5 Normal NT_039300.1 GGATCAAGTTGACCT 120360 LOC231058 125488 132093 -5128 125488 131128 -5128 125547 129973 -5187
Chr8 Normal NT_039462.1 TGTTCACTTTGACCT 4123297 Lpl 4128385 4155184 -5088 4128425 4154668 -5128 4128624 4152429 -5327
Chr3 Normal NT_039228.1 AGGTCATCTTGAGCA 8481093 Fgf2 8486044 8542235 -4951 8486219 8542166 -5126 8486219 8542166 -5126
Chr19 Complement NT_039692.1 TGGTCAGGTTGTCCC 6277465 Kcnip2 6272559 6250287 -4906 6272340 6250302 -5125 6272340 6250302 -5125
Chr2 Normal NT_039205.1 GGGGCAGCACGACCC 4478232 LOC279028 4483357 4497875 -5125 4483357 4486411 -5125 4483461 4486233 -5229
Chr11 Complement NT_039515.1 CGGTCAGTCTGTCCC 20754834 Pex13 20749802 20730322 -5032 20749711 20732353 -5123 20749687 20733135 -5147
Chr1 Complement NT_039170.1 GGATCAAGTTGACCT 7288492 LOC329108 7283370 7280579 -5122 7283370 7280579 -5122 7282264 7281731 -6228
Chr11 Complement NT_039520.1 GGGTCAGGTTGTCCT 31513964 Ctns 31508973 31492958 -4991 31508844 31492958 -5120 31506523 31494743 -7441
ChrX Complement NT_039700.1 AGGTTGCATTGACCT 8107303 Maob 8102183 7994101 -5120 8102183 7994103 -5120 8102094 7994858 -5209
Chr3 Complement NT_039228.1 AGGTCAACATGACTG 7618094 Anxa5 7613164 7586286 -4930 7612975 7586286 -5119 7612709 7586705 -5385
Chr3 Normal NT_039234.1 CTGTCAGCTTGACCC 20871724 Fbxw7 20739835 20903826 131889 20876841 20902257 -5117 20877003 20902171 -5279
Chr11 Normal NT_039521.1 GGGTCAGCCTGGCCT 7715908 Hoxb5 7721024 7724549 -5116 7721024 7724549 -5116 7722043 7722852 -6135
ChrX Complement NT_039718.1 AGGCCATGGTGACCT 6480350 V1rb9 6475235 6474245 -5115 6475235 6474245 -5115 6475177 6474245 -5173
Chr15 Normal NT_039621.1 AGGTCTTTCTGACCT 64560878 Hoxc12 64565991 64567655 -5113 64565991 64567655 -5113 64565991 64567655 -5113
Chr5 Complement NT_039324.1 GGGTCGTGCTGCCCC 313426 LOC231896 308313 304152 -5113 308313 304152 -5113 308313 304152 -5113
Chr1 Normal NT_039189.1 AGGTCACTTTGTCCA 6597307 1110020E07Rik 6602419 6607240 -5112 6602419 6607240 -5112 6602600 6602983 -5293
ChrX Complement NT_039700.1 GGATCGAACTGACCC 5132515 Cask 5127404 4801890 -5111 5127404 4801890 -5111 5126914 4803020 -5601
Chr14 Normal NT_039598.1 AGGTCAGCTTGATCT 5418171 Parg 5423011 5518528 -4840 5423282 5518198 -5111 5423308 5517322 -5137
Chr19 Normal NT_039684.1 TGGTCTGGATGACCC 2409941 0710001P18Rik 2415051 2427690 -5110 2415051 2427690 -5110 2415214 2427535 -5273
Chr11 Normal NT_039520.1 GGATCGCACTGACCC 35943536 1300007F04Rik 35948646 35953570 -5110 35948646 35953570 -5110 35948724 35952366 -5188
Chr7 Complement NT_039433.1 GGGTCAGCCTGAGCT 20795069 LOC330652 20789959 20788243 -5110 20789959 20788243 -5110 20789242 20788898 -5827
Chr18 Normal NT_039674.1 ATGTCATAGTGACCT 40411673 LOC265414 40416782 40418309 -5109 40416782 40418309 -5109 40416831 40417499 -5158
Chr16 Normal NT_039625.1 AGGTTATATTGACCA 12433698 LOC239905 12438806 12464767 -5108 12438806 12464767 -5108 12438806 12464767 -5108
Chr6 Complement NT_039350.1 AGGTGATGCTGACCC 14497 LOC231097 9390 7971 -5107 9390 7971 -5107 9355 8744 -5142
ChrX Complement NT_039700.1 AGGTCCTACTGACCT 12219422 Syn1 12214315 12153919 -5107 12214315 12153923 -5107 12214193 12154948 -5229
Chr18 Normal NT_039676.1 AGGTCACAAAGACCA 63083 5430411K18Rik 68189 105698 -5106 68189 105698 -5106 80372 103794 -17289
Chr2 Normal NT_039206.1 GGATCAAGTTGACCT 20851280 LOC194585 20856386 21608225 -5106 20856386 20877785 -5106 20856386 20877785 -5106
Chr1 Complement NT_039171.1 AGATCAGGGTGACCA 1562267 LOC271713 1557161 1425613 -5106 1557161 1425613 -5106 1557161 1425613 -5106
Chr2 Normal NT_039205.1 GGGTCAAGCTGTCCT 3154483 LOC332578 3159588 3162574 -5105 3159588 3162574 -5105 3159588 3162574 -5105
Chr6 Normal NT_039353.1 AGGACAGTGTGACCA 16277445 LOC333144 16282550 16442356 -5105 16282550 16442356 -5105 16282550 16442356 -5105
Chr10 Complement NT_039496.1 AGGGCATCCTGACCA 6689989 2310032K21Rik 6684886 6679891 -5103 6684886 6679891 -5103 6683276 6679962 -6713
Chr15 Normal NT_039618.1 TGGTCAACTTGATCC 21032160 LOC328519 21037262 21044895 -5102 21037262 21044895 -5102 21037274 21044895 -5114
Chr4 Complement NT_039268.1 TGGTCGTGGTGACCT 470862 Plod1 465811 439118 -5051 465760 439118 -5102 465733 439775 -5129
Chr11 Complement NT_039521.1 AGGTCAGCCTGGCCT 17620887 2610019A05Rik 17615815 17585574 -5072 17615786 17585574 -5101 17609374 17586277 -11513
Chr17 Complement NT_039656.1 GGGTCATCATGACTG 2314731 6430584G11Rik 2309699 2277476 -5032 2309630 2277476 -5101 2302596 2278163 -12135
Chr6 Complement NT_039359.1 AAGTCACCCTGACCA 5342793 Eps8 5369355 5276465 26562 5337692 5276465 -5101 5337668 5277304 -5125
Chr18 Normal NT_039674.1 AGGTCAGCATGGCCC 1720200 LOC210639 1725299 1788433 -5099 1725299 1788433 -5099 1725299 1788433 -5099
Chr15 Normal NT_039621.1 GGATCAAGTTGACCT 11713738 LOC239428 11718835 11741152 -5097 11718835 11741152 -5097 11733873 11741152 -20135
Chr7 Complement NT_039420.1 TGGTCACCAGGACCC 2576306 Sphk2 2571272 2563533 -5034 2571210 2563554 -5096 2566935 2563995 -9371
Chr4 Normal NT_039264.1 GGGTCAAGGTCACCT 2026540 LOC235961 2031635 2034422 -5095 2031635 2034422 -5095 2031635 2034422 -5095
Chr4 Complement NT_039266.1 GGCTCACACTGACCA 3784566 2810043G13Rik 3779473 3776488 -5093 3779473 3776488 -5093 3777541 3776726 -7025
Chr8 Complement NT_039467.1 GGGTCACACTGGCCA 33588020 4432417N03Rik 33583082 33523374 -4938 33582927 33523374 -5093 33560699 33526651 -27321
Chr10 Normal NT_039510.1 GGGGCAAAGTGACCA 485133 4930583C14Rik 490203 497817 -5070 490226 497817 -5093 490323 497699 -5190
Chr5 Normal NT_039331.1 TGTTCAGAGTGACCC 64746 Ephb4 69518 94012 -4772 69839 93804 -5093 70007 93135 -5261
Chr11 Normal NT_039520.1 AGGTCAGAGTGACAG 45529168 1110001A07Rik 45534233 45547973 -5065 45534260 45547973 -5092 45534271 45546998 -5103
Chr9 Complement NT_039473.1 GGGTCATCCTGATCT 2544282 LOC235300 2539191 2533293 -5091 2539191 2533293 -5091 2534382 2533948 -9900
Chr18 Complement NT_039674.1 TGGACACACTGACCT 60134099 A330042I05Rik 60129009 60122295 -5090 60129009 60127454 -5090 60128767 60127617 -5332
Chr7 Normal NT_039420.1 AGGTCCTAGTGACCT 2566300 LOC330525 2571388 2573960 -5088 2571388 2573960 -5088 2573080 2573960 -6780
Chr4 Complement NT_039264.1 GGATCAAGTTGACCT 13128216 LOC277781 13123129 13120799 -5087 13123129 13120799 -5087 13122819 13122073 -5397
Chr11 Normal NT_039520.1 GGGTCAAGAGGACCG 43376367 Car4 43381364 43389654 -4997 43381453 43389654 -5086 43381497 43389415 -5130
Chr11 Normal NT_039520.1 TGGTCACCATGATCT 25557274 Myh4 25562360 25567993 -5086 25562360 25567993 -5086 25562962 25567888 -5688
Chr6 Complement NT_039353.1 AGATCAAGCTGACCA 5614763 LOC272284 5609681 5596887 -5082 5609681 5596887 -5082 5597963 5596887 -16800
Chr5 Normal NT_039307.1 AGCTCACCTTGACCC 11755632 Csng 11760713 11774943 -5081 11760713 11774943 -5081 11761933 11773886 -6301
Chr6 Normal NT_039343.1 GGGGCATTGTGACCC 19814605 LOC232045 19819685 19820176 -5080 19819685 19820176 -5080 19819685 19820176 -5080
Chr9 Normal NT_039474.1 AGGGCACAGTGACCC 1039105 Crabp1 1044124 1052688 -5019 1044184 1052688 -5079 1044278 1052455 -5173



ChrX Complement NT_039709.1 AGGTCAGGGTGCCCA 9159740 Halapx-pending 9154661 9153478 -5079 9154661 9153478 -5079 9154415 9153522 -5325
Chr16 Normal NT_039624.1 GGGTCAATACGTCCT 22494258 LOC210497 22499335 22500354 -5077 22499335 22500354 -5077 22499335 22500354 -5077
Chr3 Complement NT_039227.1 GTGTCAGGATGACCC 5520097 LOC332731 5515020 5299465 -5077 5515020 5299465 -5077 5515020 5299465 -5077
Chr13 Normal NT_039578.1 TGGTCACTTTGAGCT 7995654 Zfp96 8000731 8057681 -5077 8000731 8057681 -5077 8051507 8057370 -55853
Chr10 Complement NT_039496.1 TGGTCACTTTGCCCC 1664791 4930583C14Rik 1659738 1651995 -5053 1659715 1651995 -5076 1659618 1652113 -5173
Chr11 Normal NT_039520.1 AGGTGACCCTGACCT 27191059 9930039A11Rik 27196133 27203357 -5074 27196133 27203357 -5074 27200189 27200824 -9130
Chr17 Normal NT_039649.1 TGGTCAGAATGCCCC 11563466 Ly6g5c 11568539 11572192 -5073 11568539 11572192 -5073 11568539 11572192 -5073
Chr17 Normal NT_039662.1 TGGTCAGAATGCCCC 1352929 Ly6g5c 1358002 1361651 -5073 1358002 1361651 -5073 1358002 1361651 -5073
ChrX Normal NT_039698.1 GGATCACCCTGACCG 1041326 Pim2 1046355 1051525 -5029 1046399 1051525 -5073 1046412 1050610 -5086
Chr9 Complement NT_039480.1 TGGTCAGGTAGACCT 2291343 Stac 2286301 2157400 -5042 2286270 2157400 -5073 2286162 2158595 -5181
Chr15 Normal NT_039621.1 AGGTCTCCTTGACCA 39935043 LOC268828 39940114 39941802 -5071 39940114 39941802 -5071 39940136 39940408 -5093
Chr7 Complement NT_039413.1 AGGTGAGTCTGACCC 1404872 LOC269886 1399801 1387637 -5071 1399801 1387637 -5071 1397778 1388898 -7094
Chr4 Complement NT_039266.1 AGGTCACAGTCACCA 9046709 LOC242719 9041639 9024304 -5070 9041639 9024304 -5070 9041639 9024304 -5070
Chr12 Normal NT_039553.1 AGATCAGGCTGACCT 7939653 1110013H04Rik 7944615 7961560 -4962 7944716 7957717 -5063 7944749 7957221 -5096
Chr7 Normal NT_039407.1 AGGTCAGCCTGAGCT 925162 LOC210156 930223 983138 -5061 930223 983138 -5061 930223 983138 -5061
Chr3 Normal NT_039234.1 CAGTCATCATGACCC 25299761 LOC279134 25304822 25334126 -5061 25304822 25334126 -5061 25308230 25334126 -8469
Chr13 Complement NT_039589.1 AGGTGGTGTTGACCC 1194911 3110006E14Rik 1190523 1153599 -4388 1189851 1153599 -5060 1189799 1154795 -5112
Chr16 Normal NT_039624.1 AGGTAGGCCTGACCC 5305311 1110017P05Rik 5310370 5339188 -5059 5310370 5339188 -5059 5310730 5336310 -5419
Chr6 Complement NT_039371.1 GGGTCTTGATGACCA 24142 LOC333651 19084 4341 -5058 19084 4341 -5058 19066 4341 -5076
Chr2 Normal NT_039209.1 TGGTCATTTTGACCA 28351189 LOC241634 28356246 28566912 -5057 28356246 28371099 -5057 28356246 28371099 -5057
Chr17 Normal NT_039649.1 AGGGCGAGGTGACCT 10476374 Col11a2 10481429 10508958 -5055 10481429 10508516 -5055 10497522 10508138 -21148
Chr7 Normal NT_039400.1 CGGTCAGCCTGATCT 506315 Gpr4 511370 514157 -5055 511370 514157 -5055 512138 513235 -5823
Chr13 Normal NT_039579.1 AGGTCATTCTGATCC 636486 D330015H01Rik 641539 645623 -5053 641539 645623 -5053 643687 643995 -7201
Chr11 Normal NT_039521.1 TCGTCAGCATGACCT 12130118 1700007H20Rik 12135169 12135812 -5051 12135169 12135812 -5051 12135183 12135689 -5065
Chr2 Complement NT_039212.1 GGGTGGTGCTGACCC 2949033 Bhlhb4 2943982 2943202 -5051 2943982 2943202 -5051 2943976 2943305 -5057
Chr4 Normal NT_039266.1 AGGCCAACCTGACCT 1327092 Sfrs4 1308029 1336112 19063 1332143 1336112 -5051 1332162 1335484 -5070
Chr11 Normal NT_039520.1 GGGTCAGTCAGACCC 4719589 LOC327910 4724639 4738600 -5050 4724639 4738600 -5050 4724639 4738600 -5050
Chr2 Normal NT_039210.1 AGGTCTCTGTGACCA 4724790 SPAG4 4729839 4810422 -5049 4729839 4734128 -5049 4729991 4730783 -5201
Chr5 Complement NT_039303.1 CGGTCAGGGTGACAT 141032 9130413I22Rik 135984 134145 -5048 135984 134145 -5048 135873 135496 -5159
Chr14 Complement NT_039606.1 AGGTCAGCCTGACAT 22227222 LOC210787 22222174 22187292 -5048 22222174 22187292 -5048 22220602 22187292 -6620
Chr6 Complement NT_039355.1 TGGTCACATTGCCCT 10074142 Cacna1c 10069095 9554218 -5047 10069095 9554218 -5047 10068516 9555536 -5626
Chr12 Normal NT_039551.1 TGGTCAATGTCACCT 29758643 Chx10 29763599 29788993 -4956 29763690 29788993 -5047 29763690 29786989 -5047
Chr9 Complement NT_039474.1 CGGTCAATCTGATCC 15074665 LOC208535 15069619 15008594 -5046 15069619 15008594 -5046 15069619 15008594 -5046
Chr13 Normal NT_039590.1 GGGTCATCATGACAC 27108529 Fgf10 27112853 27189377 -4324 27113574 27187516 -5045 27113574 27187516 -5045
Chr9 Normal NT_039476.1 GGGGCAGCACGACCC 10684783 LOC333425 10689828 10696583 -5045 10689828 10696583 -5045 10689828 10696583 -5045
Chr11 Complement NT_039515.1 AGCTCAGGCTGACCC 17918150 1110067D22Rik 17913107 17905142 -5043 17913107 17905142 -5043 17912796 17908159 -5354
Chr6 Normal NT_039369.1 GGGTCAATGTTACCA 123237 Eno2 128260 137755 -5023 128276 137445 -5039 129488 136517 -6251
Chr7 Normal NT_039429.1 GGGTCATTATGATCA 23168008 LOC244188 23173047 23176795 -5039 23173047 23176795 -5039 23173047 23176795 -5039
Chr10 Normal NT_039491.1 GGGTCGTGTTGCCCC 12478983 Map3k5 12484022 12605887 -5039 12484022 12605887 -5039 12484022 12605887 -5039
Chr9 Complement NT_039473.1 AGGTTGTGGTGACCC 1413048 Sorl1 1408009 1384011 -5039 1408009 1384011 -5039 1407982 1387890 -5066
Chr3 Normal NT_039238.1 TGGTGACCTTGACCC 4037125 2010002L15Rik 4042162 4056754 -5037 4042162 4056754 -5037 4044780 4056371 -7655
Chr6 Complement NT_039382.1 AGGTGACTCTGACCA 25863 LOC333799 20826 17709 -5037 20826 17709 -5037 18894 18514 -6969
ChrX Complement NT_039702.1 AGGTCAGACTGAACA 12402983 MOR216-1 12397946 12394224 -5037 12397946 12394224 -5037 12397946 12394224 -5037
Chr8 Normal NT_039456.1 TGGTCATATTAACCT 12111670 Ppp2cb 12116705 12125847 -5035 12116705 12125245 -5035 12116705 12125245 -5035
Chr16 Complement NT_039624.1 GGGTCAGGGTGACAT 16642950 LOC239741 16637917 16547771 -5033 16637917 16547771 -5033 16637917 16547771 -5033
Chr2 Normal NT_039205.1 CGGTCACAGTGTCCC 4388179 Surf2 4393154 4423887 -4975 4393212 4396599 -5033 4393212 4396599 -5033
Chr5 Complement NT_039312.1 GGGTCTCCTTGACCC 959078 9130222L19Rik 954046 943102 -5032 954046 943102 -5032 954012 943276 -5066
Chr17 Normal NT_039649.1 TGTTCACAATGACCC 11716589 LOC56628 11720770 11845025 -4181 11721621 11805620 -5032 11721621 11805620 -5032
Chr9 Normal NT_039477.1 AGTTCAAGATGACCT 6985120 BC017634 6990122 7003914 -5002 6990149 7003914 -5029 6999512 7002564 -14392
Chr5 Complement NT_039301.1 AGTTCAATCTGACCA 761694 Slc30a3 771385 749274 9691 756665 751116 -5029 756524 751116 -5170
Chr14 Complement NT_039606.1 AGCTCAGGTTGACCT 2006734 1810034K20Rik 2001821 1999226 -4913 2001706 2000315 -5028 2001706 2000315 -5028
Chr7 Normal NT_039385.1 AGGTCAAGCTGAACC 1179071 1500015O20Rik 1184095 1186277 -5024 1184095 1186277 -5024 1185374 1185892 -6303
Chr11 Normal NT_039521.1 AGGTCAGGCTGTCCT 31741374 B930044J06 31746398 31750826 -5024 31746398 31749937 -5024 31747976 31748542 -6602
ChrX Complement NT_039723.1 GGGTCATGCTGACCA 63701 LOC245676 58677 58384 -5024 58677 58384 -5024 58677 58384 -5024
Chr1 Normal NT_039185.1 AGGTCACTTTGACAA 15107935 1700009P17Rik 15105354 15118248 2581 15112958 15118248 -5023 15116332 15118083 -8397
Chr11 Complement NT_039520.1 AGGTCAGAGTAACCT 18124267 Cops3 18119317 18097285 -4950 18119246 18097285 -5021 18119203 18097534 -5064
Chr2 Normal NT_039205.1 TGGTCAAATTGGCCC 8318688 Prrx2 8313399 8436332 5289 8323709 8358461 -5021 8323863 8358461 -5175
Chr2 Normal NT_039205.1 AGGTCCACATGACCC 10064339 Siat7d 10069353 10103078 -5014 10069358 10081969 -5019 10069945 10079478 -5606
Chr1 Complement NT_039180.1 TGGTCAGCCTGATCT 20540971 Nek7 20595373 20458773 54402 20535953 20458982 -5018 20535932 20461059 -5039
Chr11 Complement NT_039521.1 GGGTCACCTTCACCT 31009613 Nptx1 31004687 30996145 -4926 31004598 30996145 -5015 31004362 30999246 -5251
Chr2 Complement NT_039208.1 TGGTCAGCATGGCCT 11113665 LOC269290 11108654 11106795 -5011 11108654 11106795 -5011 11108354 11107857 -5311
Chr1 Normal NT_039170.1 AGGCCACCCTGACCA 13960217 D430024K22Rik 13965177 13981473 -4960 13965225 13977971 -5008 13976014 13977647 -15797
Chr8 Complement NT_039461.1 AGGTCATCATGACTG 5612721 Clcn3 5607862 5536127 -4859 5607716 5538251 -5005 5566827 5538351 -45894
Chr10 Normal NT_039510.1 TAGTCACTCTGACCC 534301 Ddt 539285 541447 -4984 539306 541447 -5005 539357 541246 -5056
Chr4 Normal NT_039263.1 TGGTCAACTTGATCC 8315963 LOC332913 8320968 8438757 -5005 8320968 8438757 -5005 8320968 8438757 -5005
Chr9 Normal NT_039476.1 GAGTCACCATGACCC 11753271 Ehd2 11758275 11759740 -5004 11758275 11759740 -5004 11758275 11758299 -5004
Chr9 Normal NT_039474.1 GGGTGACAATGACCC 26341761 LOC244929 26346765 26348964 -5004 26346765 26348964 -5004 26346765 26348964 -5004
Chr14 Complement NT_039606.1 GTGTCATGTTGACCT 2511601 Gzmg 2506599 2503613 -5002 2506599 2503711 -5002 2506558 2503722 -5043
Chr4 Complement NT_039260.1 AGGTCATTCTCACCA 1154119 LOC329835 1149117 1146718 -5002 1149117 1146718 -5002 1148378 1147917 -5741
Chr19 Complement NT_039692.1 CAGTCATGATGACCT 6778998 1110007H17Rik 6787782 6772783 8784 6773997 6772783 -5001 6773096 6772787 -5902
Chr6 Complement NT_039359.1 AGGTCAGTCTGGCCC 2384342 9130403P13Rik 2379427 2357083 -4915 2379341 2357083 -5001 2369583 2357841 -14759
Chr14 Complement NT_039599.1 AGGTCATTGTAACCT 2116821 Gmfb 2111848 2097760 -4973 2111821 2097760 -5000 2111714 2101363 -5107
Chr12 Complement NT_039539.1 TTGTCAACTTGACCC 5444427 6330417G02Rik 5439428 5390910 -4999 5439428 5390910 -4999 5439428 5390910 -4999
Chr15 Normal NT_039621.1 AGGTCGAGGTTACCC 58877774 MGC47262 58798292 58907414 79482 58882773 58907414 -4999 58905818 58907119 -28044
Chr16 Complement NT_039625.1 TGGTCAATTTGACTT 2198366 9330155M09Rik 2193369 2189470 -4997 2193369 2189470 -4997 2191864 2191388 -6502
Chr13 Complement NT_039590.1 AGGTCACCTTGAACT 4690614 Hmgcr 4685676 4664082 -4938 4685617 4664082 -4997 4677858 4665321 -12756
Chr17 Normal NT_039649.1 AGCTCAGACTGACCC 11305196 Rdbp 11309683 11315721 -4487 11310192 11315431 -4996 11310192 11313363 -4996
Chr17 Normal NT_039662.1 AGCTCAGACTGACCC 1094698 Rdbp 1099183 1105221 -4485 1099692 1104931 -4994 1099692 1102863 -4994
Chr11 Normal NT_039520.1 GGGTGAACGTGACCC 31323885 Camkk1 31328868 31351888 -4983 31328878 31351888 -4993 31335403 31350116 -11518
ChrX Complement NT_039713.1 TGATCAGGGTGACCC 9259238 LOC333569 9254245 9253598 -4993 9254245 9253598 -4993 9254245 9253598 -4993
Chr10 Complement NT_039496.1 GGGTCAGAGTGACTA 1613832 Ddt 1608861 1606699 -4971 1608840 1606699 -4992 1608789 1606900 -5043
Chr10 Normal NT_039500.1 TTGTCAAGATGACCC 30292305 LOC331682 30297297 30320773 -4992 30297297 30320773 -4992 30297297 30320773 -4992
Chr5 Normal NT_039299.1 AGGCCATCTTGACCA 8995280 1700022A21Rik 9000269 9003676 -4989 9000269 9003676 -4989 9002353 9003555 -7073
Chr4 Normal NT_039264.1 AGGACACTATGACCA 9816095 Faf1 9821056 10107139 -4961 9821084 10106408 -4989 9821390 10106244 -5295
Chr18 Complement NT_039676.1 AGGTCAGAATGAGCA 3796529 LOC225773 3791540 3783565 -4989 3791540 3783565 -4989 3791540 3783565 -4989
Chr3 Normal NT_039240.1 AGGCCAGGCTGACCT 8528257 LOC242198 8533246 8538206 -4989 8533246 8538206 -4989 8533246 8538206 -4989
Chr1 Complement NT_039172.1 GGGGCATAGTGACCA 5314996 LOC211600 5310008 5177573 -4988 5310008 5177573 -4988 5310008 5177573 -4988
Chr6 Complement NT_039356.1 AGGTCACCATGTCCT 3660060 LOC232391 3655073 3653761 -4987 3655073 3653761 -4987 3654888 3654181 -5172
Chr19 Normal NT_039685.1 AGGTCAGTCTGAGCT 559313 2610301D06Rik 564297 575778 -4984 564297 575481 -4984 564517 575008 -5204
Chr17 Complement NT_039637.1 CGGTCAACCTGACTT 319790 LOC328737 314806 312035 -4984 314806 312035 -4984 314113 313790 -5677
Chr5 Complement NT_039305.1 AGGGCAGCCTGACCC 35796234 LOC333028 35791252 35770778 -4982 35791252 35770778 -4982 35791252 35770778 -4982
Chr17 Normal NT_039649.1 AGGTCACCAGGACCT 4545979 LOC224650 4550960 4606100 -4981 4550960 4606100 -4981 4551421 4604066 -5442
Chr7 Complement NT_039429.1 GGGTCACCCTGAGCT 20627829 MOR14-1 20622849 20621905 -4980 20622849 20621905 -4980 20622849 20621905 -4980
Chr4 Normal NT_039261.1 AGGTCATTCTGAGCT 5938706 9430078C22Rik 5940505 6005112 -1799 5943685 6005112 -4979 5946964 6004381 -8258
Chr19 Normal NT_039687.1 AGCTCAAGATGACCC 13596855 LOC240579 13601834 13703468 -4979 13601834 13703468 -4979 13601834 13703468 -4979



Chr11 Complement NT_039521.1 GGGTCACCTTGTCCC 29752312 2700002L06Rik 29747334 29716757 -4978 29747334 29716757 -4978 29743093 29719102 -9219
Chr9 Complement NT_039474.1 GGGTCACAGTAACCA 9123532 Fem1b 9119104 9103463 -4428 9118554 9103786 -4978 9118480 9103850 -5052
Chr14 Normal NT_039609.1 AGGTCAACTTGATCC 2201122 LOC210751 2206100 2252657 -4978 2206100 2252657 -4978 2206100 2252657 -4978
Chr10 Complement NT_039491.1 TGTTCAGTGTGACCT 14563384 4930444G20Rik 14558408 14557051 -4976 14558408 14557051 -4976 14557826 14557335 -5558
Chr19 Complement NT_039687.1 TGGTCAGGAAGACCT 15467848 9530034F03Rik 15462872 15281936 -4976 15462872 15281936 -4976 15462636 15283405 -5212
Chr19 Normal NT_039692.1 AGGTCACTGTGTCCT 14258426 LOC329072 14263402 14266478 -4976 14263402 14266478 -4976 14263846 14264139 -5420
Chr2 Complement NT_039208.1 TGTTCATAATGACCC 17243199 MOR194-1 17238224 17237274 -4975 17238224 17237274 -4975 17238224 17237274 -4975
Chr17 Normal NT_039662.1 AGGGCGAGGTGACCT 283401 Col11a2 288375 315178 -4974 288375 315178 -4974 288593 314744 -5192
Chr11 Normal NT_039520.1 GGGTCGCCTTGAACC 46119932 4732452J19Rik 46088095 46160546 31837 46124905 46160546 -4973 46152164 46159207 -32232
Chr5 Normal NT_039302.1 GGGTCTCCATGACCT 662271 4933407H18Rik 667244 706917 -4973 667244 706917 -4973 667776 703656 -5505
Chr7 Complement NT_039419.1 GGGTCACAATGACCA 74573 LOC330517 69600 65694 -4973 69600 65694 -4973 69600 65694 -4973
Chr2 Complement NT_039208.1 AGATCATGCTGACCT 22447466 MGC40841 22442556 22271083 -4910 22442493 22271083 -4973 22442456 22274817 -5010
Chr11 Complement NT_039520.1 TGGTCCCTATGACCT 23220283 LOC195123 23215311 23135204 -4972 23215311 23135204 -4972 23215311 23135204 -4972
Chr10 Normal NT_039498.1 AGGTCACCGTGACCC 916531 LOC216185 921503 922252 -4972 921503 922252 -4972 921519 922175 -4988
Chr2 Complement NT_039207.1 TGGTCACAGTGCCCC 3549900 9130009C22Rik 3545024 3496072 -4876 3544929 3496219 -4971 3544699 3496678 -5201
Chr15 Normal NT_039621.1 TGGTCAACTTGACCG 19283213 LOC210544 19245418 19302862 37795 19288182 19302862 -4969 19291144 19302658 -7931
Chr1 Normal NT_039174.1 TGGTCATTTTGCCCT 22279386 LOC241213 22284354 22392123 -4968 22284354 22392123 -4968 22284354 22392123 -4968
Chr6 Complement NT_039356.1 TGGTAACATTGACCC 192137 Eno2 187309 177476 -4828 187170 177782 -4967 185739 178710 -6398
Chr5 Normal NT_039307.1 TAGTCATCTTGACCT 14577397 LOC243100 14582364 14619206 -4967 14582364 14619206 -4967 14582364 14619206 -4967
Chr8 Normal NT_039467.1 GGGTCAGGTTGAGCA 45557201 LOC330850 45562168 45575709 -4967 45562168 45575709 -4967 45562711 45564580 -5510
Chr6 Normal NT_039350.1 AGGTCAGGTTGACAT 972240 LOC330347 977206 978337 -4966 977206 978337 -4966 977236 977547 -4996
Chr9 Complement NT_039473.1 ATGTCATGATGACCC 8401403 Htr3a 8396503 8384685 -4900 8396440 8384685 -4963 8396369 8385169 -5034
Chr5 Normal NT_039318.1 GGGTCACAAAGACCC 1267756 LOC231889 1272718 1280401 -4962 1272718 1280401 -4962 1274804 1280215 -7048
Chr7 Complement NT_039433.1 GGGTCAATCTAACCA 20588323 3230401O13Rik 20583856 20563463 -4467 20583363 20563909 -4960 20583176 20563995 -5147
Chr10 Normal NT_039496.1 AGGTCACTCTGGCCT 5851530 Abca7 5855343 5874444 -3813 5856489 5874444 -4959 5856489 5874331 -4959
Chr18 Normal NT_039674.1 TGGTCAACTTGATCC 42291943 LOC328951 42296902 42299530 -4959 42296902 42299530 -4959 42297698 42298009 -5755
Chr4 Normal NT_039260.1 AGGTCTGTGTGACCG 2982780 1300002K09Rik 2987594 3025782 -4814 2987738 3025782 -4958 2987856 3024177 -5076
Chr11 Complement NT_039515.1 TGGTCATACTCACCC 775192 4921536K21Rik 770235 761225 -4957 770235 761225 -4957 770224 763297 -4968
Chr7 Normal NT_039435.1 AGGTCAGACTGGCCC 7323070 D7Ertd753e 7327913 7364693 -4843 7328027 7364693 -4957 7328058 7364135 -4988
Chr12 Complement NT_039539.1 AGGTCAGCCTGAGCT 12195784 LOC238095 12190828 12172007 -4956 12190828 12172007 -4956 12190828 12172007 -4956
Chr12 Complement NT_039553.1 GGTTCGTTCTGACCT 4354896 LOC212173 4349943 4333659 -4953 4349943 4333659 -4953 4349943 4333659 -4953
Chr5 Complement NT_039297.1 ATGTCATGGTGACCC 7233955 4930500J03Rik 7229003 7206463 -4952 7229003 7206591 -4952 7228482 7206847 -5473
Chr6 Complement NT_039341.1 AGGTCACCCTGAGCA 3637464 LOC243750 3632512 3624359 -4952 3632512 3624359 -4952 3632512 3624359 -4952
Chr1 Complement NT_039185.1 AGGTCAAAGTGATCC 2567265 LOC329275 2562313 2561360 -4952 2562313 2561360 -4952 2561862 2561539 -5403
Chr13 Normal NT_039579.1 GGGTCATGCTGACAC 767307 2310047M15Rik 772258 786682 -4951 772258 786682 -4951 772357 786616 -5050
Chr8 Complement NT_039460.1 GGTTCAAGGTGACCC 4365630 LOC244472 4360679 4318264 -4951 4360679 4318264 -4951 4360679 4318264 -4951
Chr11 Complement NT_039520.1 TGTTCAGGTTGACCT 16615034 LOC327933 16610083 16606971 -4951 16610083 16606971 -4951 16609527 16609174 -5507
Chr3 Normal NT_039239.1 AGGTCAGGCTGGCCT 9939612 Dda3-pending 9944523 9948950 -4911 9944562 9948888 -4950 9944986 9948321 -5374
Chr5 Normal NT_039297.1 TGGTCACTCTGAGCC 1599657 Ppp1r14b 1604607 1605356 -4950 1604607 1605329 -4950 1604607 1605058 -4950
Chr12 Complement NT_039554.1 TGGTCAACTTGATCC 654558 LOC217908 649609 649150 -4949 649609 649150 -4949 649576 649150 -4982
Chr5 Normal NT_039316.1 AGCTCAGGCTGACCC 1653502 Nudt1 1658451 1664665 -4949 1658451 1664665 -4949 1660997 1664295 -7495
Chr10 Normal NT_039500.1 AGGTAAGGGCGACCC 6599482 Pctk2 6604431 6663618 -4949 6604431 6663618 -4949 6608176 6638292 -8694
Chr3 Normal NT_039242.1 AGGTCATGCTGACCA 6996691 Adh5 7001608 7013995 -4917 7001639 7013801 -4948 7001678 7013605 -4987
Chr7 Complement NT_039407.1 GGGTCAAGCTGACTG 1839742 1200014H14Rik 1834832 1826861 -4910 1834797 1826861 -4945 1834710 1828737 -5032
Chr13 Complement NT_039590.1 AGTTCAATATGACCA 6839873 5832424M12 6835253 6744842 -4620 6834928 6744842 -4945 6825836 6745605 -14037
Chr10 Normal NT_039500.1 GGGTCAGCATTACCT 26206723 LOC331676 26211667 26308543 -4944 26211667 26308543 -4944 26211667 26308543 -4944
Chr19 Complement NT_039692.1 GGGTCAGAATGGCCT 5697422 LOC269088 5692555 5690035 -4867 5692480 5690035 -4942 5691971 5690478 -5451
Chr17 Normal NT_039658.1 TGGTCAACTTGATCC 12707393 5730422A13Rik 12712332 12749979 -4939 12712332 12749979 -4939 12712422 12749528 -5029
Chr7 Normal NT_039436.1 AGGTCAACTTGATCC 1486940 LOC270009 1491877 1499997 -4937 1491877 1499997 -4937 1491877 1499997 -4937
Chr19 Complement NT_039692.1 AGGACACTGTGACCT 4100933 LOC332388 4095996 4060390 -4937 4095996 4060390 -4937 4095996 4060390 -4937
Chr5 Complement NT_039317.1 GGGTCTGGTTGACCA 424876 LOC243332 419941 400150 -4935 419941 400150 -4935 419941 400150 -4935
Chr12 Normal NT_039551.1 AGGGCAGCACGACCT 16991377 E130308H01 16996231 17157973 -4854 16996311 17118608 -4934 17060853 17117660 -69476
Chr2 Normal NT_039210.1 AGGTAGCCGTGACCT 15053714 LOC241780 15058647 15124074 -4933 15058647 15114531 -4933 15058647 15114531 -4933
Chr16 Normal NT_039624.1 TGGTCATCCTGACCC 1688384 LOC208211 1693316 1705108 -4932 1693316 1705108 -4932 1693328 1704914 -4944
Chr7 Normal NT_039429.1 TGGTCACTTTGAGCC 15504245 LOC330598 15509176 15511261 -4931 15509176 15511261 -4931 15509283 15509687 -5038
Chr2 Normal NT_039208.1 TTGTCAAACTGACCT 3117415 2310021G01Rik 3122305 3190101 -4890 3122345 3133017 -4930 3122417 3131876 -5002
Chr2 Complement NT_039209.1 GGGTCAGGGTGACCT 18282013 Bmf-pending 18279764 18258838 -2249 18277085 18262636 -4928 18277085 18262636 -4928
Chr13 Normal NT_039585.1 AGGGCAGCATGACCT 3412730 LOC268659 3417657 3418429 -4927 3417657 3418429 -4927 3418087 3418389 -5357
Chr8 Normal NT_039455.1 AGCTCAGGCTGACCG 93753 Retn 98662 102708 -4909 98680 100987 -4927 98907 100277 -5154
Chr12 Complement NT_039554.1 TGGTCAACTTGATCC 766944 LOC238427 762019 718357 -4925 762019 718357 -4925 762019 718357 -4925
Chr16 Complement NT_039624.1 AGGTCACTAGGACCT 22724216 LOC328653 22719291 22716768 -4925 22719291 22716768 -4925 22719065 22718778 -5151
Chr14 Normal NT_039599.1 AGGTCATTGTAACCT 2116821 1110038G02Rik 2121745 2143770 -4924 2121745 2143770 -4924 2121887 2143591 -5066
Chr7 Normal NT_039429.1 GGATCAAGTTGACCA 21026404 LOC330612 21031327 21035458 -4923 21031327 21035458 -4923 21031354 21035458 -4950
Chr1 Complement NT_039190.1 GGGGCAGCACGACCC 3230198 LOC329327 3225279 3195640 -4919 3225279 3195640 -4919 3225279 3195640 -4919
Chr8 Normal NT_039460.1 AGGTCAGATTGCCCT 2966583 LOC272484 2971501 2975058 -4918 2971501 2975058 -4918 2971501 2975058 -4918
Chr5 Normal NT_039305.1 AGGACATTATGACCT 5865469 Bst1 5870383 5896125 -4914 5870383 5896125 -4914 5870402 5894916 -4933
Chr5 Complement NT_039314.1 TGATCAGGGTGACCC 6335927 C330016E03Rik 6331912 6329269 -4015 6331014 6329269 -4913 6330952 6329584 -4975
Chr6 Complement NT_039343.1 AGGTGACTCTGACCA 9762942 V1rc23 9758029 9757121 -4913 9758029 9757121 -4913 9758029 9757121 -4913
Chr18 Normal NT_039674.1 GGATCAAGTTGACCT 13163377 LOC225228 13168288 13170189 -4911 13168288 13170189 -4911 13168364 13169029 -4987
Chr11 Normal NT_039520.1 AGGTCACACTTACCC 35882508 LOC237860 35887418 35890927 -4910 35887418 35890927 -4910 35889165 35889449 -6657
Chr9 Normal NT_039473.1 CGCTCAGCCTGACCT 5685012 Apoa1 5689860 5691675 -4848 5689921 5691675 -4909 5690168 5691613 -5156
Chr10 Normal NT_039492.1 GGATCAAGTTGACCA 21463619 LOC215962 21468528 21474011 -4909 21468528 21474011 -4909 21468528 21474011 -4909
Chr16 Complement NT_039624.1 GGGTCACACTGCCCT 32026784 LOC239843 32021876 31973833 -4908 32021876 31973833 -4908 32021876 31973833 -4908
Chr16 Normal NT_039625.1 GGGTCGTGCTGCCCC 497841 LOC239854 502747 503551 -4906 502747 503551 -4906 502747 503551 -4906
Chr2 Normal NT_039209.1 CGGTCACACTGAACT 28577334 2610301K12Rik 28582023 28659708 -4689 28582239 28615697 -4905 28587018 28615248 -9684
Chr2 Complement NT_039210.1 AGGTCAGACTGATCT 16028764 B4galt5 16023859 15975737 -4905 16023859 15975737 -4905 16023708 15976012 -5056
Chr8 Complement NT_039467.1 AGGTCAGACTGACTT 33970972 2400002F02Rik 33966069 33955927 -4903 33966069 33955927 -4903 33966059 33957674 -4913
Chr2 Complement NT_039210.1 AGGTCGCAGTGACCA 4677455 6430550D23Rik 4672552 4665073 -4903 4672552 4665239 -4903 4666977 4666582 -10478
Chr7 Complement NT_039413.1 AGGTCGGCCTGGCCT 4093338 Fxyd7 4088436 4079495 -4902 4088436 4079495 -4902 4088368 4079862 -4970
Chr11 Normal NT_039520.1 CTGTCAAAATGACCT 42163141 1700018H16Rik 42168041 42168477 -4900 42168041 42168477 -4900 42168098 42168388 -4957
Chr1 Normal NT_039170.1 TGGTCATGATGTCCC 1060678 LOC210561 1065578 1110813 -4900 1065578 1110813 -4900 1065578 1110813 -4900
Chr9 Complement NT_039472.1 GGGTCAGGGTGACTT 6707622 LOC235021 6702723 6702079 -4899 6702723 6702079 -4899 6702723 6702079 -4899
Chr13 Normal NT_039590.1 AGGTCATTTTGGCCT 26374776 6330563C09Rik 26379674 26381854 -4898 26379674 26381854 -4898 26381173 26381448 -6397
Chr5 Complement NT_039318.1 AGGTCGTGATGGCCC 900027 LOC243339 895129 869649 -4898 895129 869649 -4898 882410 871074 -17617
Chr8 Complement NT_039467.1 GTGTCAAGGTGACCC 10328229 Noa36-pending 10323572 10312825 -4657 10323331 10312825 -4898 10322204 10313435 -6025
Chr6 Complement NT_039359.1 AGGTCAGAGTGAGCA 3808115 Grin2b 3933379 3488185 125264 3803218 3488185 -4897 3803218 3488185 -4897
Chr10 Complement NT_039500.1 GGATCAAGTTGACCT 3605750 LOC237439 3600853 3551524 -4897 3600853 3551524 -4897 3600853 3551524 -4897
Chr11 Complement NT_039520.1 TTGTCAGCTTGACCC 28634992 Alox12e 28630126 28623195 -4866 28630100 28623195 -4892 28630038 28623453 -4954
Chr18 Normal NT_039674.1 AGGTCAGGTTGGCCT 12592096 LOC225225 12596987 12597663 -4891 12596987 12597663 -4891 12596987 12597663 -4891
Chr7 Normal NT_039433.1 AGTTCACCATGACCC 2145436 MOR204-7 2150327 2151277 -4891 2150327 2151277 -4891 2150327 2151277 -4891
ChrX Normal NT_039726.1 AGGTCAGCTTGACTC 5204782 LOC237195 5209671 5211980 -4889 5209671 5211980 -4889 5210558 5211055 -5776
Chr19 Complement NT_039689.1 TGGTCAACTTGATCC 5799300 LOC269083 5794411 5735340 -4889 5794411 5735340 -4889 5794411 5791662 -4889
Chr15 Complement NT_039621.1 AGGTCAGGGGGACCC 60393135 LOC223886 60388247 60384710 -4888 60388247 60384710 -4888 60385714 60385217 -7421
Chr16 Normal NT_039624.1 GGGTCAGAATGACAG 45122485 LOC224160 45127373 45132160 -4888 45127373 45132160 -4888 45127373 45132160 -4888
Chr15 Normal NT_039621.1 GGGTCAGGGTGACCT 5746589 Ebag9 5746330 5768080 259 5751475 5767478 -4886 5751475 5767478 -4886



Chr9 Complement NT_039482.1 GGATCAGGCTGACCT 5769739 Xin 5764855 5755042 -4884 5764855 5755042 -4884 5761101 5755677 -8638
Chr3 Complement NT_039237.1 GGGTCGTCGTGATCT 1124552 LOC229570 1119669 1078460 -4883 1119669 1078460 -4883 1119669 1078460 -4883
Chr10 Normal NT_039500.1 AGGTCAAGATGCCCA 22874471 LOC237531 22879354 22968185 -4883 22879354 22968185 -4883 22879354 22968185 -4883
Chr16 Complement NT_039624.1 AGGTGAAAATGACCA 19624239 5730478M09Rik 19619357 19574875 -4882 19619357 19574875 -4882 19603518 19580070 -20721
ChrX Normal NT_039700.1 TGGTCAACTTGATCC 10227984 LOC236721 10232864 10233334 -4880 10232864 10233334 -4880 10232864 10233334 -4880
Chr8 Complement NT_039462.1 GTGTCAAGTTGACCA 5497935 2410153K17Rik 5493056 5478783 -4879 5493056 5478783 -4879 5489988 5479253 -7947
Chr7 Complement NT_039413.1 TGGTCAGGGTGACCC 2208476 AW047143 2203597 2195918 -4879 2203597 2195918 -4879 2199191 2198871 -9285
ChrX Complement NT_039698.1 GGGTCATTGCGTCCC 323356 LOC209100 318477 310898 -4879 318477 310898 -4879 318477 310898 -4879
ChrX Complement NT_039716.1 GGGTGAGAGTGACCA 656060 Bex2 651290 649638 -4770 651182 649638 -4878 650274 649885 -5786
Chr14 Normal NT_039598.1 TGGCCATGTTGACCT 14335992 Mat1a 14340540 14359896 -4548 14340867 14359896 -4875 14341077 14358091 -5085
Chr8 Complement NT_039456.1 TGGTCAGGGTGACCT 1207506 LOC244346 1202632 1181953 -4874 1202632 1181953 -4874 1202632 1181953 -4874
Chr19 Normal NT_039692.1 AGGTCAGTCTGAGCC 8679687 6330404A12Rik 8684560 9284564 -4873 8684560 9284564 -4873 8684715 9284419 -5028
Chr10 Complement NT_039496.1 AGGGCACTATGACCC 5933217 F730040C21 5928344 5916462 -4873 5928344 5916468 -4873 5926927 5916886 -6290
Chr8 Normal NT_039462.1 AGGTCAGCCTGAGCT 6162258 6430517J16Rik 6167125 6178775 -4867 6167130 6178775 -4872 6167147 6178457 -4889
Chr11 Complement NT_039515.1 AGCTCAACACGACCC 2947693 Camk2b 2943007 2846914 -4686 2942822 2846914 -4871 2942797 2849477 -4896
Chr7 Normal NT_039420.1 AGGTCACAGAGACCC 772249 LOC269907 777120 778447 -4871 777120 778447 -4871 778063 778404 -5814
Chr6 Normal NT_039341.1 AGGTCAAACTGAACC 6977717 LOC333094 6982588 6999715 -4871 6982588 6999715 -4871 6982588 6999715 -4871
Chr1 Complement NT_039184.1 AGTTCACACTGACCT 2802386 Prg4 2797515 2781219 -4871 2797515 2781219 -4871 2796923 2781321 -5463
Chr4 Complement NT_039265.1 GGGTCATGATGACTG 2915002 LOC215090 2910133 2904204 -4869 2910133 2904204 -4869 2910133 2904204 -4869
Chr17 Normal NT_039649.1 AGGTCGTAGAGACCC 11412438 Hspa1b 11417306 11420058 -4868 11417306 11420058 -4868 11419221 11419622 -6783
Chr17 Normal NT_039662.1 AGGTCGTAGAGACCC 1201907 Hspa1b 1206775 1209527 -4868 1206775 1209527 -4868 1208690 1209091 -6783
Chr6 Complement NT_039356.1 AGGGCAGTATGACCA 2078962 Kcna1 2074094 2069679 -4868 2074094 2070954 -4868 2072637 2071150 -6325
Chr7 Normal NT_039413.1 AGGTCATGCTGGCCA 3496356 Nphs1 3499213 3528526 -2857 3501224 3528019 -4868 3501224 3528019 -4868
Chr10 Normal NT_039510.1 CGGTCATGGTGTCCT 509379 Gstt1 514158 528880 -4779 514246 528656 -4867 514246 528656 -4867
Chr9 Complement NT_039474.1 GGGTCAATCTGATCC 15074486 LOC208535 15069619 15008594 -4867 15069619 15008594 -4867 15069619 15008594 -4867
Chr9 Complement NT_039474.1 TGGTCATATTGATCC 22096449 LOC213994 22091582 22090304 -4867 22091582 22090323 -4867 22090845 22090462 -5604
Chr5 Complement NT_039308.1 AGGTCAGACTGAGCT 8707218 LOC243170 8702351 8699153 -4867 8702351 8699153 -4867 8702351 8699153 -4867
Chr6 Normal NT_039350.1 GGATCAAGTTGACCT 8363919 Reg2 8368782 8371724 -4863 8368782 8371724 -4863 8369140 8371625 -5221
Chr11 Complement NT_039520.1 AGGTCAGCCTGATCT 18996208 LOC192837 18991346 18990876 -4862 18991346 18990876 -4862 18991342 18990919 -4866
Chr5 Normal NT_039305.1 AGGTCACCGTGGCCA 27435866 PWDMP 27411921 27472317 23945 27440724 27443463 -4858 27440810 27443413 -4944
Chr14 Normal NT_039599.1 AAGTCAGGATGACCG 6466268 9530043P15Rik 6471122 6473518 -4854 6471122 6473518 -4854 6472238 6472699 -5970
Chr8 Complement NT_039467.1 GGGTCAAAGTGCCCC 11720987 MGC27560 11716305 11701209 -4682 11716133 11701209 -4854 11708847 11701617 -12140
Chr10 Complement NT_039496.1 AGGACACCATGACCG 1638976 Gstt1 1634211 1619282 -4765 1634123 1619506 -4853 1634123 1619506 -4853
Chr3 Normal NT_039240.1 AGGCCATTCTGACCT 7243196 LOC242190 7248049 7266630 -4853 7248049 7266630 -4853 7248049 7266630 -4853
Chr11 Normal NT_039521.1 AGGTCAAATCGTCCT 15550428 Crhr1 15555107 15597760 -4679 15555280 15597760 -4852 15555310 15596766 -4882
Chr12 Complement NT_039553.1 AGATCAAAGTGACCT 5075570 LOC331859 5070718 5060580 -4852 5070718 5060580 -4852 5070718 5060580 -4852
Chr5 Complement NT_039305.1 GGATCAAGTTGACCT 23998431 LOC243014 23993580 23933477 -4851 23993580 23933477 -4851 23993533 23933477 -4898
ChrX Normal NT_039698.1 GGGTCAACTTGACAC 438846 LOC333487 443697 487696 -4851 443697 487696 -4851 443697 487696 -4851
Chr10 Complement NT_039501.1 AGGTCATTCTGTCCA 508346 1810038L18Rik 503497 502052 -4849 503497 502052 -4849 502425 502132 -5921
Chr4 Normal NT_039262.1 TTGTCAACTTGACCC 1662128 Atp6v1g1 1666947 1672882 -4819 1666976 1672839 -4848 1667057 1672256 -4929
Chr9 Normal NT_039477.1 CAGTCAAGCTGACCC 6634888 Ifrd2 6639660 6645056 -4772 6639736 6645056 -4848 6639907 6644573 -5019
Chr14 Normal NT_039596.1 CTGTCATTATGACCC 1053621 LOC218811 1058469 1078996 -4848 1058469 1078996 -4848 1060132 1077937 -6511
Chr16 Normal NT_039624.1 AGTTCACCATGACCC 10413983 Mpv17l 10381734 10427494 32249 10418831 10427494 -4848 10418850 10425061 -4867
Chr11 Complement NT_039521.1 AGGTCATTGTGAGCA 29431344 Socs3 29426497 29423192 -4847 29426497 29423192 -4847 29425333 29424656 -6011
Chr9 Normal NT_039482.1 AGTTCACACTGACCT 7683187 2310024D23Rik 7688033 7689202 -4846 7688033 7689202 -4846 7688033 7689202 -4846
Chr11 Complement NT_039521.1 GGGTCGTCATAACCC 32088503 Sirt7 32083899 32077030 -4604 32083658 32077030 -4845 32080672 32077580 -7831
Chr18 Complement NT_039674.1 AGGCCACTGTGACCT 57972005 LOC170766 57967161 57965082 -4844 57967161 57965082 -4844 57966624 57966196 -5381
Chr13 Complement NT_039580.1 TGTTCAGGTTGACCT 8812083 1700025J14Rik 8807240 8805419 -4843 8807240 8805419 -4843 8806743 8805787 -5340
Chr1 Normal NT_039172.1 GGCTCAGCCTGACCA 3797590 4930418P06Rik 3779721 3903343 17869 3802433 3901044 -4843 3803722 3900933 -6132
Chr6 Normal NT_039356.1 AAGTCAATCTGACCT 4633082 Ocil-pending 4637925 4644511 -4843 4637925 4644511 -4843 4637984 4643986 -4902
Chr1 Complement NT_039170.1 AGGACAGACTGACCA 32757356 LOC329154 32752514 32593818 -4842 32752514 32593818 -4842 32752293 32595186 -5063
Chr6 Complement NT_039355.1 GGGTCATGGTGGCCC 3537256 LOC210364 3532415 3471422 -4841 3532415 3471422 -4841 3510618 3471422 -26638
Chr15 Normal NT_039621.1 AGGCCATCTTGACCT 39935273 LOC268828 39940114 39941802 -4841 39940114 39941802 -4841 39940136 39940408 -4863
Chr19 Complement NT_039685.1 GGATCAAGTTGACCT 228136 LOC235953 223296 221824 -4840 223296 221824 -4840 223168 222494 -4968
Chr1 Complement NT_039172.1 AGGTCAGCCTGCCCT 214699 LOC227306 209861 207349 -4838 209861 207349 -4838 209851 209567 -4848
Chr11 Complement NT_039521.1 AGTTCAGTATGACCT 32692760 MGC28978 32687961 32681250 -4799 32687924 32681250 -4836 32687071 32682771 -5689
Chr13 Complement NT_039590.1 TGGCCATACTGACCT 19264800 LOC328338 19259965 19231681 -4835 19259965 19231681 -4835 19259965 19231681 -4835
Chr15 Complement NT_039621.1 GGGGCAAAGTGACCA 27877833 Lrrc6 27873050 27750769 -4783 27872998 27750769 -4835 27872941 27751304 -4892
Chr11 Complement NT_039520.1 TGGTCACCCTGACAC 23220145 LOC195123 23215311 23135204 -4834 23215311 23135204 -4834 23215311 23135204 -4834
Chr10 Normal NT_039492.1 AGGTCAGAGTGCCCA 20817349 9030612E09Rik 20822179 20824037 -4830 20822179 20824037 -4830 20822187 20822609 -4838
Chr1 Normal NT_039180.1 TGGTCAAAATAACCC 13790456 MGC28972 13795210 13800879 -4754 13795286 13800879 -4830 13795646 13800574 -5190
Chr5 Normal NT_039302.1 AGGTCACAAAGACCT 3029331 LOC242941 3034159 3060471 -4828 3034159 3060471 -4828 3034159 3060471 -4828
Chr7 Complement NT_039395.1 AGGTCAACCAGACCC 952275 LOC243851 947448 934115 -4827 947448 934115 -4827 947448 934115 -4827
Chr9 Complement NT_039476.1 GGGTCACTAAGACCC 10184884 LOC333423 10180057 10172047 -4827 10180057 10172047 -4827 10179060 10172047 -5824
Chr7 Normal NT_039436.1 GGGGCATCTTGACCT 1190308 5830411N06Rik 1195134 1251537 -4826 1195134 1248444 -4826 1195231 1246968 -4923
Chr12 Complement NT_039539.1 AGGTCAGAGTGGCCT 1983361 LOC208439 1978535 1965072 -4826 1978535 1965072 -4826 1978306 1968752 -5055
Chr8 Complement NT_039456.1 GGGTTAAGCTGACCA 555583 LOC330722 550758 549420 -4825 550758 549420 -4825 550633 550208 -4950
Chr7 Normal NT_039436.1 AGGTCAGGTTGGCCT 2446826 0610039C21Rik 2451646 2457182 -4820 2451646 2456533 -4820 2451726 2456107 -4900
Chr9 Normal NT_039473.1 AGATCAGGCTGACCT 8585692 Tmprss5 8569012 8605427 16680 8590512 8605427 -4820 8593874 8604833 -8182
Chr4 Normal NT_039266.1 GGGTCACCCTGACTC 2738744 2310047N01Rik 2743563 2747297 -4819 2743563 2747297 -4819 2743733 2747011 -4989
Chr17 Complement NT_039649.1 GGGTGATGGTGACCT 10397464 B3galt4 10392645 10391091 -4819 10392645 10391091 -4819 10392441 10391326 -5023
Chr17 Complement NT_039662.1 GGGTGATGGTGACCT 205047 B3galt4 200229 198675 -4818 200229 198675 -4818 200025 198910 -5022
Chr4 Normal NT_039268.1 AGGTCATTCTCACCT 4629068 LOC269608 4626127 4644770 2941 4633883 4644770 -4815 4635474 4644224 -6406
Chr1 Normal NT_039173.1 GGTTCAGAATGACCT 6312954 LOC329210 6317769 6321021 -4815 6317769 6321021 -4815 6317937 6318302 -4983
Chr6 Normal NT_039350.1 AGGTCATATTAACCC 9485498 LOC232130 9490310 9529708 -4812 9490310 9529708 -4812 9490310 9529708 -4812
ChrX Complement NT_039751.1 GAGTCAAGCTGACCT 36652 LOC333825 31841 29532 -4811 31841 29532 -4811 30954 30457 -5698
Chr4 Complement NT_039260.1 AGGTCAAGATGACTG 4193612 LOC269533 4189119 4165976 -4493 4188802 4165976 -4810 4188799 4166491 -4813
Chr7 Complement NT_039420.1 GGGTCACGCTCACCT 3607179 Saa1 3602369 3600551 -4810 3602369 3600551 -4810 3602369 3600551 -4810
Chr10 Complement NT_039492.1 GGCTCACAATGACCT 17574496 LOC215928 17569688 17542596 -4808 17569688 17542596 -4808 17569567 17543471 -4929
Chr7 Normal NT_039433.1 GAGTCAGGTCGACCC 21409469 LOC233892 21414213 21415352 -4744 21414276 21414939 -4807 21414306 21414926 -4837
Chr2 Complement NT_039210.1 AGGTCAGCATGAGCA 5664171 Ndr3 5659436 5594679 -4735 5659364 5594680 -4807 5637432 5596033 -26739
Chr10 Complement NT_039492.1 TGGTCAACTTGATCC 10059337 LOC331617 10054532 10050885 -4805 10054532 10050885 -4805 10054532 10050885 -4805
Chr19 Normal NT_039684.1 GGGTCAAGTTGACTA 2194556 2010003K11Rik 2199359 2201152 -4803 2199359 2201152 -4803 2199423 2200426 -4867
Chr13 Normal NT_039578.1 TGGTCTGGTTGACCT 15276397 LOC195192 15281200 15313856 -4803 15281200 15313856 -4803 15281200 15313856 -4803
Chr3 Normal NT_039240.1 GGATCAAGTTGACCA 321819 LOC229756 326622 372992 -4803 326622 372992 -4803 326622 372992 -4803
Chr19 Normal NT_039687.1 ACGTCAACGCGACCC 16237062 Dmrt3 16241864 16255286 -4802 16241864 16255286 -4802 16242126 16254590 -5064
Chr1 Complement NT_039184.1 AGTTCAAACTGACCT 2286507 Pla2g4a 2281707 2148729 -4800 2281707 2148729 -4800 2253098 2149152 -33409
Chr2 Complement NT_039208.1 AGGTCAAACAGACCT 19770152 LOC241536 19765353 19740281 -4799 19765353 19740281 -4799 19765353 19740281 -4799
Chr17 Complement NT_039661.1 AGATCATCTTGACCT 482603 LOC333724 477804 476325 -4799 477804 476325 -4799 476951 476538 -5652
Chr6 Normal NT_039340.1 GGGTCACCCTGATCA 6037452 LOC195746 6042250 6060608 -4798 6042250 6060608 -4798 6042250 6060608 -4798
Chr9 Normal NT_039477.1 AGGTGGAGGTGACCT 2833770 LOC270193 2838568 2846821 -4798 2838568 2846821 -4798 2838568 2846821 -4798
Chr5 Complement NT_039308.1 AGGTGAAAATGACCC 13363716 V2r16 13358918 13345855 -4798 13358918 13345855 -4798 13358883 13355109 -4833
Chr15 Normal NT_039621.1 GGGTCAGGGAGACCT 46132544 C030017C09Rik 46125958 46160010 6586 46137341 46159532 -4797 46137521 46159525 -4977
ChrX Complement NT_039713.1 GGATCAAGTTGACCA 465439 LOC245574 460642 235583 -4797 460642 235583 -4797 280298 235583 -185141
Chr15 Normal NT_039621.1 GGGTCAAGTTGACAT 62650820 C630029C19Rik 62655616 62658091 -4796 62655616 62658091 -4796 62656229 62656510 -5409



Chr8 Normal NT_039462.1 TGGTCAACCTGACAC 4905571 LOC330787 4910367 4918763 -4796 4910367 4918763 -4796 4917662 4917994 -12091
Chr7 Complement NT_039436.1 GGGTCCCTCTGACCT 2430578 Bm88-pending 2425926 2422870 -4652 2425784 2422870 -4794 2424340 2423891 -6238
Chr2 Complement NT_039208.1 GGGTCTGAGTGACCT 20874439 MOR231-18 20869646 20868690 -4793 20869646 20868690 -4793 20869646 20868690 -4793
Chr7 Complement NT_039413.1 AGGTCAGCCTGATCT 3671926 2010000G05Rik 3667135 3657938 -4791 3667135 3657938 -4791 3665589 3658073 -6337
Chr13 Normal NT_039578.1 GGGCCACTTTGACCC 8725724 LOC193455 8730515 8730895 -4791 8730515 8730895 -4791 8730515 8730895 -4791
Chr2 Complement NT_039202.1 AGGTCTGGCTGACCT 10490430 LOC241228 10485639 10362328 -4791 10485639 10362328 -4791 10485639 10362328 -4791
Chr3 Complement NT_039241.1 AGGTCATACTTACCA 8420746 LOC242242 8415955 8404176 -4791 8415955 8404176 -4791 8415955 8404176 -4791
Chr13 Complement NT_039590.1 TGGTCATATTGACAT 6741416 LOC328316 6736625 6733155 -4791 6736625 6733155 -4791 6736509 6733280 -4907
Chr14 Complement NT_039606.1 AGGTCAAGATGACAT 4364575 1110008L20Rik 4359785 4276811 -4790 4359785 4276811 -4790 4359769 4277798 -4806
Chr11 Complement NT_039521.1 GGGTCAGCCTGAGCT 13411261 Dusp3 13408711 13395169 -2550 13406471 13395860 -4790 13406437 13396435 -4824
Chr8 Normal NT_039467.1 TGGGCACCCTGACCT 33445671 D130029J02 33450457 33453593 -4786 33450457 33453593 -4786 33450916 33453544 -5245
Chr13 Normal NT_039580.1 CGGTCAGGTTGACAT 2926722 LOC218194 2930469 3206058 -3747 2931505 3206058 -4783 2932601 3206027 -5879
Chr6 Normal NT_039353.1 AGGTCATCGTGACAT 14093774 LOC243606 14098557 14142527 -4783 14098557 14142527 -4783 14106056 14142527 -12282
Chr4 Complement NT_039258.1 GGGTCGCAGTTACCT 780605 LOC242288 775823 663094 -4782 775823 663094 -4782 775823 663094 -4782
Chr8 Complement NT_039470.1 TGATCAGGGTGACCC 71935 LOC333910 67153 60312 -4782 67153 60312 -4782 67153 60312 -4782
Chr2 Complement NT_039209.1 AGGTCCCTGTGACCA 46998432 LOC228733 46993651 46964894 -4781 46993651 46964894 -4781 46993651 46964894 -4781
Chr10 Normal NT_039492.1 GGGTAAAACTGACCT 4158069 LOC210271 4162140 4165305 -4071 4162849 4165305 -4780 4163511 4163780 -5442
Chr13 Normal NT_039586.1 GGGTCGTGCTGCCCC 5894890 LOC328264 5899670 5910217 -4780 5899670 5910217 -4780 5906704 5907039 -11814
Chr9 Complement NT_039471.1 TGGTCAGTGAGACCC 6237858 9030420J04Rik 6233080 6007052 -4778 6233080 6007052 -4778 6232758 6007146 -5100
Chr11 Normal NT_039521.1 GGGTCAAACTGACAT 26850457 Ict1 26855221 26862382 -4764 26855235 26862382 -4778 26855244 26862202 -4787
Chr2 Normal NT_039210.1 AGGTCACTTTGAACA 7171304 SMAF1 7176080 7205938 -4776 7176080 7181666 -4776 7176211 7179375 -4907
Chr2 Complement NT_039208.1 AGGGCATCTTGACCC 17448964 MOR185-1 17444190 17443235 -4774 17444190 17443235 -4774 17444190 17443235 -4774
Chr10 Normal NT_039495.1 AGGTCAGGCTGGCCT 1617229 Dnajb12 1621948 1641660 -4719 1622002 1639170 -4773 1622062 1638866 -4833
ChrX Complement NT_039700.1 GGGTCACTGTGAACA 178690 LOC333491 173917 155417 -4773 173917 155417 -4773 173917 155417 -4773
Chr17 Normal NT_039641.1 GGGGCAAAGTGACCA 1692152 LOC213756 1696924 1697208 -4772 1696924 1697208 -4772 1696924 1697208 -4772
Chr12 Normal NT_039552.1 AGGTCACCTTGCCCT 11353908 LOC217825 11358680 11363150 -4772 11358680 11363150 -4772 11358680 11363150 -4772
Chr6 Normal NT_039353.1 TGGTCACAGTGACAC 4740002 1010001P06Rik 4744773 4786291 -4771 4744773 4786291 -4771 4751790 4785662 -11788
Chr8 Normal NT_039467.1 AGGTCAAGGTTACCC 47790656 MGC37805 47795397 47810112 -4741 47795427 47810112 -4771 47798142 47809973 -7486
Chr9 Normal NT_039474.1 AGGGCAATGTGACCT 4535042 1810015E19Rik 4539812 4549319 -4770 4539812 4549319 -4770 4539887 4548640 -4845
Chr6 Complement NT_039356.1 TGATCAGAATGACCC 2743021 LOC232386 2738253 2724460 -4768 2738253 2724460 -4768 2738240 2730755 -4781
Chr19 Complement NT_039687.1 GGGTCAGCCTGAGCT 989476 Pepf-pending 984800 975703 -4676 984709 975810 -4767 984700 975847 -4776
Chr16 Normal NT_039624.1 AGGTCAGCATGGCCC 24206164 5730448P06Rik 24210928 24213104 -4764 24210928 24213104 -4764 24212703 24212975 -6539
Chr19 Normal NT_039684.1 AGCTCAAGCTGACCT 545504 Arl2 550165 556972 -4661 550266 556697 -4762 550266 556697 -4762
Chr11 Complement NT_039520.1 GGATCAAGTTGACCT 2485576 LOC216696 2480815 2428027 -4761 2480815 2428027 -4761 2480815 2428027 -4761
Chr11 Complement NT_039515.1 GGATCAAGTTGACCA 15596488 LOC327873 15591728 15557132 -4760 15591728 15557132 -4760 15591728 15557132 -4760
Chr4 Complement NT_039268.1 TGGTCACTCTGAGCC 8202953 Mmp23 8198193 8195464 -4760 8198193 8195464 -4760 8197989 8195518 -4964
Chr11 Complement NT_039520.1 AGGCCAGCCTGACCT 34655948 Gemin4 34651189 34644097 -4759 34651189 34644097 -4759 34651012 34644282 -4936
Chr1 Normal NT_039174.1 TGGTCAACTTGATCC 4519253 4921511I05Rik 4524011 4612441 -4758 4524011 4612441 -4758 4524093 4610674 -4840
Chr10 Normal NT_039495.1 GGGTCATCTTGACAC 6755089 LOC211432 6759845 6809068 -4756 6759845 6809068 -4756 6759845 6809068 -4756
Chr6 Normal NT_039359.1 AGGTCATTCTGAACA 4111082 LOC330436 4115838 4140161 -4756 4115838 4140161 -4756 4115838 4140161 -4756
Chr17 Complement NT_039655.1 GGGTCGTCCTTACCT 6237784 1810035I07Rik 6233030 6208167 -4754 6233030 6227223 -4754 6232933 6227473 -4851
Chr3 Complement NT_039234.1 AGGTCATAGAGACCA 24342409 Bglap2 24337655 24336693 -4754 24337655 24336693 -4754 24337607 24336827 -4802
Chr4 Normal NT_039265.1 AGGTCAGCCTGACCT 4722884 Psmb2 4727513 4759589 -4629 4727638 4759582 -4754 4727638 4759469 -4754
Chr6 Normal NT_039353.1 TGTTCAAAATGACCC 20032146 Axcam 20036871 21048608 -4725 20036899 21044466 -4753 20547146 21044177 -515000
ChrX Complement NT_039711.1 TGGCCAAGGTGACCT 8274623 LOC331483 8269870 8241924 -4753 8269870 8241924 -4753 8269870 8241924 -4753
ChrX Normal NT_039700.1 AGGCCAAGCTGACCT 11976808 Pctk1 11981377 11993281 -4569 11981561 11993281 -4753 11986734 11992050 -9926
Chr13 Normal NT_039580.1 AGTTCAAACTGACCC 8825155 LOC218230 8829907 8831196 -4752 8829907 8831196 -4752 8830561 8831064 -5406
Chr10 Normal NT_039500.1 AGGTCAACTTGATCC 16993460 LOC331669 16998209 17098114 -4749 16998209 17098114 -4749 16998209 17098114 -4749
Chr5 Complement NT_039307.1 AGGTCAACTTGATCC 11528636 Sult1b1 11523912 11499082 -4724 11523887 11500458 -4749 11520801 11500683 -7835
Chr17 Complement NT_039670.1 AGTTCAGGCTGACCT 129014 Polh 124304 93221 -4710 124267 93931 -4747 121165 94112 -7849
Chr17 Normal NT_039649.1 AGGTCAGCCTGTCCC 4746950 Def6 4751671 4770606 -4721 4751696 4770606 -4746 4751709 4770296 -4759
Chr5 Normal NT_039312.1 AGGTGAAGATGACCT 8334947 LOC330186 8339693 8342148 -4746 8339693 8342148 -4746 8339879 8340214 -4932
Chr11 Normal NT_039515.1 GGCTCAGCCTGACCC 2743898 LOC209350 2748643 2749507 -4745 2748643 2749507 -4745 2748680 2749108 -4782
Chr10 Complement NT_039495.1 GGCTCACTTTGACCC 2510072 Slc29a3 2505339 2462833 -4733 2505327 2465981 -4745 2505279 2466596 -4793
Chr10 Normal NT_039496.1 TGGTCACTGTGGCCC 1201791 AI195023 1206462 1239851 -4671 1206535 1239851 -4744 1206558 1239622 -4767
Chr17 Complement NT_039656.1 AGGTAGAAATGACCT 449616 LOC224882 444873 443356 -4743 444873 443356 -4743 444409 443537 -5207
Chr6 Complement NT_039343.1 AGGTCATCCTGACAA 638726 LOC330309 633983 629208 -4743 633983 629208 -4743 633983 629208 -4743
Chr12 Complement NT_039553.1 GGGTCATATTCACCC 9100811 Brf1 9133337 9092711 32526 9096069 9092711 -4742 9095233 9092988 -5578
Chr1 Normal NT_039170.1 AGGCCACCCCGACCC 14414970 Zap70 14419656 14440674 -4686 14419711 14440516 -4741 14428669 14440442 -13699
Chr5 Complement NT_039316.1 TGGTCAGTTTCACCT 1095614 1110015K06Rik 1091560 1074270 -4054 1090875 1074270 -4739 1089372 1074503 -6242
Chr13 Complement NT_039587.1 AGGTCAACTTGGCCT 2411970 5730414C17Rik 2447495 2398640 35525 2407231 2398748 -4739 2407187 2400215 -4783
Chr1 Normal NT_039180.1 TTGTCATTCTGACCC 370602 Clasp1 194003 416335 176599 375341 414004 -4739 383309 414004 -12707
Chr10 Complement NT_039490.1 GGGTCAAGGAGACCT 835133 LOC268278 830396 829303 -4737 830396 829303 -4737 830194 829663 -4939
Chr19 Normal NT_039684.1 AGGTCATTGTGAGCC 90030 LOC269048 94767 96007 -4737 94767 96007 -4737 95262 95504 -5232
Chr5 Normal NT_039312.1 AGGTCAGCCTGGCCT 8082628 C030022K24Rik 8075577 8148362 7051 8087364 8119657 -4736 8113504 8119431 -30876
Chr7 Complement NT_039407.1 AGGTCACTTTGTCCC 895529 1190003K14Rik 890795 850963 -4734 890795 850963 -4734 890795 850963 -4734
Chr17 Normal NT_039655.1 AGGTTAGCCTGACCT 5735257 LOC332240 5739989 5741973 -4732 5739989 5741973 -4732 5739989 5741973 -4732
Chr10 Normal NT_039496.1 GGCTCAGACTGACCC 7163760 Pip5k1c 7168492 7196121 -4732 7168492 7194057 -4732 7168571 7193998 -4811
Chr10 Normal NT_039496.1 AGGTCACCTTGAGCA 5842777 Cnn2 5847475 5854263 -4698 5847508 5854263 -4731 5847552 5853488 -4775
Chr12 Complement NT_039551.1 AGGTCAATCTGAACT 19138263 LOC238260 19133533 19125352 -4730 19133533 19125352 -4730 19133533 19125352 -4730
Chr11 Complement NT_039520.1 GGGTGGCGGTGACCT 30349853 Aipl1 30345174 30336311 -4679 30345124 30336752 -4729 30345124 30336841 -4729
Chr18 Complement NT_039674.1 TGGTGAGTTTGACCC 34062280 Hars 34057957 34041064 -4323 34057551 34041405 -4729 34057466 34041416 -4814
Chr13 Complement NT_039587.1 AGGTGGTTGTGACCT 1365712 LOC238672 1360984 1267003 -4728 1360984 1267003 -4728 1360932 1267003 -4780
Chr11 Complement NT_039520.1 GGGTGACTCTGACCC 11392564 LOC327926 11387836 11384819 -4728 11387836 11384819 -4728 11386650 11386378 -5914
Chr18 Complement NT_039674.1 AGGTCAGGCTGAACT 33958626 MGC38710 33953900 33945595 -4726 33953900 33945595 -4726 33953579 33945874 -5047
Chr19 Normal NT_039692.1 TGGTCAGATTGTCCT 367818 LOC226108 372540 372962 -4722 372540 372962 -4722 372540 372962 -4722
Chr17 Complement NT_039655.1 TGATCAAACTGACCT 7871593 LOC328829 7866871 7846169 -4722 7866871 7846169 -4722 7866572 7849026 -5021
Chr11 Normal NT_039520.1 AGGTCATGATTACCA 34086317 Myo1c 34085075 34108157 1242 34091038 34106169 -4721 34091047 34106161 -4730
Chr6 Normal NT_039355.1 AGGACATGCTGACCA 14359201 Clecsf6 14363293 14383315 -4092 14363921 14383315 -4720 14364193 14382893 -4992
Chr19 Normal NT_039683.1 GGGTCACTGTTACCC 91967 0610038D11Rik 96232 97557 -4265 96685 97557 -4718 96717 97391 -4750
Chr15 Normal NT_039621.1 AGGTGAGCTTGACCA 1060853 LOC332084 1065569 1123798 -4716 1065569 1123798 -4716 1065569 1123798 -4716
Chr19 Normal NT_039684.1 GGCTCGGGCTGACCT 2531029 Rps6kb2 2535636 2544998 -4607 2535745 2542012 -4716 2535745 2541978 -4716
Chr17 Complement NT_039650.1 GGATCAAGTTGACCT 1236351 LOC224758 1231636 1227425 -4715 1231636 1227425 -4715 1231636 1227425 -4715
Chr5 Complement NT_039312.1 GGCTCATTCTGACCC 604541 9530023G02 599869 595583 -4672 599827 595583 -4714 599390 595596 -5151
Chr17 Complement NT_039657.1 TGGTCATTCTGACCA 9534677 AI447928 9529963 9513776 -4714 9529963 9513776 -4714 9529815 9516427 -4862
Chr11 Normal NT_039515.1 AGGTCAGCCTGACCC 2743929 LOC209350 2748643 2749507 -4714 2748643 2749507 -4714 2748680 2749108 -4751
Chr1 Complement NT_039173.1 AGGTCACAGTGACAT 2902488 Glrp1 2897775 2887590 -4713 2897775 2887590 -4713 2897595 2888841 -4893
Chr8 Complement NT_039455.1 GGGTCATGCTGTCCC 11770923 LOC244314 11766211 11759301 -4712 11766211 11759301 -4712 11766211 11759301 -4712
Chr6 Complement NT_039360.1 AGGTCACCACGACAT 5641259 LOC330444 5636547 5635552 -4712 5636547 5635552 -4712 5636547 5635552 -4712
ChrX Normal NT_039716.1 AGGTCATGTAGACCT 3956506 Trap1a 3961218 3965700 -4712 3961218 3965700 -4712 3961489 3964577 -4983
Chr17 Normal NT_039643.1 GGGTCAACTTTACCC 529612 LOC240029 534323 623495 -4711 534323 623495 -4711 534323 623495 -4711
Chr5 Normal NT_039297.1 ATGTCATGGTGACCC 7233955 2810047M21Rik 7228822 7245605 5133 7238663 7245605 -4708 7238663 7244185 -4708
Chr6 Normal NT_039340.1 AAGTCACCCTGACCC 15764347 4930532L20Rik 15769055 15782296 -4708 15769055 15782296 -4708 15769188 15782115 -4841
Chr6 Normal NT_039369.1 TGGTCATTTTCACCT 143280 Drpla 141286 155264 1994 147988 155263 -4708 148037 154738 -4757
Chr9 Complement NT_039473.1 GGGACATGGTGACCT 10293271 Hspb2 10288611 10287435 -4660 10288563 10287572 -4708 10288563 10287572 -4708



Chr15 Complement NT_039621.1 GGGTCAAAGTGCCCT 39986394 Rac2 39981783 39969851 -4611 39981686 39969851 -4708 39981650 39970913 -4744
Chr15 Complement NT_039621.1 AGGACAGGCCGACCC 39809614 1700061J05Rik 39804907 39787405 -4707 39804907 39787405 -4707 39799169 39787474 -10445
Chr16 Normal NT_039625.1 TGGTCAGCCTGACAC 12026094 D730043B02Rik 12030799 12392809 -4705 12030799 12392809 -4705 12389133 12389498 -363039
Chr2 Complement NT_039209.1 CGGGCATGGTGACCT 30413556 LOC241638 30408851 30405661 -4705 30408851 30405661 -4705 30408851 30405661 -4705
Chr15 Normal NT_039621.1 TGGTCACCTTGCCCT 44978506 Biklk 44983210 45000973 -4704 44983210 45000973 -4704 44997638 45000563 -19132
Chr10 Normal NT_039510.1 TGGTCATACTGTCCT 509543 Gstt1 514158 528880 -4615 514246 528656 -4703 514246 528656 -4703
Chr1 Complement NT_039180.1 AGGTCATCATGGCCA 17476690 Nav1 17471987 17419324 -4703 17471987 17419324 -4703 17471792 17420165 -4898
Chr15 Complement NT_039618.1 GAGTCAAGCTGACCT 3567119 Pdzk3 3562416 3552206 -4703 3562416 3552206 -4703 3556247 3552318 -10872
Chr8 Complement NT_039467.1 AGGTCAAATTGACGA 23008169 LOC244607 23003467 23002100 -4702 23003467 23002100 -4702 23003467 23002100 -4702
Chr13 Normal NT_039589.1 GGGTCACCCTGACAA 434943 LOC331945 439645 462480 -4702 439645 462480 -4702 439654 462480 -4711
Chr5 Normal NT_039331.1 AGGTCAGTGTGGCCT 285809 Trfr2 290511 294639 -4702 290511 294639 -4702 290576 291122 -4767
Chr7 Complement NT_039429.1 AGGTCATCCTCACCA 17703988 5730406I15Rik 17703762 17679311 -226 17699287 17679311 -4701 17699278 17680099 -4710
Chr6 Complement NT_039359.1 AGGTTGTGGTGACCC 4654251 Mglap 4649589 4646240 -4662 4649551 4646240 -4700 4649533 4646447 -4718
Chr19 Normal NT_039687.1 AGGTCAAGTTCACCT 11056859 LOC240567 11061557 11120710 -4698 11061557 11120710 -4698 11061557 11120710 -4698
Chr8 Normal NT_039467.1 GGATCAAAATGACCT 54968447 Pard3 54972976 55541577 -4529 54973145 55540412 -4698 54973254 55540356 -4807
Chr9 Normal NT_039474.1 GGGTCACACTGTCCT 13038809 2310047E01Rik 13043506 13095612 -4697 13043506 13095612 -4697 13043669 13093125 -4860
Chr11 Complement NT_039521.1 GGGTCACTCTGACCC 31811813 Actg 31807151 31804348 -4662 31807116 31804348 -4697 0 0 -31811813
Chr4 Normal NT_039264.1 AGGTCATTTTGACAC 16849585 0610037D15Rik 16854254 16860782 -4669 16854281 16860782 -4696 16854700 16856993 -5115
Chr8 Complement NT_039462.1 GGGTCGCGCTCACCT 5469524 LOC330791 5464828 5462802 -4696 5464828 5462802 -4696 5463378 5462971 -6146
Chr1 Complement NT_039185.1 TGTTCATCTTGACCT 15644922 4930560D03Rik 15644325 15623693 -597 15640227 15625782 -4695 15640215 15626226 -4707
Chr7 Normal NT_039451.1 AGGTCAGGAGGACCC 184609 LOC333805 189304 208365 -4695 189304 208365 -4695 206615 208345 -22006
Chr11 Normal NT_039520.1 AGCTCAAGTTGACCT 42361008 2700029C06Rik 42365700 42385800 -4692 42365700 42385800 -4692 42365788 42385417 -4780
Chr8 Normal NT_039467.1 GGGTCACCTTGACTC 41465744 5031407H10 41470188 41478444 -4444 41470436 41478444 -4692 41470723 41477076 -4979
Chr19 Complement NT_039687.1 AGCTCACAATGACCA 3991069 LOC208030 3986377 3985295 -4692 3986377 3985295 -4692 3986377 3985295 -4692
Chr7 Normal NT_039414.1 CGGGCAAGGTGACCT 2074773 Slc7a9 2079322 2096288 -4549 2079464 2096288 -4691 2080085 2096185 -5312
Chr18 Normal NT_039674.1 GGGGCATCATGACCG 20863367 LOC328916 20868057 20870746 -4690 20868057 20870746 -4690 20869977 20870261 -6610
Chr3 Normal NT_039228.1 AGGGCAGACTGACCC 948608 LOC332739 953298 988298 -4690 953298 988298 -4690 953298 988298 -4690
ChrX Complement NT_039702.1 AGGTCCTTTTGACCA 14854266 Gpc4 14849577 14736956 -4689 14849577 14736956 -4689 14849100 14737555 -5166
Chr10 Complement NT_039496.1 AGGACAGTATGACCA 1638812 Gstt1 1634211 1619282 -4601 1634123 1619506 -4689 1634123 1619506 -4689
Chr13 Normal NT_039579.1 TGATCACTCTGACCT 5712405 LOC328226 5717094 5719478 -4689 5717094 5719478 -4689 5718113 5718430 -5708
Chr15 Complement NT_039621.1 AGGTCAAGGAGACCA 46018868 LOC223732 46014180 46009736 -4688 46014180 46009736 -4688 46013366 46012800 -5502
Chr4 Complement NT_039266.1 TTGTCACCATGACCT 11248765 MGC37938 11244667 11239429 -4098 11244077 11240288 -4688 11244039 11240634 -4726
Chr16 Complement NT_039624.1 AGGTCAGCCTGAGCT 32084120 LOC328664 32079433 32077637 -4687 32079433 32077637 -4687 32078178 32077801 -5942
Chr19 Normal NT_039692.1 GGGGCAAGATGACCC 2615503 4933417O08Rik 2620189 2658902 -4686 2620189 2658902 -4686 2620189 2658902 -4686
Chr11 Complement NT_039520.1 TGGGCAGTCTGACCC 12494714 LOC278458 12490028 12455080 -4686 12490028 12455080 -4686 12489923 12455080 -4791
Chr5 Normal NT_039339.1 GGGTCAGCTTGGCCT 45258 Cxcl9 49943 56456 -4685 49943 55070 -4685 50037 54261 -4779
Chr6 Normal NT_039341.1 GGGTCAAAGTTACCA 16350676 LOC232779 16355357 16357833 -4681 16355357 16356871 -4681 16356000 16356320 -5324
Chr6 Normal NT_039355.1 TGGTCACTGTGACCT 11734835 Slc25a18 11739516 11760105 -4681 11739516 11760105 -4681 11750441 11759581 -15606
Chr16 Normal NT_039624.1 AGGACACTATGACCA 56666941 MOR182-5 56671620 56672540 -4679 56671620 56672540 -4679 56671620 56672540 -4679
Chr6 Complement NT_039341.1 CGGTCATTCTGTCCT 10218249 LOC194360 10213573 10200286 -4676 10213573 10200286 -4676 10213573 10200286 -4676
Chr7 Normal NT_039415.1 GGGTCTCTATGACCT 127796 LOC215192 132471 140457 -4675 132471 140457 -4675 132471 140457 -4675
Chr7 Complement NT_039429.1 GGGTCATTATGGCCA 22752774 LOC233638 22748101 22746794 -4673 22748101 22746794 -4673 22747906 22747532 -4868
Chr8 Complement NT_039467.1 CCGTCAGCTTGACCT 38661491 1810061H24Rik 38656849 38620300 -4642 38656822 38620553 -4669 38654594 38621002 -6897
Chr9 Normal NT_039474.1 ATGTCAGATTGACCC 25490034 LOC333410 25494703 25753823 -4669 25494703 25753823 -4669 25494703 25753823 -4669
Chr7 Complement NT_039428.1 AGGCCGCGGTGACCT 19206817 Plin 19202148 19191143 -4669 19202148 19191143 -4669 19202118 19191398 -4699
Chr8 Normal NT_039455.1 GGGCCATGGTGACCA 679066 Map2k7 683488 696169 -4422 683734 690921 -4668 688147 690577 -9081
Chr9 Normal NT_039473.1 TGGGCACGGTGACCC 12866007 B130009M24Rik 12870672 12885116 -4665 12870672 12885116 -4665 12884209 12884643 -18202
Chr7 Normal NT_039436.1 AGGTAAAGTTGACCA 1190471 5830411N06Rik 1195134 1251537 -4663 1195134 1248444 -4663 1195231 1246968 -4760
Chr5 Complement NT_039312.1 AGGACACAATGACCC 7635285 Rph3a 7630622 7562778 -4663 7630622 7562883 -4663 7607725 7563115 -27560
Chr4 Normal NT_039266.1 AGGTCACCGCGACGC 12793875 LOC230877 12798537 12799372 -4662 12798537 12799372 -4662 12798671 12798985 -4796
Chr10 Complement NT_039502.1 AGGTCATTTTCACCT 5096301 LOC216443 5091640 5076088 -4661 5091640 5076088 -4661 5091483 5076148 -4818
Chr6 Complement NT_039347.1 AGCTCATAGTGACCT 469031 LOC333119 464370 463697 -4661 464370 463697 -4661 464370 463697 -4661
Chr8 Complement NT_039467.1 CCGTCAGCTTGACCT 38661491 D8Ertd633e 38656831 38655402 -4660 38656831 38655402 -4660 38656599 38656270 -4892
Chr13 Complement NT_039579.1 AGGTCAGAGTGAGCT 4178475 LOC331927 4173815 4169915 -4660 4173815 4169915 -4660 4173815 4169915 -4660
Chr16 Complement NT_039626.1 AGGTCAATCTGACAT 213300 Dscr2 208697 197693 -4603 208641 197693 -4659 208628 197795 -4672
Chr5 Normal NT_039315.1 TGTTCAGAGTGACCC 75237 Ephb4 79896 104729 -4659 79896 104729 -4659 80385 103850 -5148
Chr11 Normal NT_039515.1 GGCTCAGCCTGACCC 2743984 LOC209350 2748643 2749507 -4659 2748643 2749507 -4659 2748680 2749108 -4696
Chr7 Normal NT_039424.1 AGGTAATGTTGACCT 118290 LOC243999 122949 175820 -4659 122949 175820 -4659 122949 175820 -4659
Chr14 Complement NT_039613.1 GGGTCACTATGACAT 118406 LOC333846 113747 54358 -4659 113747 54358 -4659 113747 54358 -4659
Chr2 Complement NT_039212.1 AGGTCATTAGGACCA 3375071 Ptk6 3370412 3362747 -4659 3370412 3362747 -4659 3370127 3363392 -4944
Chr4 Complement NT_039261.1 GAGTCATCTTGACCC 7944188 6430704M03Rik 7939531 7909281 -4657 7939531 7909281 -4657 7939411 7912128 -4777
Chr6 Normal NT_039340.1 GGATCAAGTTGACCT 13083539 LOC214296 13088194 13128498 -4655 13088194 13128498 -4655 13088194 13128498 -4655
Chr7 Normal NT_039385.1 AGGTCAGGGTGCCCT 1209109 LOC232822 1213737 1228841 -4628 1213764 1228841 -4655 1217311 1228726 -8202
ChrX Complement NT_039700.1 GGGGCAGCACGACCC 10955926 LOC270583 10951271 10950638 -4655 10951271 10950638 -4655 10951197 10950868 -4729
Chr15 Normal NT_039621.1 TGGTCTCAGTGACCT 40339300 C78541 40343939 40352640 -4639 40343954 40349870 -4654 40343996 40349634 -4696
Chr8 Complement NT_039462.1 AGATCAATATGACCC 6361698 LOC211572 6357044 6193069 -4654 6357044 6193069 -4654 6357044 6193069 -4654
Chr18 Normal NT_039674.1 AGGTCCTAGTGACCG 34995606 Pcdh13 34936312 35116240 59294 35000260 35116240 -4654 34936312 35114499 59294
Chr6 Complement NT_039353.1 AGGTCACCTGGACCA 3148179 Mcmd2 3143593 3128128 -4586 3143526 3128128 -4653 3143479 3128653 -4700
Chr8 Normal NT_039462.1 AGATCAGGCTGACCT 5980232 E130301F19 5984883 6011971 -4651 5984883 6011971 -4651 5985345 6010901 -5113
Chr3 Complement NT_039239.1 CCGTCATGTTGACCT 3353903 LOC242126 3349253 3311777 -4650 3349253 3311777 -4650 3332842 3313694 -21061
Chr16 Normal NT_039624.1 TGGTCAAGTTGAGCC 29498103 LOC271363 29502753 29512149 -4650 29502753 29512149 -4650 29502753 29512149 -4650
Chr11 Complement NT_039515.1 AGGTCACGGTGAGCC 601986 Osbp2 597353 578869 -4633 597336 578869 -4650 592286 580202 -9700
Chr10 Normal NT_039502.1 AGGCCAGGGTGACCA 3397707 9430095K15Rik 3402356 3434922 -4649 3402356 3434922 -4649 3402613 3434660 -4906
Chr11 Complement NT_039521.1 GAGTCGGGATGACCC 15998534 LOC268494 15993885 15992705 -4649 15993885 15992705 -4649 15993770 15993534 -4764
Chr13 Complement NT_039589.1 AGGTGAGCATGACCT 23347860 1810019C21Rik 23345096 23333578 -2764 23343213 23333578 -4647 23343186 23334017 -4674
Chr11 Complement NT_039520.1 TTGTCACTCTGACCT 43247770 LOC217038 43243125 43236673 -4645 43243125 43236673 -4645 43242251 43238042 -5519
Chr8 Normal NT_039467.1 AGGTCAGCCAGACCT 51164168 Dpep1 51168692 51183795 -4524 51168811 51183795 -4643 51176656 51183630 -12488
Chr3 Normal NT_039234.1 GGGTCATTATGAACA 3637449 LOC208426 3642092 3807538 -4643 3642092 3807538 -4643 3642185 3806385 -4736
Chr8 Normal NT_039462.1 GTGTCAGCCTGACCT 5336753 LOC330790 5341394 5347773 -4641 5341394 5347773 -4641 5342399 5345797 -5646
Chr4 Complement NT_039260.1 GGGTCATCCTGGCCC 908606 LOC329833 903966 895548 -4640 903966 895548 -4640 903742 895548 -4864
Chr5 Complement NT_039301.1 GGGTCACCATCACCA 860922 Eif2b 856283 850766 -4639 856283 850766 -4639 856221 850799 -4701
Chr6 Normal NT_039355.1 AGGTAGGTCTGACCC 7823784 LOC213404 7827671 7830072 -3887 7828420 7830072 -4636 7828536 7828946 -4752
Chr6 Complement NT_039341.1 AGGTCAGGTTGACCT 11020771 MOR120-1 11016138 11015194 -4633 11016138 11015194 -4633 11016138 11015194 -4633
Chr6 Complement NT_039353.1 GGGTCTGCTTGACCT 1894626 2010301N04Rik 1890098 1846355 -4528 1889994 1847673 -4632 1881629 1847920 -12997
Chr11 Complement NT_039521.1 AGGGCGAAATGACCT 27946438 5730409F23Rik 27941806 27922322 -4632 27941806 27922322 -4632 27941599 27922866 -4839
Chr5 Normal NT_039318.1 AGCTCATATTGACCT 211712 LOC231875 215228 218630 -3516 216344 218538 -4632 217729 218013 -6017
Chr6 Normal NT_039350.1 AGCTCAGGCTGACCT 13660009 Vax2 13664641 13691681 -4632 13664641 13691681 -4632 13664674 13691360 -4665
Chr1 Normal NT_039174.1 AGGCCAGTGTGACCT 8123 9330166I04 12754 17838 -4631 12754 17838 -4631 14659 17685 -6536
Chr8 Normal NT_039454.1 AGGTCAATTTCACCA 388634 1700019B03Rik 393264 401533 -4630 393264 401533 -4630 397667 401510 -9033
Chr11 Normal NT_039521.1 AGGTAAAGACGACCT 22489482 Kcnj2 22494041 22503528 -4559 22494112 22501506 -4630 22499661 22500947 -10179
Chr13 Complement NT_039589.1 GGGCCAGGGTGACCG 4789298 LOC328289 4784668 4775962 -4630 4784668 4776003 -4630 4784572 4776121 -4726
Chr11 Normal NT_039521.1 AGGGCAGTGTGACCT 27261586 0610034P02Rik 27266215 27274558 -4629 27266215 27274558 -4629 27266233 27274202 -4647
Chr11 Normal NT_039515.1 AGGTCAGCCTGGCCC 2744014 LOC209350 2748643 2749507 -4629 2748643 2749507 -4629 2748680 2749108 -4666
Chr6 Complement NT_039357.1 TGGTCACAGTGTCCC 66906 Klra13 136580 46722 69674 62279 59218 -4627 62279 59218 -4627
Chr12 Complement NT_039551.1 TGGTCACAATGGCCC 32498882 LOC217738 32494255 32489493 -4627 32494255 32489493 -4627 32492417 32489532 -6465



Chr7 Complement NT_039428.1 GGGTCAATCTGAACC 20831452 Rps17 20826826 20824328 -4626 20826825 20824328 -4627 20826797 20824362 -4655
ChrX Normal NT_039700.1 GGGTCATCTCGACCG 12792676 LOC236742 12797302 12798664 -4626 12797302 12798664 -4626 12797353 12798664 -4677
Chr5 Complement NT_039299.1 TGGTCACTGTGGCCC 8779976 Cdk5 8775396 8760046 -4580 8775351 8771041 -4625 8775297 8771188 -4679
Chr6 Normal NT_039355.1 AGGTCAACTTGATCC 212069 LOC279414 216694 369826 -4625 216694 369826 -4625 216694 369826 -4625
Chr10 Normal NT_039496.1 GGGTGGCTGTGACCT 2303341 Mcm3ap 2307915 2354992 -4574 2307966 2354992 -4625 2309083 2354876 -5742
Chr3 Normal NT_039242.1 TGGTCATGTTGACTC 5888731 Emcn-pending 5893290 5985084 -4559 5893355 5983967 -4624 5893452 5980238 -4721
Chr18 Normal NT_039674.1 TGGTCACTTTGCCCC 66188099 LOC332334 66192723 66223474 -4624 66192723 66223474 -4624 66192723 66223474 -4624
Chr5 Normal NT_039307.1 TGGTCAACTTGATCC 11734725 LOC333034 11739349 11747216 -4624 11739349 11747216 -4624 11739362 11747216 -4637
Chr6 Normal NT_039355.1 CGGTCAAGGTCACCT 4562628 Creld1 4567251 4576959 -4623 4567251 4576959 -4623 4567524 4576522 -4896
Chr7 Complement NT_039433.1 AGGCCAGGCTGACCT 5717431 Dkk3 5712883 5651490 -4548 5712808 5652481 -4623 5712155 5653678 -5276
Chr4 Normal NT_039264.1 TGGTCAGCCTGATCT 15141260 Sil 15145877 15188873 -4617 15145877 15188572 -4617 15148599 15187640 -7339
Chr5 Normal NT_039301.1 GGGTCTGTGTGACCA 123452 1700001C02Rik 128040 146248 -4588 128067 146248 -4615 128101 146173 -4649
Chr1 Normal NT_039185.1 AGGTCAGCTTGAGCT 11267505 Aldh9a1 11272120 11290674 -4615 11272120 11289886 -4615 11272183 11289886 -4678
Chr8 Normal NT_039455.1 ATGTCAGCCTGACCA 11666837 LOC244313 11671452 11754469 -4615 11671452 11754469 -4615 11671452 11754469 -4615
Chr2 Normal NT_039208.1 AGGTCAGGCTGGCCT 6536386 MGC37309 6538301 6589047 -1915 6541001 6544789 -4615 6541048 6544309 -4662
Chr9 Normal NT_039477.1 GGGTTACACTGACCT 7448253 1700102P08Rik 7452838 7470969 -4585 7452867 7457796 -4614 7453272 7457491 -5019
Chr1 Complement NT_039180.1 GGGTCTTTATGACCT 17881023 Pkp1 17876591 17828456 -4432 17876409 17828456 -4614 17876397 17832689 -4626
Chr5 Normal NT_039305.1 GGGTAAAGGTGACCA 28071405 5830400A04Rik 28074388 28106424 -2983 28076014 28106424 -4609 0 0 28071405
ChrX Normal NT_039703.1 GTGTCACATTGACCA 2179722 LOC279688 2184331 2214993 -4609 2184331 2214993 -4609 2184331 2214993 -4609
Chr6 Normal NT_039355.1 AGGTCAATATGAACT 14359313 Clecsf6 14363293 14383315 -3980 14363921 14383315 -4608 14364193 14382893 -4880
Chr11 Complement NT_039521.1 TCGTCAGCATGACCT 12130118 D11Lgp2e 12125511 12116124 -4607 12125511 12124000 -4607 12125308 12124332 -4810
Chr14 Normal NT_039596.1 AGGTCATGCTGGCCT 209882 LOC238968 214488 227151 -4606 214488 227151 -4606 214491 227151 -4609
Chr6 Complement NT_039382.1 AGGTCACAGTGACCA 324971 Slc25a18 320365 300025 -4606 320365 300025 -4606 309691 300549 -15280
Chr7 Complement NT_039424.1 CGGTCATTGTGACTC 795499 LOC244002 790895 767296 -4604 790895 767296 -4604 790895 767296 -4604
Chr6 Complement NT_039370.1 CGGTCATTCTGTCCT 88524 LOC232718 83921 70793 -4603 83921 70793 -4603 83921 70793 -4603
Chr8 Complement NT_039467.1 AGGACATGCTGACCA 47540362 Taf1c 47535805 47528554 -4557 47535759 47528554 -4603 47534953 47529187 -5409
Chr14 Normal NT_039606.1 CGGTCACACTCACCT 23170317 4933415L06Rik 23174919 23249512 -4602 23174919 23249512 -4602 23206626 23248912 -36309
Chr1 Complement NT_039185.1 GGGCCGGAATGACCT 15242998 AL033311 15238396 15226151 -4602 15238396 15226151 -4602 15238385 15226347 -4613
Chr11 Normal NT_039521.1 GGGTGGTGATGACCT 31717082 LOC328047 31721681 31724160 -4599 31721681 31724160 -4599 31723311 31723625 -6229
Chr9 Normal NT_039472.1 TGGTCATCTTGATCT 26449000 LOC330929 26453599 26454117 -4599 26453599 26454117 -4599 26453599 26454117 -4599
Chr5 Complement NT_039312.1 GGGTCATTCTGATCT 2942316 4930562A09Rik 2937718 2935601 -4598 2937718 2935601 -4598 2937336 2935606 -4980
Chr14 Complement NT_039606.1 AAGTCACCCTGACCA 22375932 LOC215495 22371334 22370371 -4598 22371334 22370411 -4598 22371307 22370450 -4625
Chr5 Complement NT_039307.1 AGGCCAAGCTGACCC 16373396 Cxcl9 16368799 16362287 -4597 16368799 16363672 -4597 16368705 16364481 -4691
Chr10 Normal NT_039491.1 GGGGCAGCACGACCC 13687589 LOC215842 13692185 13698924 -4596 13692185 13698924 -4596 13692185 13698924 -4596
Chr11 Normal NT_039521.1 TGGTCAGCCTGGCCC 10363367 Rara 10367963 10392196 -4596 10367963 10391266 -4596 10384594 10391266 -21227
Chr2 Normal NT_039211.1 AGGTTAAATTGACCT 2041654 Tcfap2c 2046229 2371247 -4575 2046250 2055245 -4596 2046471 2054012 -4817
Chr6 Complement NT_039340.1 AGGTGACATTGACCA 22532462 LOC232647 22527867 22527359 -4595 22527867 22527359 -4595 22527867 22527359 -4595
Chr12 Complement NT_039565.1 AGGACACTCTGACCT 40326 LOC195155 35732 23741 -4594 35732 23741 -4594 35732 23741 -4594
Chr2 Normal NT_039211.1 TGGTCATCTAGACCC 707485 LOC241813 712079 732208 -4594 712079 727025 -4594 712079 727025 -4594
Chr2 Complement NT_039207.1 GTGTCAAGTTGACCC 2781653 LOC241412 2777061 2716725 -4592 2777061 2716725 -4592 2777061 2716725 -4592
Chr15 Normal NT_039621.1 GTGTCACCATGACCC 62073840 1110019O13Rik 62078424 62088560 -4584 62078431 62088560 -4591 62078521 62086258 -4681
Chr6 Complement NT_039355.1 GGGCCAAGCTGACCT 6930919 6230425C21Rik 6926328 6912404 -4591 6926328 6912629 -4591 6925450 6913332 -5469
Chr2 Normal NT_039210.1 TGGTCAGAGTGACCT 2695814 LOC228798 2700405 2715049 -4591 2700405 2701530 -4591 2700405 2701530 -4591
Chr5 Normal NT_039314.1 GGGTCACAGTGGCCC 6485766 Polr2i 6490319 6496725 -4553 6490357 6496559 -4591 6490373 6496397 -4607
Chr7 Normal NT_039414.1 AGCTCAACATGACCC 2074874 Slc7a9 2079322 2096288 -4448 2079464 2096288 -4590 2080085 2096185 -5211
Chr6 Complement NT_039360.1 TGTTCACAGTGACCC 1274240 LOC333167 1269651 1266780 -4589 1269651 1266780 -4589 1269651 1266780 -4589
Chr14 Normal NT_039609.1 CGGTCACCAGGACCC 20003725 AB041545 20008310 20034815 -4585 20008310 20033845 -4585 20008368 20033331 -4643
Chr6 Complement NT_039356.1 AGGTGAAAATGACCA 171774 Drpla 167191 159022 -4583 167191 159023 -4583 167191 159548 -4583
Chr2 Complement NT_039209.1 TGGTCAAGATCACCT 20894203 LOC329504 20889620 20877242 -4583 20889620 20877242 -4583 20889535 20877525 -4668
Chr3 Complement NT_039239.1 TGGTCACACTGGCCC 1614917 D030020G18Rik 1610336 1586128 -4581 1610336 1586128 -4581 1609137 1590945 -5780
Chr6 Complement NT_039340.1 GGATCAAGTTGACCT 21341881 LOC214703 21337300 21293981 -4581 21337300 21293981 -4581 21337300 21293981 -4581
Chr5 Complement NT_039300.1 TGATCACACTGACCC 2083305 LOC231069 2078726 2078041 -4579 2078726 2078041 -4579 2078726 2078041 -4579
Chr3 Complement NT_039234.1 AGGTTAAAATGACCA 5358603 LOC213149 5354025 5338659 -4578 5354025 5338659 -4578 5353907 5338659 -4696
Chr10 Normal NT_039494.1 CGGGCAATTTGACCT 208359 LOC331624 212937 284284 -4578 212937 284284 -4578 212937 284284 -4578
Chr9 Normal NT_039480.1 ATGTCGTAGTGACCC 4312003 4933411B09Rik 4316579 4318018 -4576 4316579 4318018 -4576 4317573 4317890 -5570
Chr1 Complement NT_039167.1 GTGTCAACTTGACCC 6546608 LOC329091 6542033 6476732 -4575 6542033 6476732 -4575 6542033 6476732 -4575
Chr6 Normal NT_039374.1 CGTTCACTATGACCT 9374 Gpr37 13948 36569 -4574 13948 36569 -4574 15581 35636 -6207
Chr7 Complement NT_039437.1 GGGTCCTCCTGACCT 1278723 LOC330680 1274150 1254712 -4573 1274150 1254712 -4573 1256465 1254732 -22258
Chr2 Complement NT_039209.1 AGATCAGGCTGACCT 11920587 4932438M10 11916015 11904672 -4572 11916015 11904672 -4572 11915905 11904912 -4682
Chr11 Complement NT_039521.1 ATGTCACCTTGACCC 8366946 AI415282 8362448 8356257 -4498 8362375 8356257 -4571 8362297 8357344 -4649
Chr1 Normal NT_039170.1 AGGTGATGATGACCC 20507822 2310002A08Rik 20512392 20566840 -4570 20512392 20566840 -4570 20548940 20564597 -41118
Chr17 Complement NT_039650.1 GGGTCAGGGTGACAT 2118078 4930580F03Rik 2113510 2107298 -4568 2113510 2107298 -4568 0 0 -2118078
ChrX Complement NT_039700.1 AGGTCATCCTGATCT 178484 LOC333491 173917 155417 -4567 173917 155417 -4567 173917 155417 -4567
Chr8 Complement NT_039456.1 GGGTCAGCCGGACCA 1638789 4933405K01Rik 1634223 1623424 -4566 1634223 1623424 -4566 1633659 1623664 -5130
Chr17 Complement NT_039638.1 AGCTCAGGCTGACCT 2696307 LOC328739 2691741 2690545 -4566 2691741 2690545 -4566 2691193 2690852 -5114
Chr18 Normal NT_039674.1 ATGTCAAGCTGACCA 64705413 Impa2 64709940 64739595 -4527 64709977 64739595 -4564 64710159 64739264 -4746
Chr2 Normal NT_039217.1 AAGTCAAAATGACCA 90324 LOC333766 94888 147799 -4564 94888 96151 -4564 95318 95461 -4994
Chr3 Normal NT_039234.1 TGGGCAAGATGACCT 26643829 S100a4 26648393 26652530 -4564 26648393 26652530 -4564 26651501 26652393 -7672
Chr19 Normal NT_039692.1 AGGTCGCTGTGACCA 14402112 1110018J23Rik 14406675 14430608 -4563 14406675 14430608 -4563 14406722 14417144 -4610
Chr15 Complement NT_039621.1 GGGTCACCATGACTG 227416 2610043O12Rik 222932 204426 -4484 222854 204426 -4562 222717 206114 -4699
Chr7 Normal NT_039435.1 GGGTCACCCTGAGCT 7034477 LOC212425 7039038 7057941 -4561 7039038 7057941 -4561 7039038 7057941 -4561
Chr2 Normal NT_039206.1 GGATCAAGTTGACCA 5689190 LOC329396 5693751 6010477 -4561 5693751 5722071 -4561 5693751 5722071 -4561
Chr18 Normal NT_039674.1 AGGTCAGTCTGAACT 72450026 Rpl17 72454587 72457493 -4561 72454587 72457383 -4561 72454603 72457033 -4577
Chr5 Normal NT_039315.1 AGGTCAGTGTGGCCT 300982 Trfr2 304693 323029 -3711 305542 323015 -4560 305831 322654 -4849
Chr18 Normal NT_039674.1 GGGTCAAGTTGACAA 32766181 LOC225367 32770740 32803381 -4559 32770740 32803381 -4559 32796365 32803381 -30184
Chr12 Complement NT_039552.1 GGATCAAGTTGACCA 9318958 LOC217805 9314403 9313820 -4555 9314403 9313820 -4555 9314403 9313820 -4555
Chr13 Complement NT_039590.1 TTGTCAGCCTGACCC 870930 LOC238772 866375 857984 -4555 866375 857984 -4555 866375 857984 -4555
Chr4 Normal NT_039296.1 GGGCCAGGATGACCC 66301 LOC333777 70855 71931 -4554 70855 71931 -4554 70912 71931 -4611
Chr2 Normal NT_039205.1 GGGTCATGCCGACCA 3295506 9230102I19Rik 3300056 3302440 -4550 3300056 3302440 -4550 3300063 3301819 -4557
Chr6 Complement NT_039356.1 TGGTCACAGTGTCCC 5531305 Klra4 5693079 5433682 161774 5526755 5505416 -4550 5526701 5505438 -4604
Chr6 Complement NT_039341.1 AGGTCAGCCTGATCT 8668379 Mkrn1 8663922 8641198 -4457 8663829 8641198 -4550 8663725 8642603 -4654
Chr16 Normal NT_039624.1 AGGTAGGTATGACCT 34472514 LOC332167 34477063 34496284 -4549 34477063 34496284 -4549 34477063 34496284 -4549
Chr12 Complement NT_039553.1 AGGCCACCCTGACCA 4354491 LOC212173 4349943 4333659 -4548 4349943 4333659 -4548 4349943 4333659 -4548
Chr10 Complement NT_039492.1 AAGTCACCCTGACCC 11511752 2700019D07Rik 11507205 11475098 -4547 11507205 11475098 -4547 11505430 11475278 -6322
Chr15 Normal NT_039621.1 AGATCATTCCGACCT 50976706 LOC328582 50981252 50989865 -4546 50981252 50989865 -4546 50982304 50982901 -5598
Chr10 Complement NT_039500.1 CGCTCATTTTGACCC 29126288 Gpr49 29122007 28985622 -4281 29121743 28985622 -4545 29121743 28985996 -4545
Chr3 Normal NT_039242.1 GGATCAAGTTGACCT 6001022 LOC329761 6005567 6007907 -4545 6005567 6007907 -4545 6006780 6007580 -5758
Chr19 Normal NT_039684.1 TGGTCCTGATGACCC 1584531 1110011F09Rik 1589043 1596864 -4512 1589075 1596864 -4544 1589133 1595693 -4602
Chr4 Normal NT_039260.1 TGGCCAGGTTGACCT 3623626 Nans 3628169 3642519 -4543 3628169 3641560 -4543 3628246 3641531 -4620
Chr2 Complement NT_039205.1 GGCTCACAGTGACCC 3028262 Traf2 3023720 2994772 -4542 3023720 2994772 -4542 3015843 2996200 -12419
Chr15 Complement NT_039621.1 GGATCAAGTTGACCT 26877300 LOC212700 26872759 26872301 -4541 26872759 26872301 -4541 26872759 26872301 -4541
Chr1 Complement NT_039180.1 AGGTCAGCTTGAGCT 16921261 1810037O03Rik 16916721 16836749 -4540 16916721 16908730 -4540 16916563 16909792 -4698
Chr1 Complement NT_039188.1 AGCTCAACTTGACCA 4128508 LOC240961 4123968 4123048 -4540 4123968 4123048 -4540 4123968 4123048 -4540
Chr11 Complement NT_039521.1 CAGTCAGGTTGACCC 5774908 Abcc3 5779751 5761728 4843 5770369 5761728 -4539 5770347 5762096 -4561
Chr9 Complement NT_039477.1 CGGTGAGGCTGACCC 366443 LOC208433 361906 313069 -4537 361906 313069 -4537 361906 313069 -4537



Chr11 Complement NT_039521.1 GGGTCGCTTTGACCA 5815958 LOC217115 5811424 5786884 -4534 5811424 5793052 -4534 5793991 5793080 -21967
Chr5 Normal NT_039305.1 AGTTCAAGATGACCC 15349935 LOC333014 15354469 15379104 -4534 15354469 15379104 -4534 15354559 15379104 -4624
Chr10 Normal NT_039492.1 AAGTCGCCCTGACCC 1427461 Tar1-pending 1431992 1432990 -4531 1431992 1432990 -4531 1431992 1432990 -4531
Chr12 Complement NT_039548.1 AGGTCAATTTGACCA 293650 Cys1 289120 273143 -4530 289120 273143 -4530 288215 274432 -5435
Chr4 Normal NT_039261.1 GTGTCAAGTTGACCT 4833546 LOC242460 4838076 4901025 -4530 4838076 4901025 -4530 4838076 4901025 -4530
Chr3 Complement NT_039239.1 AGGTCAGTCAGACCC 249241 Hsd3b6 248043 239111 -1198 244714 239111 -4527 244652 239466 -4589
Chr3 Complement NT_039234.1 AGGTCAGTCTGAGCA 21122690 LOC229482 21118163 21049632 -4527 21118163 21049632 -4527 21118163 21049632 -4527
Chr12 Complement NT_039551.1 GGGTCAGTATCACCC 18722908 9130011B11Rik 18718383 18715105 -4525 18718383 18715105 -4525 18718330 18717269 -4578
Chr3 Normal NT_039238.1 AGGTCCATATGACCT 115996 1110038F21Rik 120520 125771 -4524 120520 125771 -4524 120680 125429 -4684
Chr1 Complement NT_039173.1 GGGTCACTGCGAGCC 5858040 Per2 5853516 5806812 -4524 5853516 5806812 -4524 5844735 5808658 -13305
Chr11 Normal NT_039521.1 GGGTCAAACTGACTT 11364661 LOC217186 11369184 11370260 -4523 11369184 11370260 -4523 11369184 11370260 -4523
Chr4 Complement NT_039267.1 AGGTCAGGATGGCCT 276559 4930569K13Rik 272038 255248 -4521 272038 255248 -4521 259546 256178 -17013
Chr15 Complement NT_039621.1 GGGGCAGGGTGACCA 64735759 LOC328615 64731239 64725280 -4520 64731239 64725280 -4520 64725659 64725336 -10100
Chr11 Normal NT_039515.1 AGCTCAGGCTGACCT 1005820 0610009J22Rik 1010312 1016309 -4492 1010339 1016309 -4519 1010410 1015646 -4590
Chr1 Normal NT_039173.1 AGGTGATTCTGACCT 4584702 Cmkor1 4589175 4601926 -4473 4589221 4601245 -4519 4599459 4600547 -14757
Chr13 Normal NT_039576.1 AGGTCAGTGTGACTG 1347181 MGC30806 1341284 1359548 5897 1351699 1357930 -4518 1352680 1357715 -5499
Chr13 Complement NT_039578.1 AGGTCAAGGAGACCA 10068353 9630054P07Rik 10063836 10049474 -4517 10063836 10050170 -4517 10052198 10050966 -16155
Chr3 Normal NT_039242.1 GGGTGATGATGACCT 23219618 Cryz 23224135 23250693 -4517 23224135 23250693 -4517 23231904 23249771 -12286
Chr16 Normal NT_039624.1 AGGTCACGTTGTCCA 33531494 LOC209542 33536011 33537715 -4517 33536011 33537715 -4517 33536011 33537715 -4517
Chr4 Normal NT_039260.1 AGGTCAGCATTACCT 3594519 Anp32b 3599035 3611470 -4516 3599035 3611470 -4516 3599035 3611101 -4516
Chr6 Normal NT_039353.1 AGGTCATCATGACAT 9608813 LOC243575 9613328 9613708 -4515 9613328 9613708 -4515 9613328 9613708 -4515
Chr9 Complement NT_039473.1 TGATCACTCTGACCC 2632427 Pou2f3 2632535 2547505 108 2627912 2550017 -4515 2627844 2550017 -4583
Chr4 Complement NT_039265.1 AGGTCAGCCTGACAC 2745669 2700082D03Rik 2741201 2725833 -4468 2741155 2726367 -4514 2741103 2726504 -4566
Chr8 Normal NT_039467.1 TGGTCCTCCTGACCC 53475095 LOC210001 53479609 53558878 -4514 53479609 53558878 -4514 53479644 53558878 -4549
Chr10 Complement NT_039501.1 GGGGCACACTGACCA 2125627 Hmga2 2121154 2005579 -4473 2121115 2006011 -4512 2120210 2008172 -5417
Chr17 Complement NT_039658.1 TTGTCAACATGACCC 22388596 LOC225066 22384086 22381212 -4510 22384086 22381212 -4510 22384086 22381212 -4510
Chr16 Normal NT_039624.1 AGGTCAGAAAGACCC 17285487 Ap2m1 17289996 17298544 -4509 17289996 17298544 -4509 17292153 17297937 -6666
Chr14 Normal NT_039595.1 GGGTGAGAATGACCA 2968114 LOC218719 2972623 2973099 -4509 2972623 2973099 -4509 2972623 2973099 -4509
Chr1 Normal NT_039182.1 AGGTTGACTTGACCT 1592735 LOC240779 1597244 1599291 -4509 1597244 1599291 -4509 1597290 1599291 -4555
Chr7 Normal NT_039393.1 GGGTCAGAGTGACTG 770759 2310014L17Rik 775267 778923 -4508 775267 778923 -4508 775747 776745 -4988
Chr2 Complement NT_039209.1 AGGTCATCTTGACTG 30357942 Avp 30353447 30351516 -4495 30353436 30351572 -4506 30353436 30351572 -4506
Chr8 Normal NT_039467.1 AGGTCAGACTGAGCA 38532405 LOC244654 38536911 38547550 -4506 38536911 38547550 -4506 38536946 38547095 -4541
Chr2 Normal NT_039208.1 GGGTGAACATGACCT 18256561 LOC329455 18261067 18280790 -4506 18261067 18264916 -4506 18261067 18264916 -4506
Chr19 Normal NT_039692.1 AGGTCACAGAGACCC 5466367 LOC226154 5464773 5477063 1594 5470872 5477047 -4505 5470911 5476446 -4544
Chr11 Complement NT_039521.1 CGGTCAGCCTTACCT 27068901 2310075G12Rik 27064438 27059390 -4463 27064398 27059390 -4503 27063453 27059855 -5448
Chr7 Normal NT_039420.1 GGGTCACGCTCACCT 3607179 Saa2 3611682 3614161 -4503 3611682 3614161 -4503 3612140 3613958 -4961
ChrX Complement NT_039711.1 GGGTCAATTTGAACT 750667 1700010D01Rik 746166 745495 -4501 746166 745495 -4501 746144 745618 -4523
Chr3 Normal NT_039234.1 GGGTCAGTCTGACTC 11223246 LOC329674 11227747 11229126 -4501 11227747 11229126 -4501 11227747 11229126 -4501
Chr17 Normal NT_039649.1 AGGTCACAGTGGCCC 11636285 LOC224728 11640785 11648621 -4500 11640785 11648621 -4500 11640785 11648621 -4500
Chr1 Complement NT_039184.1 ATGTCACAGTGACCC 3332124 LOC329270 3327624 3206286 -4500 3327624 3206286 -4500 3327240 3208840 -4884
Chr6 Normal NT_039370.1 AGGTCATTCTGACAG 252898 LOC333898 257398 265698 -4500 257398 265698 -4500 257398 265698 -4500
Chr17 Complement NT_039666.1 GGGTCAGGGTGACAT 283351 4930580F03Rik 278852 268303 -4499 278852 268303 -4499 0 0 -283351
Chr15 Normal NT_039621.1 AGGGCGGCATGACCC 37942581 D15Ertd747e 37946948 37950246 -4367 37947080 37949504 -4499 37947589 37949242 -5008
Chr9 Normal NT_039472.1 AGCTCATGCTGACCA 25133572 LOC235206 25138070 25139014 -4498 25138070 25139014 -4498 25138070 25139014 -4498
Chr7 Complement NT_039429.1 GGATCAAGTTGACCT 4394884 LOC330589 4390386 4377634 -4498 4390386 4377634 -4498 4390386 4377634 -4498
Chr7 Complement NT_039428.1 AGGTCACACTCACCT 18188774 LOC244079 18184277 18135552 -4497 18184277 18135552 -4497 18184277 18135552 -4497
Chr7 Normal NT_039420.1 AGGCCAGCCTGACCT 3687819 LOC243971 3692315 3699606 -4496 3692315 3699606 -4496 3692315 3699606 -4496
Chr13 Complement NT_039573.1 AAGTCACCCTGACCA 231507 LOC268619 227011 216739 -4496 227011 216739 -4496 227011 216739 -4496
Chr6 Complement NT_039340.1 AGGTCATAGTGAACG 22599948 Gpr37 22595459 22572838 -4489 22595459 22572838 -4489 22593826 22573771 -6122
Chr19 Complement NT_039684.1 TGGTCAAACTAACCC 615597 LOC329016 611111 610357 -4486 611111 610357 -4486 611001 610440 -4596
Chr15 Normal NT_039621.1 AGGCCAAGGTGACCT 50586937 1300018J18Rik 50591422 50602761 -4485 50591422 50602761 -4485 50591530 50602399 -4593
Chr11 Complement NT_039521.1 AGGTCAGCCAGACCT 31811601 Actg 31807151 31804348 -4450 31807116 31804348 -4485 0 0 -31811601
Chr10 Complement NT_039491.1 AGGTCAATATGAACT 14542094 LOC237330 14537609 14498639 -4485 14537609 14498639 -4485 14537609 14498639 -4485
Chr2 Complement NT_039205.1 GGGTCTACCTGACCC 6675425 LOC332580 6670940 6660885 -4485 6670940 6660885 -4485 6669848 6660885 -5577
Chr8 Normal NT_039455.1 AGGTCAGTTTCACCA 5929697 LOC333265 5934177 5959125 -4480 5934177 5959125 -4480 5934177 5959125 -4480
Chr11 Complement NT_039521.1 AGGTCTAGGTGACCA 25207254 Cdc42ep4 25203311 25178307 -3943 25202775 25178307 -4479 25181020 25179971 -26234
Chr17 Normal NT_039641.1 AGTTCACAATGACCC 1505493 LOC332214 1509972 1543333 -4479 1509972 1543333 -4479 1509972 1543333 -4479
ChrX Normal NT_039706.1 GGGTCGCCTAGACCT 10669836 Magea4 10674314 10675261 -4478 10674314 10675261 -4478 10674314 10675261 -4478
Chr13 Complement NT_039587.1 GGGTCACGTTGGCCA 183209 Fbp2 179113 157358 -4096 178732 157358 -4477 178713 157517 -4496
ChrX Normal NT_039754.1 AGGTCAGTATGAGCT 47719 LOC333829 52194 55690 -4475 52194 55690 -4475 52194 55690 -4475
Chr17 Normal NT_039658.1 AGGTCACAATGACTG 20695925 Tc10-pending 20700205 20737087 -4280 20700396 20737087 -4471 20700700 20734307 -4775
Chr4 Complement NT_039263.1 GGGTCAATTTGATCA 7181942 LOC230460 7177472 7138575 -4470 7177472 7138575 -4470 7177472 7138575 -4470
Chr5 Complement NT_039308.1 GGGTGGGGATGACCC 477159 LOC231467 473028 470632 -4131 472689 470632 -4470 472026 471757 -5133
Chr18 Normal NT_039674.1 GGGTCAGTGTGGCCA 33121181 4930415K17Rik 33096379 33128803 24802 33125649 33128803 -4468 33125664 33127810 -4483
ChrX Normal NT_039744.1 GGGTCGCCTAGACCT 48829 Magea4 53296 54243 -4467 53296 54243 -4467 53296 54243 -4467
Chr5 Complement NT_039315.1 AGGTCATCCTGTCCA 525572 MGC28888 523804 518054 -1768 521105 518054 -4467 520871 518579 -4701
Chr10 Normal NT_039499.1 TGATCACGCTGACCT 149553 2410015K21Rik 153916 180338 -4363 154019 180338 -4466 154033 180118 -4480
Chr18 Normal NT_039674.1 GGGTCGGGTTGACCG 64504085 9630020G10Rik 64508551 64509939 -4466 64508551 64509939 -4466 64508996 64509427 -4911
Chr18 Normal NT_039674.1 TGGTCACTATGACAT 35076449 Pcdh13 34936312 35116240 140137 35080915 35116240 -4466 34936312 35114499 140137
Chr14 Complement NT_039606.1 CCGTCAAATTGACCT 2925369 4932437H03 2920908 2875634 -4461 2920908 2875634 -4461 2914137 2875790 -11232
Chr5 Normal NT_039308.1 GGGTCAGAATAACCT 380540 Mrpl1 384998 437142 -4458 384998 435632 -4458 385009 435552 -4469
Chr10 Normal NT_039502.1 AGTTCATACTGACCA 4842609 A730063M14Rik 4847066 4848113 -4457 4847066 4848113 -4457 4847384 4847734 -4775
Chr4 Complement NT_039259.1 AGCTCAGGCTGACCC 10150819 5730463C12Rik 10146363 10142709 -4456 10146363 10142709 -4456 10145674 10143341 -5145
Chr13 Normal NT_039578.1 TGGTCACTTTGAGCT 7995654 1700020G18Rik 8000060 8007477 -4406 8000107 8007477 -4453 8000115 8006940 -4461
Chr5 Complement NT_039303.1 AGGTCATTCTGACTT 91968 2610101N07Rik 87516 86236 -4452 87516 86497 -4452 87503 86856 -4465
Chr10 Normal NT_039500.1 TTGTCACTCTGACCT 5119031 LOC237450 5123481 5257325 -4450 5123481 5257325 -4450 5123481 5257325 -4450
ChrX Normal NT_039726.1 AGGTCAGCCTGATCT 9356420 LOC245694 9360870 9361586 -4450 9360870 9361586 -4450 9360870 9361586 -4450
Chr6 Normal NT_039359.1 AGGCCAGCCTGACCT 4111388 LOC330436 4115838 4140161 -4450 4115838 4140161 -4450 4115838 4140161 -4450
Chr12 Normal NT_039551.1 GGATCAAGTTGACCT 7114927 LOC217632 7119375 7296912 -4448 7119375 7296912 -4448 7119375 7296912 -4448
Chr7 Complement NT_039429.1 GGATCAAGTTGACCA 21026404 MOR32-3 21021957 21021004 -4447 21021957 21021004 -4447 21021957 21021004 -4447
Chr6 Normal NT_039373.1 AGGTCATGATGACAG 48230 LOC280093 52675 55930 -4445 52675 54527 -4445 53095 54033 -4865
Chr16 Complement NT_039624.1 AGATCAAAATGACCA 56006182 E330017A01 56001738 55998368 -4444 56001738 55998368 -4444 56001574 55998531 -4608
Chr11 Complement NT_039515.1 AGGTTGTGGTGACCC 20859256 Rel 20854850 20825362 -4406 20854815 20825835 -4441 20854534 20826113 -4722
Chr5 Complement NT_039297.1 AGGTCAGAATGACGT 2118174 LOC332979 2113734 2113165 -4440 2113734 2113165 -4440 2113734 2113165 -4440
Chr18 Normal NT_039674.1 GGGTGACTGTGACCT 42821784 Kcnn2 42535017 42952958 286767 42826223 42952816 -4439 42826223 42952478 -4439
Chr17 Normal NT_039662.1 AGGTCACAGTGGCCC 1425790 LOC333871 1430229 1436631 -4439 1430229 1436631 -4439 1430229 1436631 -4439
Chr2 Normal NT_039207.1 GGGTCATGGGGACCA 520651 LOC195491 525088 727859 -4437 525088 535993 -4437 525088 535993 -4437
Chr6 Complement NT_039356.1 TGGACACAGTGACCT 3881704 AI646725 3877285 3861690 -4419 3877268 3861690 -4436 3877171 3862559 -4533
Chr8 Complement NT_039467.1 GAGTCACCATGACCA 11720568 MGC27560 11716305 11701209 -4263 11716133 11701209 -4435 11708847 11701617 -11721
Chr9 Complement NT_039473.1 TGGTCAGGGTGACTT 4232216 Arcn1 4227834 4202037 -4382 4227782 4202136 -4434 4227661 4203916 -4555
Chr6 Normal NT_039341.1 AGGTCATTCTGACAG 10383708 LOC243785 10388142 10396217 -4434 10388142 10396217 -4434 10388142 10396217 -4434
Chr14 Complement NT_039595.1 GGGTCGTGCTGCCCC 11361610 LOC271173 11357176 11268744 -4434 11357176 11268744 -4434 11357176 11268744 -4434
Chr11 Complement NT_039521.1 GGGTAATGTTGACCA 24665557 4732490B19Rik 24661126 24654772 -4431 24661126 24654772 -4431 24656452 24656150 -9105
Chr14 Complement NT_039596.1 TGGTCATGGTGTCCC 867834 Anxa7 863531 838867 -4303 863406 838867 -4428 856918 840069 -10916
Chr11 Normal NT_039520.1 GGGTCAAGTTGACTC 20878145 Trpv2 20882510 20908507 -4365 20882571 20908320 -4426 20886432 20908221 -8287



Chr14 Normal NT_039606.1 AGGTCACTATGGCCT 1223499 LOC268745 1227924 1229703 -4425 1227924 1229703 -4425 1228486 1228848 -4987
Chr4 Complement NT_039258.1 AGCTCAGGATGACCT 16244465 Cpne3 16240041 16191313 -4424 16240041 16191909 -4424 16225432 16193123 -19033
Chr12 Normal NT_039548.1 AGGTCTATGTGACCT 16812307 LOC328085 16816731 16819941 -4424 16816731 16819941 -4424 16817266 16817541 -4959
Chr2 Complement NT_039205.1 GGGTGGTGCTGACCT 6675363 LOC332580 6670940 6660885 -4423 6670940 6660885 -4423 6669848 6660885 -5515
Chr2 Complement NT_039210.1 AGGTCTTCATGACCT 885514 LOC228777 881092 873891 -4422 881092 873891 -4422 878773 873993 -6741
Chr16 Complement NT_039624.1 GGTTCAAGTTGACCA 16727815 LOC239743 16723393 16674881 -4422 16723393 16674881 -4422 16723393 16674881 -4422
Chr8 Normal NT_039464.1 AGGCCAGGTTGACCT 464770 Jak3 469191 481607 -4421 469191 481607 -4421 469202 473496 -4432
Chr6 Complement NT_039340.1 AGGTCATGCTGTCCC 20931666 LOC232641 20927248 20869085 -4418 20927248 20869085 -4418 20927199 20869085 -4467
Chr15 Complement NT_039621.1 AGGTGGGGCTGACCT 40668181 Slc16a8 40663763 40660020 -4418 40663763 40660020 -4418 40662813 40660134 -5368
Chr10 Normal NT_039500.1 ATGTCAACTTGACCC 29924926 LOC327823 29929343 29931731 -4417 29929343 29931731 -4417 29930110 29930469 -5184
Chr8 Normal NT_039455.1 AGGTCAAGAAGACCC 110371 LOC330692 114788 115845 -4417 114788 115845 -4417 114850 115230 -4479
Chr14 Normal NT_039606.1 GGGGCACTTTGACCC 24895201 LOC219186 24899616 24910233 -4415 24899616 24910233 -4415 24899616 24910233 -4415
Chr3 Complement NT_039230.1 AGGTCACCCTGACTA 13214855 LOC242066 13210440 13205939 -4415 13210440 13205939 -4415 13210440 13205939 -4415
Chr8 Complement NT_039467.1 TGGTCTCTGTGACCC 54390419 LOC212741 54386005 54384827 -4414 54386005 54384827 -4414 54385965 54385261 -4454
Chr17 Normal NT_039649.1 GGGTCAGTCAGACCC 10574491 H2-DMa 10578861 10582333 -4370 10578904 10581768 -4413 10578904 10581768 -4413
Chr17 Normal NT_039662.1 GGGTCAGTCAGACCC 380192 H2-DMa 384562 388034 -4370 384605 387469 -4413 384605 387469 -4413
Chr16 Complement NT_039627.1 GGGTCACAGTGACAG 1287993 9030624C24Rik 1283581 1247166 -4412 1283581 1247287 -4412 1283486 1247335 -4507
Chr9 Complement NT_039482.1 GAGTCAAGTTGACCT 8450339 LOC235679 8445928 8422521 -4411 8445928 8422521 -4411 8445928 8422521 -4411
Chr2 Normal NT_039209.1 AGGACACTGTGACCA 42867307 Snrpb2 42871717 42890663 -4410 42871717 42880406 -4410 42873234 42880222 -5927
Chr9 Normal NT_039474.1 AGGTCAAACTGTCCT 5823229 Hexa 5827605 5853213 -4376 5827638 5853213 -4409 5827789 5852990 -4560
Chr3 Normal NT_039234.1 AGGTCAGTCTGATCT 24097120 Mef2d 24101529 24131158 -4409 24101529 24127825 -4409 24114911 24127745 -17791
Chr12 Normal NT_039539.1 GGTTCACACCGACCT 433425 Dtnb 437743 647691 -4318 437833 647691 -4408 454573 640778 -21148
Chr7 Complement NT_039420.1 TGGGCAGCCTGACCT 2575617 Sphk2 2571272 2563533 -4345 2571210 2563554 -4407 2566935 2563995 -8682
Chr5 Normal NT_039300.1 AGATCAGGCTGACCT 4237847 4930479F15Rik 4233763 4263166 4084 4242253 4263166 -4406 4242261 4262672 -4414
Chr17 Complement NT_039656.1 AGGTCAGGAGGACCC 2202070 S3-12-pending 2197664 2192446 -4406 2197664 2192446 -4406 2197664 2193859 -4406
Chr4 Normal NT_039265.1 TGGGCATACTGACCC 4655344 LOC230757 4659749 4663357 -4405 4659749 4663357 -4405 4661564 4662256 -6220
Chr3 Normal NT_039253.1 AGGTCAATGAGACCC 192 LOC333771 4597 56092 -4405 4597 56092 -4405 4597 56092 -4405
Chr3 Normal NT_039249.1 GGGGCAGCACGACCC 66849 1700017G21Rik 71253 73181 -4404 71253 73181 -4404 71318 72814 -4469
Chr7 Normal NT_039433.1 TGGGCAGGATGACCT 2555435 LOC269984 2559839 2563413 -4404 2559839 2563413 -4404 2561359 2561739 -5924
Chr7 Complement NT_039420.1 GGCTCAATTTGACCC 2472799 Fgf21 2468580 2466980 -4219 2468396 2467110 -4403 2468396 2467110 -4403
Chr4 Normal NT_039264.1 GGATCAAGTTGACCT 19130441 LOC230690 19134844 19150488 -4403 19134844 19150488 -4403 19134844 19150488 -4403
Chr14 Normal NT_039606.1 GGGTCAGGGTGACTT 31788903 LOC271229 31793305 31862732 -4402 31793305 31862732 -4402 31793305 31862732 -4402
Chr14 Complement NT_039606.1 AGTTCAGGTTGACCT 15011567 Adam28 15007166 14957351 -4401 15007166 14958203 -4401 15007014 14958779 -4553
Chr17 Complement NT_039657.1 GGATCAAGTTGACCT 2795829 LOC215479 2791428 2711473 -4401 2791428 2711473 -4401 2791428 2711473 -4401
Chr19 Complement NT_039684.1 TGGTCTGCATGACCC 328810 Zfp162 324781 311470 -4029 324409 312241 -4401 324409 312241 -4401
Chr19 Complement NT_039694.1 TGGTCTGCATGACCC 96603 Zfp162 92574 79094 -4029 92202 79865 -4401 92202 79865 -4401
Chr4 Complement NT_039264.1 GGGCCACAGCGACCT 15284358 A230025G20 15279958 15252000 -4400 15279958 15252000 -4400 15279654 15254359 -4704
Chr1 Complement NT_039185.1 AGGCCAACATGACCA 15276862 Ppox 15272462 15268266 -4400 15272462 15268293 -4400 15272062 15268358 -4800
ChrX Complement NT_039721.1 AGGTTGAACTGACCC 725314 LOC209374 720915 717450 -4399 720915 717450 -4399 718142 717720 -7172
Chr4 Complement NT_039264.1 GGGTCCTGGTGACCT 15058948 Foxd2 15054550 15052970 -4398 15054550 15052970 -4398 15054498 15053020 -4450
Chr2 Normal NT_039205.1 AGGCCAACCTGACCT 10354828 9130404D14Rik 10359169 10448373 -4341 10359225 10408247 -4397 10359351 10407027 -4523
Chr3 Complement NT_039239.1 GGGTCACCACGACAT 10010372 Sars1 10005978 9985584 -4394 10005978 9985584 -4394 10005851 9987549 -4521
Chr7 Normal NT_039429.1 GGATCAAGTTGACCT 2941173 LOC233439 2945565 2949331 -4392 2945565 2949331 -4392 2945565 2949331 -4392
Chr6 Complement NT_039356.1 GGGTCAGTCTGACAA 2617383 LOC333157 2612992 2611675 -4391 2612992 2611675 -4391 2612992 2611675 -4391
Chr1 Complement NT_039180.1 GGGACATCTTGACCT 1734608 2300008B03Rik 1730220 1724951 -4388 1730220 1724951 -4388 1727994 1727059 -6614
Chr3 Normal NT_039239.1 AGCTCATTCTGACCA 6334214 St7l 6338584 6400602 -4370 6338602 6400308 -4388 6338605 6400304 -4391
Chr3 Normal NT_039255.1 AGGTGATGCTGACCT 70308 LOC333890 74695 102948 -4387 74695 102948 -4387 74695 102948 -4387
Chr7 Complement NT_039437.1 GGGTCAGTTTGACAA 2017714 Osbpl5 2013327 1959110 -4387 2013327 1959110 -4387 2013087 1960173 -4627
Chr5 Normal NT_039314.1 AGGTCATCCTGAGCT 180614 Crcp 185000 218212 -4386 185000 218212 -4386 185094 217281 -4480
Chr10 Complement NT_039502.1 GGATCAGCATGACCA 6600054 1110012D08Rik 6595670 6591167 -4384 6595670 6591167 -4384 6594495 6592318 -5559
Chr16 Normal NT_039624.1 AAGTCACCCTGACCA 20368836 5830458K16Rik 20283592 20377500 85244 20373219 20377018 -4383 20373272 20376752 -4436
Chr1 Complement NT_039170.1 TGGTCAACATGACCC 32993348 LOC227112 32988999 32988546 -4349 32988965 32988546 -4383 32988954 32988643 -4394
Chr12 Complement NT_039539.1 AGGTCCTGTTGACCC 2032754 LOC238039 2028371 2025207 -4383 2028371 2025207 -4383 2025709 2025317 -7045
ChrX Normal NT_039709.1 CGGTCTCATTGACCT 11969356 LOC245501 11973739 11985496 -4383 11973739 11985496 -4383 11973739 11985496 -4383
Chr11 Complement NT_039520.1 AGGTCAGCTTGCCCT 19938508 Prpsap2 19934126 19901721 -4382 19934126 19901721 -4382 19928377 19902208 -10131
Chr10 Complement NT_039491.1 GGGTTATGCTGACCA 14541990 LOC237330 14537609 14498639 -4381 14537609 14498639 -4381 14537609 14498639 -4381
Chr6 Normal NT_039350.1 TGGTCATTCTGAGCC 2307209 MGC25977 2311544 2315819 -4335 2311590 2315819 -4381 2312305 2315304 -5096
Chr18 Complement NT_039678.1 AGGGCAACTTGACCT 3677467 LOC240482 3673088 3546115 -4379 3673088 3546115 -4379 3673088 3546115 -4379
Chr4 Normal NT_039268.1 AGGCCAGCCTGACCT 7962337 LOC230985 7966715 7992753 -4378 7966715 7992753 -4378 7967097 7992379 -4760
Chr9 Complement NT_039474.1 AGATCAGGTTGACCT 3426347 Neil1 3423245 3417738 -3102 3421974 3418196 -4373 3421974 3418196 -4373
Chr6 Complement NT_039340.1 GGGTGAATATGACCA 17847767 LOC214620 17843396 17838374 -4371 17843396 17838374 -4371 17843396 17838374 -4371
Chr17 Complement NT_039658.1 AGGTCAGCCTGAGCT 12547773 Prkr 12543432 12513469 -4341 12543402 12515415 -4371 12539023 12516044 -8750
Chr8 Complement NT_039467.1 AGGTCAACCTGATCT 49562858 2310046N15Rik 49558624 49531774 -4234 49558488 49531774 -4370 49539821 49531981 -23037
Chr14 Complement NT_039609.1 GGGGCGCTCTGACCC 16818151 LOC239257 16813781 16759011 -4370 16813781 16759011 -4370 16813781 16759011 -4370
Chr5 Normal NT_039311.1 GGGCCACGTTGACCA 2132333 LOC330165 2136702 2173739 -4369 2136702 2173739 -4369 2136702 2173739 -4369
Chr2 Complement NT_039210.1 GGGTCAAGTTGACAC 14575999 MGC25852 14571632 14501805 -4367 14571632 14501805 -4367 14550411 14502757 -25588
Chr16 Normal NT_039624.1 GGGTCAGAGTGACAG 36959603 LOC328674 36963968 36966026 -4365 36963968 36966026 -4365 36964035 36964379 -4432
Chr8 Complement NT_039467.1 GGGTCACGGTGACCA 48612595 Noc4 48608698 48598005 -3897 48608230 48598005 -4365 48608101 48598261 -4494
Chr9 Normal NT_039474.1 AGGTCACAGTGGCCA 1139395 LOC235385 1143754 1192409 -4359 1143754 1192409 -4359 1143793 1189623 -4398
Chr14 Complement NT_039602.1 AGGTCAAGCTGGCCT 363005 Zfp219 359650 346213 -3355 358646 346213 -4359 349149 346262 -13856
Chr3 Normal NT_039242.1 GGGTCAGGCTGATCA 11182293 Gbp2 11186590 11203996 -4297 11186651 11203996 -4358 11189684 11203483 -7391
ChrX Normal NT_039715.1 AGGTAGGCCTGACCT 5237489 Rpl44 5241822 5244299 -4333 5241845 5244152 -4356 5241879 5244119 -4390
Chr19 Normal NT_039687.1 GGGTAACTATGACCT 3924955 LOC208025 3929310 3930239 -4355 3929310 3930239 -4355 3929310 3930239 -4355
Chr2 Normal NT_039209.1 GGGTCTAGTTGACCC 31258483 Smox-pending 31262666 31675938 -4183 31262838 31296067 -4355 31282905 31295775 -24422
Chr16 Complement NT_039624.1 AGGTCACCATAACCT 34879969 LOC271371 34875619 34855012 -4350 34875619 34855012 -4350 34875619 34855012 -4350
Chr3 Complement NT_039227.1 TGGTCATCATGTCCT 9462619 LOC332736 9458270 9426749 -4349 9458270 9426749 -4349 9458270 9426749 -4349
Chr17 Complement NT_039649.1 ATGTCAGCTCGACCT 7692405 Tff3 7688056 7683760 -4349 7688056 7683760 -4349 7688021 7683928 -4384
Chr7 Complement NT_039400.1 TGGTCACACTGGCCC 1011305 Tomm40 1007128 992985 -4177 1006956 992985 -4349 1006954 993383 -4351
Chr2 Normal NT_039209.1 AGGTCAATCTGAACT 18759299 4921503C21Rik 18763647 18782784 -4348 18763647 18768626 -4348 18763681 18767616 -4382
ChrX Normal NT_039708.1 AGGTCACCATGAACA 1001847 D0HXS9928E 1006195 1013295 -4348 1006195 1013295 -4348 1006377 1013130 -4530
Chr18 Complement NT_039674.1 AGGCCAGCCTGACCT 20315336 LOC268998 20310988 20299429 -4348 20310988 20299429 -4348 20310810 20299535 -4526
Chr11 Complement NT_039521.1 GGGTGAGTCTGACCC 13211307 Etv4 13207072 13191452 -4235 13206964 13191452 -4343 13206964 13192067 -4343
ChrX Complement NT_039709.1 GGGGCAAAGTGACCA 11699977 LOC212460 11695636 11695159 -4341 11695636 11695159 -4341 11695636 11695159 -4341
Chr5 Normal NT_039300.1 GGGACAGGCTGACCC 3514211 LOC231078 3518552 3530064 -4341 3518552 3530064 -4341 3519797 3529661 -5586
Chr4 Normal NT_039258.1 AGTTCAAGCTGACCC 7481031 LOC230003 7485369 7485831 -4338 7485369 7485831 -4338 7485369 7485831 -4338
Chr2 Complement NT_039205.1 GGGGCAGCCTGACCC 2981859 1700013L23Rik 2978509 2975441 -3350 2977522 2975441 -4337 2977021 2975600 -4838
Chr8 Normal NT_039459.1 AGGTCAAATTGACAC 522882 D8Ertd531e 527219 528991 -4337 527219 528991 -4337 527314 527697 -4432
Chr12 Normal NT_039553.1 AGGTCACCCTGACTA 7882748 Kns2 7887085 7937017 -4337 7887085 7937017 -4337 7902415 7936559 -19667
Chr8 Normal NT_039467.1 GGGTCAAAGTGACTG 22701726 LOC330830 22706063 22712929 -4337 22706063 22712929 -4337 22706961 22712850 -5235
Chr19 Normal NT_039684.1 AGGTCAACTTGATCA 1131229 Ovol1 1135499 1147075 -4270 1135561 1146450 -4332 1135845 1145254 -4616
Chr7 Complement NT_039420.1 GGGTCAGGCTGGCCA 2583281 1700008E09Rik 2578951 2578252 -4330 2578951 2578252 -4330 2578720 2578337 -4561
Chr3 Complement NT_039242.1 AGGCCAGCCTGACCA 20815970 2010306G19Rik 20828206 20801979 12236 20811640 20801979 -4330 20811470 20803030 -4500
Chr7 Normal NT_039420.1 TGGTCATCCTGGCCC 3095511 4932420K09 3099841 3169847 -4330 3099841 3169847 -4330 3099883 3168221 -4372
Chr9 Complement NT_039472.1 GGGTCACCTTGACTT 1092704 4932416A15 1088375 1050439 -4329 1088375 1050463 -4329 1051638 1050910 -41066
ChrX Normal NT_039702.1 AGGTCATCCTGAGCT 10100176 LOC236778 10104505 10112156 -4329 10104505 10112156 -4329 10104505 10112156 -4329



Chr11 Normal NT_039520.1 GGGTCAATGTGACAA 801310 C030002O17Rik 805638 808142 -4328 805638 808142 -4328 807524 807804 -6214
Chr4 Normal NT_039266.1 TGGTCTGTGTGACCC 11043455 Hspb7 11046832 11051363 -3377 11047782 11050252 -4327 11047838 11050111 -4383
ChrX Normal NT_039748.1 GTGTCAAGTTGACCC 3402 Rpgr 7522 66705 -4120 7729 66705 -4327 7749 66254 -4347
Chr7 Normal NT_039420.1 TGGTCACCATGACCA 2252043 2900040K06Rik 2256369 2259328 -4326 2256369 2259328 -4326 2258120 2258749 -6077
Chr17 Complement NT_039649.1 TGTTCATGTTGACCT 2266379 Chl12-pending 2262053 2253577 -4326 2262053 2253682 -4326 2261988 2253799 -4391
Chr14 Normal NT_039595.1 GGGTGGCCATGACCT 379956 LOC218699 384282 451829 -4326 384282 451829 -4326 384354 450760 -4398
Chr9 Complement NT_039474.1 GGGTCAGTCCGAGCT 18482393 Tcf12 18478241 18212349 -4152 18478067 18212376 -4326 18477261 18216406 -5132
Chr11 Complement NT_039521.1 AGGCCAGGCTGACCT 18215037 Ddx5 18211423 18202594 -3614 18210714 18203786 -4323 18210554 18204091 -4483
Chr5 Complement NT_039313.1 AGGTCATCCTGAGCT 5119930 AI480570 5123651 5101291 3721 5115608 5101298 -4322 5107659 5101524 -12271
Chr14 Complement NT_039609.1 AGGTCATGCTGAACA 5020234 LOC211618 5015912 4998451 -4322 5015912 4998451 -4322 4999655 4999380 -20579
Chr4 Complement NT_039285.1 GGGCCACAGCGACCT 142908 A230025G20 138587 109977 -4321 138587 109977 -4321 138283 112335 -4625
Chr7 Complement NT_039444.1 AGGTCATCCTGCCCA 32088 LOC269984 27768 24194 -4320 27768 24194 -4320 26248 25868 -5840
Chr10 Normal NT_039495.1 TGATCAACCTGACCT 1227224 LOC331627 1231543 1247805 -4319 1231543 1247805 -4319 1231543 1247805 -4319
Chr9 Complement NT_039474.1 GGGTCAGTATGACCG 6806687 LOC330955 6802369 6801237 -4318 6802369 6801237 -4318 6802298 6801540 -4389
Chr17 Normal NT_039649.1 TGTTCATGTTGACCT 2266379 LOC328783 2270693 2282981 -4314 2270693 2282981 -4314 2271572 2282731 -5193
Chr13 Normal NT_039590.1 TGTTCAGGGTGACCT 3327620 2610005H11Rik 3331609 3344256 -3989 3331933 3344256 -4313 3342485 3343171 -14865
Chr2 Normal NT_039211.1 GGGTCAGTTTGTCCC 3587230 6330500A18Rik 3590798 3637176 -3568 3591542 3614132 -4312 3605112 3611499 -17882
Chr10 Normal NT_039492.1 GGGTGAAGCTGACCA 21224475 Cd24a 21228787 21233866 -4312 21228787 21233866 -4312 21228858 21232369 -4383
Chr5 Normal NT_039308.1 TGGTCAGGGTGACAC 4224173 2310057D15Rik 4228484 4256137 -4311 4228484 4256137 -4311 4228689 4255310 -4516
Chr11 Normal NT_039520.1 TGGTCTAGGTGACCT 38020426 LOC268451 38024737 38127537 -4311 38024737 38127537 -4311 38024801 38126364 -4375
Chr11 Normal NT_039520.1 AGGTCAGTTTGTCCA 41212193 Lig3 41216389 41237718 -4196 41216503 41237488 -4310 41218630 41236805 -6437
Chr12 Complement NT_039551.1 TGGTCACCCTGGCCT 24454669 LOC328130 24450359 24447911 -4310 24450359 24447911 -4310 24449029 24448553 -5640
Chr16 Complement NT_039625.1 GTGTCACAGTGACCT 26700323 Cryzl1 26696034 26656344 -4289 26696014 26656480 -4309 26684672 26656836 -15651
Chr5 Complement NT_039336.1 GGGTGAATATGACCA 343555 LOC333786 339247 332930 -4308 339247 332930 -4308 339247 332930 -4308
ChrX Complement NT_039700.1 GGGTCAACTTGACAC 1480599 Rpgr 1476498 1332283 -4101 1476291 1417801 -4308 1476271 1418252 -4328
Chr9 Complement NT_039474.1 ATGTCAAGCTGACCA 8586152 4921508E09Rik 8581874 8570395 -4278 8581845 8570395 -4307 8581728 8572091 -4424
Chr1 Complement NT_039174.1 GGATCAAGTTGACCA 4898108 LOC332488 4893801 4768991 -4307 4893801 4768991 -4307 4893801 4768991 -4307
Chr7 Normal NT_039420.1 AGATCAGGCTGACCT 647926 Klk7 652232 657011 -4306 652232 657011 -4306 652726 656598 -4800
Chr19 Normal NT_039684.1 CGGTCAGACTGAGCC 1233668 LOC240514 1237972 1238580 -4304 1237972 1238580 -4304 1237972 1238580 -4304
ChrX Normal NT_039700.1 AGGTCAAAGTTACCT 1740443 Tm4sf2 1744694 1856180 -4251 1744746 1856180 -4303 1744751 1854925 -4308
Chr7 Normal NT_039400.1 AGGTCATATTGTCCA 568918 Rtn2 573219 586884 -4301 573219 586884 -4301 573384 586660 -4466
Chr8 Normal NT_039454.1 AGGTCACCTTGCCCT 401956 Zfp358 406224 410294 -4268 406257 410294 -4301 408770 410221 -6814
Chr7 Complement NT_039413.1 GGGTTACCATGACCA 2197572 1110006G06Rik 2193323 2189601 -4249 2193272 2189601 -4300 2190514 2189684 -7058
Chr15 Normal NT_039621.1 GGGTCACAGTGAACT 50929816 C730034F03Rik 50934116 50937401 -4300 50934116 50937401 -4300 50934192 50934527 -4376
ChrX Complement NT_039713.1 AGGACATCCTGACCT 8491574 LOC237009 8487277 8486349 -4297 8487277 8486349 -4297 8486859 8486392 -4715
Chr10 Complement NT_039502.1 AGGTGGTCCTGACCT 4960768 LOC216441 4956474 4947217 -4294 4956474 4947217 -4294 4956426 4950600 -4342
Chr12 Complement NT_039551.1 AGGTCAACCTGGCCA 312132 Nfkbia 308456 304856 -3676 307838 305116 -4294 307781 305177 -4351
Chr15 Normal NT_039618.1 AGGTCACAATCACCA 302143 MGC37820 291137 326442 11006 306435 326442 -4292 306435 325915 -4292
Chr17 Normal NT_039673.1 GGGTCATCATGAGCA 18758 Rpl41 23050 23246 -4292 23050 23246 -4292 23064 23141 -4306
Chr1 Complement NT_039170.1 AGTTCGGACTGACCT 32993254 LOC227112 32988999 32988546 -4255 32988965 32988546 -4289 32988954 32988643 -4300
Chr8 Complement NT_039462.1 GGCTCAGGGTGACCT 6046762 LOC234385 6049298 6039203 2536 6042473 6039203 -4289 6040666 6040499 -6096
Chr19 Complement NT_039684.1 TGATCAGGGTGACCC 1377745 LOC332361 1373457 1369234 -4288 1373457 1369234 -4288 1373457 1369234 -4288
Chr1 Normal NT_039170.1 GGGTCATGATGATCA 12059827 Ptpn18 12064115 12079484 -4288 12064115 12079484 -4288 12064181 12079378 -4354
Chr2 Normal NT_039208.1 GGATCAAGTTGACCA 18441634 MOR264-17 18445921 18463316 -4287 18445921 18446892 -4287 18445921 18446892 -4287
Chr7 Normal NT_039413.1 AGGTCAAACTGGCCT 3599814 U2af26 3604101 3606103 -4287 3604101 3605924 -4287 3604101 3605924 -4287
Chr4 Complement NT_039264.1 GGGTCAAAGTGACCA 9251220 LOC329915 9346578 9205507 95358 9246934 9206017 -4286 9242912 9206620 -8308
Chr6 Complement NT_039343.1 TGGTCATGGTGAGCC 10897471 AI462012 10893249 10800760 -4222 10893188 10802207 -4283 10893040 10804255 -4431
Chr2 Complement NT_039207.1 AGGTCAAATTGCCCC 9422647 Stk39 9418408 9157933 -4239 9418364 9157954 -4283 9418285 9158131 -4362
Chr10 Normal NT_039496.1 AGGTCACTGTGAGCC 4810798 LOC216142 4815080 4816034 -4282 4815080 4816034 -4282 4815080 4816034 -4282
Chr1 Normal NT_039189.1 GGGTCAGCCCGGCCT 7783989 1700022P22Rik 7788267 7791664 -4278 7788267 7791664 -4278 7788307 7791622 -4318
Chr16 Normal NT_039624.1 AGGCCAGGACGACCT 1134849 Dnaja3 1139127 1162639 -4278 1139127 1161626 -4278 1139146 1160895 -4297
Chr17 Complement NT_039650.1 AGGTCAACTTGTCCA 505629 LOC224742 501351 488379 -4278 501351 488379 -4278 501275 488980 -4354
Chr6 Normal NT_039355.1 GGGTGAGGCTGACCT 4361055 A730016F12Rik 4365332 4390418 -4277 4365332 4389617 -4277 4365499 4389412 -4444
Chr15 Normal NT_039621.1 GTGTCAGCGTGACCG 37834916 D330001F17Rik 37839193 37860439 -4277 37839193 37860439 -4277 37839208 37860317 -4292
Chr7 Normal NT_039420.1 GGGTCACAATCACCC 971872 Klk16 976148 980985 -4276 976148 980985 -4276 976700 980942 -4828
Chr11 Normal NT_039521.1 TGGTCACAGTGACCC 10115472 Csf3 10119692 10122058 -4220 10119742 10122058 -4270 10119809 10121389 -4337
Chr13 Complement NT_039589.1 TGGTCCAGGTGACCT 11752134 LOC218362 11747864 11674094 -4270 11747864 11674094 -4270 11747864 11674094 -4270
Chr10 Complement NT_039500.1 AGGTCAACTTGATCC 20865214 LOC279730 20860944 20859230 -4270 20860944 20859230 -4270 20860872 20860222 -4342
Chr14 Complement NT_039606.1 TGGTCACATTGAACT 6587830 1700017F11Rik 6583694 6516740 -4136 6583565 6551655 -4265 6583456 6552176 -4374
Chr12 Complement NT_039551.1 GGGTCATTACGACTC 1514222 LOC238186 1509957 1496232 -4265 1509957 1496232 -4265 1508891 1496232 -5331
Chr5 Complement NT_039307.1 AGGTTGCTGTGACCC 16294113 Ppef2 16289848 16266437 -4265 16289848 16266437 -4265 16289848 16266437 -4265
Chr5 Complement NT_039311.1 AGGTCAGTCTGTCCT 258554 Pxmp2 254469 242374 -4085 254290 242637 -4264 254290 242637 -4264
Chr6 Complement NT_039341.1 GGGTCATCTTGCCCA 7605398 9130009D18Rik 7601180 7557870 -4218 7601135 7561952 -4263 7600754 7562597 -4644
Chr19 Normal NT_039692.1 AGTTCATCATGACCA 8680300 6330404A12Rik 8684560 9284564 -4260 8684560 9284564 -4260 8684715 9284419 -4415
Chr12 Complement NT_039539.1 AGGGCAGTGCGACCT 8339966 9530020I12Rik 8335706 8333693 -4260 8335706 8333693 -4260 8334052 8333777 -5914
ChrX Normal NT_039700.1 ATGTCATCTTGACCA 2566985 LOC236663 2571245 2571574 -4260 2571245 2571574 -4260 2571245 2571574 -4260
Chr10 Normal NT_039496.1 TGGTCAACGTGAGCC 3095511 LOC237378 3099771 3113007 -4260 3099771 3113007 -4260 3099771 3113007 -4260
Chr3 Normal NT_039228.1 AGGTCATCCAGACCC 3474770 4930429B21Rik 3479028 3480689 -4258 3479028 3480689 -4258 3479136 3479528 -4366
Chr1 Complement NT_039170.1 GGGTCAGATCGCCCT 13844953 C820010P03Rik 13898261 13798259 53308 13840695 13798259 -4258 13837405 13798996 -7548
Chr19 Normal NT_039692.1 GGGCCAAGCTGACCT 4935007 Wnt8b 4939265 4958589 -4258 4939265 4958589 -4258 4939396 4958589 -4389
Chr6 Complement NT_039355.1 GGGTCAATCTGAACA 15575495 Clstn3 15571370 15537620 -4125 15571240 15538066 -4255 15571073 15538448 -4422
ChrX Normal NT_039711.1 GGGTCGAGGTGACCA 7750485 LOC331478 7754740 7756489 -4255 7754740 7756489 -4255 7755883 7756161 -5398
Chr4 Complement NT_039266.1 GGGTCAGGTTGACAG 6424644 C1qg 6420411 6417321 -4233 6420390 6417327 -4254 6420079 6417560 -4565
Chr5 Complement NT_039305.1 AGGTCACTAAGACCC 27709185 1110003E01Rik 27705416 27661540 -3769 27704933 27661540 -4252 27680569 27662140 -28616
Chr16 Normal NT_039624.1 AGGTCAGGCTGGCCT 30578555 Ly64 30582807 30608694 -4252 30582807 30608694 -4252 30583297 30604639 -4742
Chr8 Normal NT_039456.1 TGATCATTTTGACCT 23663 Defcr3 27914 28754 -4251 27914 28754 -4251 27914 28754 -4251
Chr6 Normal NT_039355.1 GGGTCATGCTGACCA 4058113 LOC210779 4062363 4074727 -4250 4062363 4074727 -4250 4062363 4074727 -4250
Chr9 Complement NT_039478.1 GGGTCACTATCACCC 168071 6620401K05Rik 163823 149408 -4248 163823 149461 -4248 163716 149553 -4355
Chr11 Normal NT_039520.1 AGGTCGACCTGACAT 25758925 LOC268424 25763172 25769173 -4247 25763172 25769173 -4247 25763172 25769173 -4247
Chr10 Normal NT_039492.1 AGGTAAAAATGACCA 14547079 Hdac2 14551324 14578389 -4245 14551324 14578389 -4245 14551492 14578182 -4413
Chr19 Normal NT_039684.1 GGGTCAAGCTGACAA 3259132 LOC240524 3263376 3271920 -4244 3263376 3271920 -4244 3263376 3271920 -4244
Chr9 Normal NT_039478.1 GGCTCATTTTGACCG 124183 Scotin-pending 128384 147478 -4201 128426 147434 -4243 128494 146420 -4311
Chr14 Normal NT_039609.1 AGGTCTTTGTGACCA 21507282 LOC328474 21511524 21515920 -4242 21511524 21515920 -4242 21513598 21513870 -6316
Chr17 Complement NT_039641.1 AGGTCAGTGTGATCT 585740 Thbs2 581713 552904 -4027 581498 554562 -4242 578822 554921 -6918
Chr12 Complement NT_039571.1 AGGTCAATTTGACCA 81685 Cys1 77445 62926 -4240 77445 62926 -4240 76539 64255 -5146
Chr8 Normal NT_039467.1 AGTTCATATTGACCT 33763323 2310016K04Rik 33767561 33809966 -4238 33767561 33809966 -4238 33772061 33809655 -8738
Chr1 Normal NT_039185.1 TGCTCATGGTGACCC 15546257 Nmrk 15550489 15574881 -4232 15550495 15574854 -4238 15550621 15574180 -4364
Chr10 Normal NT_039503.1 GGGTAATAATGACCA 1006975 5830405N20Rik 1011208 1051827 -4233 1011208 1051827 -4233 1046060 1051677 -39085
Chr4 Complement NT_039264.1 CAGTCAGCATGACCC 19943923 Guca2b 19939691 19937361 -4232 19939691 19937361 -4232 19939601 19937538 -4322
Chr5 Normal NT_039299.1 GTGTCAACCTGACCC 2281206 LOC242851 2285437 2330981 -4231 2285437 2330981 -4231 2285437 2330981 -4231
Chr18 Complement NT_039674.1 AGGTCATGCTGAGCC 38075336 LOC332307 38071106 38002590 -4230 38071106 38002590 -4230 38071106 38002590 -4230
Chr6 Normal NT_039343.1 AGGGCAGCCTGACCT 171467 0610006O14Rik 175650 179875 -4183 175696 179875 -4229 175832 178214 -4365
ChrX Complement NT_039716.1 GGGTTATAACGACCC 4630500 D330023I21Rik 4626317 4547453 -4183 4626273 4571958 -4227 4626229 4573459 -4271
Chr12 Complement NT_039568.1 GGATCAAGTTGACCA 283011 LOC331890 278784 17387 -4227 278784 17387 -4227 278784 17387 -4227
Chr5 Normal NT_039301.1 AGGTAACTCTGACCC 1892261 4632413E21Rik 1896485 1899366 -4224 1896485 1899366 -4224 1896616 1897044 -4355



Chr11 Complement NT_039521.1 ATGTCAGACTGACCC 9418834 LOC217151 9414610 9408011 -4224 9414610 9408011 -4224 9414292 9408720 -4542
Chr14 Normal NT_039606.1 AGGTCAAGCTGACTG 1827697 LOC268747 1831921 1849112 -4224 1831921 1849112 -4224 1832092 1842489 -4395
Chr5 Complement NT_039312.1 GGGTGACAGTGACCG 76943 LOC243221 72720 70835 -4223 72720 70835 -4223 72720 70835 -4223
Chr2 Normal NT_039218.1 TGGTCAACCTGACAT 91 Ada 4270 14342 -4179 4312 27660 -4221 4382 26915 -4291
Chr8 Complement NT_039467.1 CTGTCACAGTGACCT 23460028 LOC330832 23455807 23416686 -4221 23455807 23416686 -4221 23436656 23417283 -23372
Chr14 Normal NT_039606.1 AGGGCACGCTGACCA 24777708 LOC210873 24781928 24784726 -4220 24781928 24784726 -4220 24781928 24784726 -4220
Chr14 Normal NT_039598.1 ATGTCACTCTGACCT 5522767 LOC239017 5526987 5568503 -4220 5526987 5568503 -4220 5526987 5568503 -4220
Chr2 Complement NT_039210.1 ATGTCAGGTTGACCA 12427818 Ada 12423677 12400022 -4141 12423599 12400253 -4219 12423529 12400998 -4289
Chr8 Normal NT_039455.1 GGGTCACCACGACAC 9457098 Mcf2l 9429326 9533913 27772 9461317 9533913 -4219 9461529 9532282 -4431
Chr6 Complement NT_039360.1 AGGTCAGTTTCACCC 2624869 LOC269813 2620651 2532240 -4218 2620651 2532240 -4218 2573841 2546994 -51028
Chr4 Normal NT_039266.1 AGGACACCATGACCA 94402 Pum1 98596 215684 -4194 98619 215684 -4217 104166 214315 -9764
Chr7 Complement NT_039428.1 AGGTCAGCCTGAGCA 19408962 2610034B18Rik 19404747 19393612 -4215 19404747 19393612 -4215 19404640 19395093 -4322
Chr11 Complement NT_039520.1 AGGCCAGCTTGACCT 8560138 Canx 8569784 8538620 9646 8555923 8540428 -4215 8555923 8540428 -4215
Chr7 Normal NT_039414.1 AGGCCAGATTGACCT 1527884 Pep4 1532099 1666151 -4215 1532099 1666151 -4215 1532130 1665813 -4246
Chr7 Complement NT_039420.1 CGGTGACAGTGACCT 1861433 LOC233208 1857490 1844520 -3943 1857219 1844520 -4214 1854949 1850087 -6484
Chr6 Complement NT_039353.1 TGGTCAGAGTGACCT 1546201 2310008J16Rik 1541988 1342179 -4213 1541988 1342179 -4213 1541609 1345420 -4592
Chr8 Normal NT_039467.1 GGGTCAGGGTGACTT 21194288 LOC244599 21198500 21222928 -4212 21198500 21222928 -4212 21198500 21222928 -4212
Chr10 Normal NT_039502.1 TGGTCATTGTGACCG 5501921 Tac2 5506133 5513420 -4212 5506133 5513420 -4212 5507684 5511184 -5763
Chr2 Normal NT_039209.1 GGGTCATCAAGACCA 10913801 LOC277383 10918012 10947976 -4211 10918012 10918950 -4211 10918012 10918950 -4211
Chr1 Normal NT_039170.1 AGGTAGGCTTGACCC 17189939 D1Bwg0212e 17194042 17204840 -4103 17194148 17203736 -4209 17194196 17203623 -4257
Chr9 Normal NT_039473.1 AGGTCAGGCTGGCCA 3782060 Dpagt1 3785950 3793169 -3890 3786269 3792870 -4209 3786314 3792397 -4254
Chr19 Normal NT_039687.1 AGGTCAGACTGATCC 14257931 LOC226030 14262140 14263012 -4209 14262140 14263012 -4209 14262140 14263012 -4209
Chr11 Normal NT_039520.1 GGGTCAAATTGACCT 26101643 1110001P11Rik 26105851 26123585 -4208 26105851 26123585 -4208 26117381 26123533 -15738
ChrX Normal NT_039753.1 AAGTCAAAATGACCA 145893 LOC333828 150100 152261 -4207 150100 152261 -4207 150580 151362 -4687
ChrX Normal NT_039709.1 AAGTCAAAATGACCA 256482 LOC210726 260688 262849 -4206 260688 262849 -4206 261168 261950 -4686
Chr2 Normal NT_039208.1 AGGTCAGTGTGAGCC 23376489 1700021K07Rik 23380693 23527584 -4204 23380693 23381373 -4204 23380723 23381344 -4234
Chr1 Normal NT_039180.1 AGGTAGGCCTGACCC 13071019 Lgtn 13075223 13093228 -4204 13075223 13080690 -4204 13075380 13080654 -4361
Chr11 Normal NT_039520.1 ATGTCAGCTTGACCT 30572468 1700051A21Rik 30576670 30578383 -4202 30576670 30578383 -4202 30578042 30578353 -5574
Chr13 Normal NT_039580.1 AGGTCACCATGACAG 9173427 LOC238633 9177629 9192908 -4202 9177629 9192908 -4202 9177629 9192908 -4202
Chr1 Normal NT_039169.1 AGGTCATTCAGACCA 2142191 LOC241032 2146391 2235333 -4200 2146391 2235333 -4200 2146391 2235333 -4200
Chr16 Normal NT_039624.1 AGGTAATTCTGACCT 12094976 Prkdc 12099176 12305659 -4200 12099176 12305659 -4200 12099176 12305551 -4200
Chr10 Normal NT_039496.1 AGGACAAGGTGACCG 5675686 9130017N09Rik 5679885 5689354 -4199 5679885 5689314 -4199 5684615 5688964 -8929
Chr11 Complement NT_039520.1 TGCTCATTTTGACCC 33162394 Pafah1b1 33158195 33107480 -4199 33158195 33107480 -4199 33132867 33111194 -29527
Chr14 Complement NT_039606.1 TGGCCAGACTGACCT 7365105 Tnfrsf19 7369809 7286639 4704 7360906 7286664 -4199 7347768 7289246 -17337
Chr1 Normal NT_039185.1 AGGTTGTATTGACCC 5314350 LOC240872 5318546 5343013 -4196 5318546 5343013 -4196 5318546 5343013 -4196
Chr13 Complement NT_039588.1 GGGTCACACTGGCCA 805913 LOC328279 801718 790799 -4195 801718 790799 -4195 801612 791083 -4301
Chr2 Complement NT_039205.1 TGGTCAAAGTGGCCC 4391622 Surf5 4387428 4382053 -4194 4387428 4382395 -4194 4387201 4382590 -4421
Chr5 Complement NT_039300.1 AGATCAGGCTGACCT 4237847 C77020 4233654 4196810 -4193 4233654 4196810 -4193 4233453 4198321 -4394
Chr13 Normal NT_039578.1 AGGTCTTCCTGACCT 8984063 LOC193461 8988256 9007584 -4193 8988256 9007584 -4193 8988256 9007584 -4193
Chr7 Normal NT_039428.1 AGGGCAGCCTGACCT 20003899 LOC272403 20008092 20061367 -4193 20008092 20061367 -4193 20041832 20061367 -37933
Chr1 Normal NT_039167.1 TGGACACACTGACCC 12560362 LOC329099 12564554 12566257 -4192 12564554 12566257 -4192 12564931 12565236 -4569
Chr6 Complement NT_039353.1 AGGTAAATATGACCC 19433729 LOC269783 19429538 19428185 -4191 19429538 19428185 -4191 19429538 19428185 -4191
Chr1 Complement NT_039170.1 TGGGCACTGTGACCT 30539640 AW212394 30554052 30483436 14412 30535452 30483436 -4188 30535003 30484075 -4637
Chr16 Normal NT_039624.1 ATGTCGTGGTGACCC 30302182 CCC9 30306370 30452173 -4188 30306370 30452171 -4188 30306370 30451857 -4188
Chr17 Complement NT_039661.1 TGGTCAACTTGATCC 603313 LOC333727 599129 586671 -4184 599129 586671 -4184 599129 586671 -4184
Chr9 Normal NT_039477.1 GGGTCACATTGACTC 7025579 1300004C08Rik 7029762 7049231 -4183 7029762 7038280 -4183 7029909 7038170 -4330
Chr11 Complement NT_039515.1 GGGTCTGGCTGACCT 28767604 LOC235795 28763421 28760975 -4183 28763421 28760975 -4183 28762407 28762138 -5197
Chr2 Normal NT_039209.1 AGGTCAGGATGGCCA 27192755 A530057A03 27196937 27367890 -4182 27196937 27199995 -4182 27197514 27199866 -4759
Chr5 Complement NT_039297.1 AGTTCACCTTGACCT 5331285 LOC242828 5327103 5326690 -4182 5327103 5326690 -4182 5327103 5326690 -4182
Chr13 Normal NT_039579.1 TGGTCATAGTGTCCT 87926 Spi13 90369 101573 -2443 92108 100859 -4182 92108 100859 -4182
Chr12 Normal NT_039565.1 GGGTCGGCATGACTC 166443 LOC277046 170624 176603 -4181 170624 176603 -4181 0 0 166443
Chr12 Normal NT_039549.1 AGGTCATCCTGAACG 13546000 Srp54 13550181 13569764 -4181 13550181 13569764 -4181 13558899 13566974 -12899
Chr3 Normal NT_039230.1 TGGCCAACATGACCC 4796559 LOC242030 4800739 4854743 -4180 4800739 4854743 -4180 4835848 4854743 -39289
ChrX Complement NT_039712.1 GGGTCGTGGTGAACT 2557323 LOC236954 2553144 2552251 -4179 2553144 2552251 -4179 2553144 2552251 -4179
Chr14 Complement NT_039599.1 TGGCCAGCCTGACCC 1292015 LOC239059 1287836 1251021 -4179 1287836 1251021 -4179 1287836 1251021 -4179
Chr14 Complement NT_039606.1 TGGTCAATTTAACCC 14026601 LOC328437 14022423 14019071 -4178 14022423 14019071 -4178 14021305 14020865 -5296
Chr7 Normal NT_039428.1 AGCTCAAGTTGACCT 19713052 LOC209511 19717229 19724032 -4177 19717229 19724032 -4177 19717967 19723801 -4915
Chr9 Complement NT_039472.1 AGGCCAGCATGACCA 976594 2310067E08Rik 972419 947165 -4175 972419 947165 -4175 972336 948044 -4258
Chr14 Complement NT_039614.1 TGGTCAGGCTGACCT 50455 LOC193536 47295 44748 -3160 46281 44870 -4174 45680 45396 -4775
Chr6 Normal NT_039360.1 AGGTCACTTAGACCC 736744 LOC232475 740918 743217 -4174 740918 743217 -4174 741032 741217 -4288
Chr2 Complement NT_039209.1 TGGGCAGGCTGACCT 30861833 Sn 30857660 30839638 -4173 30857660 30839638 -4173 30856993 30840747 -4840
Chr15 Normal NT_039618.1 AGGTCAAAACGACTC 5631038 LOC223382 5635210 5660545 -4172 5635210 5660545 -4172 5635210 5660545 -4172
Chr5 Complement NT_039312.1 GGGTCAAGGTGAGCC 7432791 Oas1e 7428696 7406464 -4095 7428619 7406464 -4172 7428619 7407066 -4172
Chr10 Complement NT_039500.1 AGGTCACTACGACCT 31299299 9330166G04Rik 31295128 31292662 -4171 31295128 31292662 -4171 31293343 31293014 -5956
Chr11 Normal NT_039520.1 TTGTCACTGTGACCT 4198704 LOC276885 4202875 4213007 -4171 4202875 4213007 -4171 4202928 4213007 -4224
Chr6 Complement NT_039360.1 AGGTCAAACAGACCC 4859925 LOC330442 4855755 4853809 -4170 4855755 4853809 -4170 4855017 4854676 -4908
Chr17 Complement NT_039650.1 GGGGCAGCACGACCC 2506463 LOC224773 2502294 2501323 -4169 2502294 2501323 -4169 2502294 2501323 -4169
Chr12 Complement NT_039551.1 GGGACAATATGACCA 24290968 Pigh 24286801 24278546 -4167 24286801 24278546 -4167 24286783 24279496 -4185
Chr1 Complement NT_039180.1 GGGTCACTGTGTCCT 13063497 LOC226419 13059437 13048569 -4060 13059334 13049542 -4163 13059256 13049774 -4241
ChrX Complement NT_039701.1 GGATCAAGTTGACCT 820309 LOC236750 816147 788102 -4162 816147 788102 -4162 816147 788102 -4162
Chr15 Complement NT_039621.1 AGGTCAACTTGACAG 39908188 Il2rb 39904276 39889556 -3912 39904027 39889556 -4161 39900854 39890481 -7334
Chr18 Normal NT_039674.1 TGGTCATACTGGCCT 71535065 LOC240401 71539226 71597282 -4161 71539226 71597282 -4161 71539226 71597282 -4161
Chr9 Complement NT_039473.1 GGGTCACTGTGACCC 8325493 LOC235320 8321333 8142496 -4160 8321333 8142496 -4160 8317949 8142816 -7544
Chr7 Normal NT_039429.1 AGGTCACTGTGCCCT 18354742 1700014P03Rik 18357954 18369281 -3212 18358901 18369281 -4159 18359103 18363318 -4361
Chr15 Normal NT_039617.1 AAGTCACCCTGACCA 2861719 LOC223296 2865878 2899444 -4159 2865878 2899444 -4159 2865878 2899444 -4159
Chr5 Normal NT_039302.1 AGGTCATTGTGAACC 1608165 LOC272160 1612324 1631765 -4159 1612324 1631765 -4159 1612463 1631765 -4298
Chr1 Complement NT_039173.1 AGGTGGTAGTGACCC 3261245 LOC332476 3257086 3149326 -4159 3257086 3149326 -4159 3257086 3149326 -4159
Chr14 Normal NT_039598.1 AGGTCAGATTGTCCC 7356423 LOC328375 7360581 7365106 -4158 7360581 7365106 -4158 7360581 7365106 -4158
Chr1 Complement NT_039180.1 GTGTCACTTTGACCA 13203206 Ikbke 13202083 13176745 -1123 13199049 13176745 -4157 13199027 13177455 -4179
Chr17 Complement NT_039661.1 AGGGCAGGCTGACCT 51012 LOC333711 46858 41189 -4154 46858 41189 -4154 46858 41189 -4154
Chr17 Normal NT_039655.1 AGGTCAGTTTGATCA 8036924 B430306N03Rik 8041077 8051990 -4153 8041077 8051990 -4153 8041394 8049151 -4470
Chr7 Normal NT_039429.1 AGGTCAGTGTGGCCC 18951410 LOC330606 18955563 18957137 -4153 18955563 18957137 -4153 18955966 18956256 -4556
Chr14 Normal NT_039606.1 GGGTCAGGTTGACAT 15974020 1700081D17Rik 15978171 15989722 -4151 15978171 15989722 -4151 15985258 15989559 -11238
Chr19 Normal NT_039692.1 AGGTCGCAATGAGCC 2423947 Ankrd2 2428098 2437170 -4151 2428098 2437170 -4151 2428108 2437067 -4161
Chr7 Complement NT_039436.1 TGGTCACTGTCACCC 1955279 Ifitm3l 1951308 1944389 -3971 1951128 1950006 -4151 1951082 1950152 -4197
Chr10 Complement NT_039492.1 TGGTCAAGGTGACTT 20313416 LOC331620 20309266 20227155 -4150 20309266 20227155 -4150 20309147 20227155 -4269
Chr14 Complement NT_039609.1 GGGTCAGTCTGGCCT 6151436 LOC332044 6147286 6142425 -4150 6147286 6142425 -4150 6147286 6142425 -4150
Chr3 Normal NT_039240.1 AGCTCAATTTGACCC 4063379 4833424O15Rik 4067526 4180410 -4147 4067526 4180410 -4147 4067995 4177554 -4616
Chr11 Normal NT_039521.1 CGTTCAGAATGACCT 8904357 4933428G20Rik 8908502 8920829 -4145 8908502 8920829 -4145 8918577 8919554 -14220
Chr11 Normal NT_039520.1 AGGTCACTGTTACCT 46214447 LOC268460 46218592 46229405 -4145 46218592 46229405 -4145 46219547 46228610 -5100
Chr13 Normal NT_039588.1 TGGTCAGGTTGTCCC 246417 LOC268670 250562 264125 -4145 250562 264125 -4145 250645 262779 -4228
Chr15 Normal NT_039618.1 CGGTCACTTTGCCCC 22307477 LOC328520 22311622 22312191 -4145 22311622 22312191 -4145 22311642 22312058 -4165
Chr5 Normal NT_039314.1 TGGTCATCAAGACCC 3071583 LOC243290 3075727 3125375 -4144 3075727 3125375 -4144 3075727 3125375 -4144
Chr8 Normal NT_039456.1 TGGTCAGACTGACCT 428905 LOC330720 433048 437430 -4143 433048 437430 -4143 433054 434447 -4149
Chr4 Normal NT_039262.1 TGGCCATTATGACCT 472740 Slc31a1 476883 507926 -4143 476883 507926 -4143 501695 504962 -28955



Chr8 Normal NT_039467.1 TGGTCATCATGACCC 33763422 2310016K04Rik 33767561 33809966 -4139 33767561 33809966 -4139 33772061 33809655 -8639
Chr2 Normal NT_039205.1 AGGTCATTTAGACCC 7259141 A330041N06 7263280 7292672 -4139 7263280 7272760 -4139 7263302 7271596 -4161
Chr17 Normal NT_039649.1 GGGTCACTCTGATCT 8131885 LOC268940 8134131 8158375 -2246 8136023 8158375 -4138 8136085 8157293 -4200
Chr15 Normal NT_039618.1 AGGTCATGGTGATCT 22254428 MGC6998 22258444 22309486 -4016 22258563 22309486 -4135 22258659 22308461 -4231
Chr4 Complement NT_039266.1 GGGTCACCCTGACTC 2738744 Gpr3 2734610 2732119 -4134 2734610 2732119 -4134 2734112 2733120 -4632
Chr4 Normal NT_039261.1 AGGTCAAGGAGACCT 4833943 LOC242460 4838076 4901025 -4133 4838076 4901025 -4133 4838076 4901025 -4133
Chr13 Complement NT_039580.1 AGGTGAACATGACCA 9538509 1110007C09Rik 9534378 9521014 -4131 9534378 9521014 -4131 9534295 9521183 -4214
Chr11 Complement NT_039520.1 TGGTCACAGAGACCC 12277047 Slc22a4 12273086 12227961 -3961 12272916 12228138 -4131 12272804 12228438 -4243
Chr12 Normal NT_039548.1 AGGTCAGCCTGATCT 174706 Grhl1-pending 178835 224816 -4129 178835 224816 -4129 178956 223360 -4250
Chr2 Complement NT_039209.1 GGGTCAACCTGACAT 47008467 Nkx2-2 47012658 46995674 4191 47004340 47001262 -4127 47003999 47002107 -4468
Chr1 Normal NT_039188.1 GAGTCAGCGCGACCC 2854912 1810018M05Rik 2859037 2862815 -4125 2859037 2862815 -4125 2859192 2862370 -4280
Chr16 Complement NT_039634.1 TGGTCCTCCTGACCT 413678 Dscr3 409940 381137 -3738 409553 381137 -4125 409504 382349 -4174
Chr2 Normal NT_039220.1 TGGTCAAAATGACTC 99972 4930529M08Rik 104096 50470 -4124 104096 135532 -4124 116389 132846 -16417
Chr8 Complement NT_039456.1 GAGTCAGGTTGACCT 4449984 E330005F07Rik 4445860 4405287 -4124 4445860 4405287 -4124 4445813 4408268 -4171
Chr12 Normal NT_039551.1 CAGTCACTGTGACCT 19080153 Hif1a 19077571 19123801 2582 19084277 19123138 -4124 19084537 19121950 -4384
Chr11 Normal NT_039520.1 AGGACACCATGACCA 42128593 Expi 42132625 42134950 -4032 42132716 42134950 -4123 42132728 42133609 -4135
Chr16 Complement NT_039625.1 TGGTCCTCCTGACCT 29751566 Dscr3 29747832 29718905 -3734 29747445 29718905 -4121 29747396 29720118 -4170
Chr2 Normal NT_039210.1 AGTTCAGTGTGACCC 16367997 LOC241789 16372113 16405334 -4116 16372113 16376408 -4116 16375429 16376408 -7432
Chr19 Normal NT_039684.1 AGGCCAGTGTGACCC 2503565 1810062O14Rik 2507680 2515445 -4115 2507680 2515445 -4115 2507918 2514029 -4353
Chr8 Normal NT_039467.1 AGGTCACCCTGACCA 47539435 LOC234793 47543550 47546892 -4115 47543550 47546892 -4115 47543550 47546892 -4115
Chr9 Normal NT_039472.1 AGGCCACAATGACCA 27213833 LOC208629 27217946 27246739 -4113 27217946 27246739 -4113 27246323 27246739 -32490
Chr4 Normal NT_039266.1 AGGTCAGCCCGAGCT 5813545 Zfp46 5813934 5822193 -389 5817658 5822193 -4113 5817899 5819080 -4354
Chr8 Normal NT_039455.1 GGGTCACCATGACAT 6763354 LOC244280 6767466 6780149 -4112 6767466 6780149 -4112 6767466 6780149 -4112
Chr19 Complement NT_039692.1 GGGCCGCCCTGACCC 19832487 LOC329077 19828375 19827301 -4112 19828375 19827301 -4112 19827826 19827377 -4661
Chr15 Complement NT_039621.1 AGGTCAGCCTGATCT 59626609 E330036L07Rik 59628933 59574032 2324 59622498 59577243 -4111 59622453 59578163 -4156
Chr1 Normal NT_039174.1 GGGTGGAACTGACCT 2708233 LOC227393 2712344 2713917 -4111 2712344 2713297 -4111 2712655 2713038 -4422
Chr4 Complement NT_039258.1 TTGTCAATTTGACCC 779934 LOC242288 775823 663094 -4111 775823 663094 -4111 775823 663094 -4111
Chr2 Complement NT_039205.1 GGGTCAGCATGAGCT 2677625 A830007P12Rik 2673676 2669509 -3949 2673516 2669757 -4109 2672679 2671538 -4946
Chr13 Complement NT_039579.1 GGGTGATCCTGACCC 1006242 LOC268644 1002133 1001267 -4109 1002133 1001267 -4109 1001593 1001321 -4649
Chr15 Normal NT_039621.1 GGGGCACTCTGACCC 59990447 MOR160-5 59994555 59995490 -4108 59994555 59995490 -4108 59994555 59995490 -4108
Chr1 Complement NT_039189.1 GGGTCGGAATGTCCC 8286351 LOC241023 8282244 8269978 -4107 8282244 8269978 -4107 8282244 8269978 -4107
Chr8 Normal NT_039467.1 ACGTCAGCTTGACCA 51352501 Nulp1-pending 51356297 51386743 -3796 51356608 51386392 -4107 51372259 51385741 -19758
Chr13 Normal NT_039586.1 GGGTCGTGCTGCCCC 5720278 LOC328263 5724384 5810862 -4106 5724384 5810862 -4106 5808282 5808638 -88004
Chr12 Normal NT_039551.1 AGGCCAGCTTGACCT 19136631 2700033G17Rik 19140736 19160637 -4105 19140736 19160637 -4105 19140809 19160144 -4178
Chr7 Complement NT_039435.1 CTGTCAGAATGACCT 4769153 LOC330664 4765048 4747849 -4105 4765048 4747849 -4105 4748242 4747958 -20911
Chr12 Normal NT_039551.1 GGTTCAGCATGACCA 22322196 LOC238279 22326300 22380063 -4104 22326300 22380063 -4104 22326300 22380063 -4104
Chr16 Normal NT_039624.1 AGGCCACAGTGACCA 14596651 Rtn4r 14600666 14625538 -4015 14600753 14625538 -4102 14600928 14625263 -4277
Chr16 Normal NT_039630.1 AGGCCACAGTGACCA 381093 Rtn4r 385108 410055 -4015 385195 410055 -4102 385370 409780 -4277
Chr2 Normal NT_039210.1 AGGTCTTCTCGACCC 5500562 5730599O09Rik 5504613 5538524 -4051 5504663 5520249 -4101 5508907 5518367 -8345
Chr5 Normal NT_039305.1 TGGTCAGATTGACCT 31718775 LOC243044 31722876 31723466 -4101 31722876 31723466 -4101 31722876 31723466 -4101
Chr11 Complement NT_039520.1 AGGTAAAACTGACCC 33785925 Rpa1 33781860 33733788 -4065 33781829 33733874 -4096 33781783 33734830 -4142
Chr18 Normal NT_039674.1 AGGTCAGGGCGAGCT 31592952 2310020D23Rik 31596987 31602460 -4035 31597047 31602460 -4095 31597083 31602096 -4131
Chr2 Complement NT_039209.1 TGGACATTTTGACCT 21024399 Trp53bp1 21020304 20942198 -4095 21020304 20945670 -4095 21020213 20947355 -4186
Chr2 Complement NT_039205.1 GGGTCATGTTGACCT 8030062 LOC332582 8025969 8002807 -4093 8025969 8002807 -4093 8025969 8002807 -4093
Chr5 Complement NT_039312.1 GGGTCAAGGTGAGCC 7432791 Oas1c 7432432 7420006 -359 7428698 7420121 -4093 7428679 7420949 -4112
Chr2 Normal NT_039209.1 GGGCCACTTTGACCT 1071719 LOC329475 1075811 1275402 -4092 1075811 1078898 -4092 1077399 1077782 -5680
Chr2 Normal NT_039211.1 GGCTCACAATGACCC 2506610 Rae1 2510701 2545313 -4091 2510701 2526316 -4091 2513248 2525953 -6638
Chr12 Normal NT_039551.1 TTGTCAACTTGACCC 19080187 Hif1a 19077571 19123801 2616 19084277 19123138 -4090 19084537 19121950 -4350
Chr16 Normal NT_039625.1 GAGTCACTGTGACCC 29078967 Sim2 29083057 29346409 -4090 29083057 29346409 -4090 29083754 29345271 -4787
Chr2 Normal NT_039210.1 AGGCCAGCCTGACCT 3352521 LOC332684 3356610 3395648 -4089 3356610 3380213 -4089 3356610 3380213 -4089
Chr7 Complement NT_039433.1 GGGTCATAATAACCC 13325857 LOC277953 13321769 13320884 -4088 13321769 13320884 -4088 13321769 13320884 -4088
Chr4 Normal NT_039264.1 AGGTCAGCCTGAGCA 8760234 A830039B04Rik 8764321 8778484 -4087 8764321 8778484 -4087 8765891 8777661 -5657
Chr11 Normal NT_039520.1 AGCTCAGCCTGACCA 23282558 Elac2 23286596 23309617 -4038 23286645 23309617 -4087 23286659 23309415 -4101
ChrX Normal NT_039716.1 GGGTCACTTAGACCA 1628616 BC031748 1632666 1660560 -4050 1632701 1660560 -4085 1632945 1658722 -4329
Chr4 Normal NT_039264.1 GGGTCAGATCGACAT 20810393 LOC194219 20814469 20818899 -4076 20814469 20818899 -4076 20815392 20818758 -4999
Chr13 Normal NT_039589.1 TGGTCACAGTGTCCT 6314049 LOC212122 6318091 6319529 -4042 6318125 6319529 -4076 6318145 6319223 -4096
Chr5 Complement NT_039325.1 AGGTCAGACTGACTC 104186 LOC243350 100110 1332 -4076 100110 1332 -4076 100110 1332 -4076
Chr12 Complement NT_039539.1 GGGTAAACGTGACCA 12935583 TRB-2 12932721 12907576 -2862 12931507 12909149 -4076 12931351 12909455 -4232
Chr13 Complement NT_039580.1 GGGTCAGCTGGACCC 7038299 Nup153 7034224 6986194 -4075 7034224 6986194 -4075 7033757 6987248 -4542
Chr15 Complement NT_039621.1 GGCTCATCCTGACCT 59349666 Hdac7a 59381571 59326495 31905 59345592 59327474 -4074 59345592 59327528 -4074
Chr14 Complement NT_039599.1 AGGTCAGCCTGATCT 6540848 Angrp 6536775 6536338 -4073 6536775 6536338 -4073 6536775 6536338 -4073
Chr4 Normal NT_039258.1 AGTTCAGTTCGACCT 8114708 E130016E03Rik 8118781 8123952 -4073 8118781 8123952 -4073 8118850 8123318 -4142
Chr12 Normal NT_039539.1 AGGTCAAATTGACTT 2806334 LOC268521 2810406 2921820 -4072 2810406 2921820 -4072 2921458 2921736 -115124
Chr9 Normal NT_039477.1 GGGTCATACCGATCC 6957042 Mst1r 6961113 6974605 -4071 6961113 6974605 -4071 6961369 6974294 -4327
Chr16 Normal NT_039624.1 TGGTCACCTTTACCT 29775861 LOC271364 29779929 29790652 -4068 29779929 29790652 -4068 29779929 29790652 -4068
Chr9 Complement NT_039474.1 TGGTCATCTTGACAT 1311315 Chrna3 1307275 1290834 -4040 1307248 1293372 -4067 1307110 1293516 -4205
Chr9 Normal NT_039482.1 AGGTAAGAATGACCT 6718108 LOC215457 6722172 6785247 -4064 6722172 6785247 -4064 6722172 6785247 -4064
Chr13 Complement NT_039578.1 TGGTCAACTTGATCC 5166771 D130006K24Rik 5163529 4788855 -3242 5162708 4788855 -4063 5162584 4789057 -4187
Chr15 Normal NT_039621.1 AGGACAGATTGACCA 5747413 Ebag9 5746330 5768080 1083 5751475 5767478 -4062 5751475 5767478 -4062
Chr18 Complement NT_039681.1 AGCTCGCCCTGACCT 39847 2310020D23Rik 35846 30372 -4001 35786 30372 -4061 35750 30736 -4097
Chr5 Complement NT_039299.1 AGGTCACGATGTCCT 6885378 Orc5l 6881347 6817751 -4031 6881318 6817756 -4060 6881263 6818438 -4115
Chr19 Normal NT_039684.1 AGGTTATCCTGACCA 1324627 Bcrp1-pending 1328418 1330653 -3791 1328686 1330536 -4059 1329354 1330282 -4727
Chr7 Normal NT_039420.1 GGGCCAGTCTGACCC 1671632 LOC330521 1675690 1680209 -4058 1675690 1680209 -4058 1675926 1680106 -4294
Chr11 Normal NT_039520.1 AGGCCAGGCTGACCT 36608235 0610030G03Rik 36611657 36614296 -3422 36612291 36614296 -4056 36612388 36613855 -4153
Chr17 Complement NT_039655.1 GGGTCAGCCTTACCT 2520554 Cd2ap 2576493 2492916 55939 2516498 2495804 -4056 2516498 2496293 -4056
Chr3 Normal NT_039227.1 GGATCAAGTTGACCT 9540450 LOC208226 9544506 9612095 -4056 9544506 9612095 -4056 9544517 9612095 -4067
Chr17 Normal NT_039658.1 AGATCAAGTTGACCA 25301380 LOC225089 25305435 25309648 -4055 25305435 25309648 -4055 25308751 25309113 -7371
Chr5 Complement NT_039311.1 TGGTCAGTATGACGT 70554 LOC243209 66499 44958 -4055 66499 44958 -4055 66499 44958 -4055
Chr2 Normal NT_039209.1 TGGTCAAAATGACTC 45754288 4930529M08Rik 45758342 46038723 -4054 45758342 45789779 -4054 45763407 45787093 -9119
Chr9 Complement NT_039474.1 AGGTCACCCAGACCC 6651188 LOC207597 6647134 6450507 -4054 6647134 6450507 -4054 6647134 6450507 -4054
Chr15 Normal NT_039621.1 AGGACATTTTGACCT 18152860 LOC239455 18156914 18259599 -4054 18156914 18259599 -4054 18156914 18259599 -4054
Chr18 Complement NT_039674.1 GGGTCTGTATGACCT 57153144 LOC269027 57149092 57148709 -4052 57149092 57148709 -4052 57149020 57148856 -4124
Chr3 Complement NT_039228.1 GGGTCAGGCTTACCG 10855290 LOC241968 10851240 10743482 -4050 10851240 10743482 -4050 10851240 10743482 -4050
Chr7 Normal NT_039428.1 TGGTCATCATCACCC 19713181 LOC209511 19717229 19724032 -4048 19717229 19724032 -4048 19717967 19723801 -4786
Chr12 Complement NT_039552.1 GGATCAAGTTGACCA 6650060 LOC217786 6646012 6644512 -4048 6646012 6644512 -4048 6646012 6644512 -4048
Chr4 Normal NT_039266.1 TGGTCATCTTGCCCT 2583915 MGC29331 2534013 2600374 49902 2587962 2599978 -4047 2588226 2588987 -4311
Chr6 Normal NT_039361.1 GGGTCACTTTGACTT 810984 Ppfibp1 815031 958431 -4047 815031 958431 -4047 902984 956808 -92000
Chr17 Complement NT_039657.1 AGGCCAACCTGACCT 7413005 LOC213197 7408960 7357695 -4045 7408960 7357695 -4045 7408960 7357695 -4045
Chr10 Complement NT_039496.1 GGGTCAGTGTCACCA 6561933 A630029F06 6572943 6555226 11010 6557889 6555226 -4044 6557382 6557077 -4551
ChrX Complement NT_039700.1 GGGTCACACTGCCCT 3908331 LOC331385 3904287 3901858 -4044 3904287 3901858 -4044 3902844 3902566 -5487
Chr14 Normal NT_039606.1 AGGTCAGCCTGAGCT 2098725 Ltb4r2 2102769 2106471 -4044 2102769 2106471 -4044 2103215 2104339 -4490
Chr17 Normal NT_039643.1 GGGTCAAGTTGACAC 3961070 LOC328766 3965113 3977261 -4043 3965113 3977261 -4043 3972703 3975021 -11633
Chr12 Normal NT_039553.1 GGGTCATGATGACTA 7008078 LOC217862 7012119 7095307 -4041 7012119 7095307 -4041 7056272 7091943 -48194
Chr18 Normal NT_039674.1 GGGTCAGAATGGCCT 56418591 LOC328961 56422631 56427901 -4040 56422631 56427901 -4040 56422655 56426529 -4064
ChrX Normal NT_039712.1 TGTTCAACTTGACCT 59488 LOC333561 63528 73165 -4040 63528 73165 -4040 63528 73165 -4040



Chr6 Complement NT_039341.1 TGTTCATAGTGACCT 13040373 LOC243796 13036335 12961427 -4038 13036335 12961427 -4038 13036335 12961427 -4038
Chr4 Normal NT_039268.1 AGGTCGTTGTGCCCC 465914 2510039O18Rik 469951 476370 -4037 469951 476370 -4037 470081 475674 -4167
Chr12 Normal NT_039553.1 GGTTCATGTTGACCA 5665744 Meg3 5669382 5695686 -3638 5669781 5684337 -4037 5670392 5682278 -4648
Chr13 Complement NT_039590.1 GGATCAAGTTGACCT 24754520 LOC218668 24750484 24750161 -4036 24750484 24750161 -4036 24750484 24750161 -4036
Chr1 Complement NT_039167.1 AGGTCACTACGACCT 6450934 LOC226325 6446898 6446034 -4036 6446898 6446034 -4036 6446898 6446034 -4036
Chr19 Complement NT_039689.1 AGGTCAGGCTGAGCC 2184362 LOC329056 2180326 2092641 -4036 2180326 2092641 -4036 2180294 2098716 -4068
Chr5 Complement NT_039305.1 ATGTCACCTTGACCC 30070032 Atp8a1 30066200 29839150 -3832 30065998 29840491 -4034 30065998 29840491 -4034
Chr13 Normal NT_039586.1 GGGTCAGTGTCACCA 423057 LOC218268 427091 430133 -4034 427091 430133 -4034 427091 430133 -4034
Chr12 Complement NT_039548.1 ATGTCACATTGACCT 11696968 1100001I23Rik 11692995 11665236 -3973 11692936 11665236 -4032 11692833 11666281 -4135
Chr1 Normal NT_039170.1 GGGGCAAGATGACCA 41876235 LOC332447 41880267 41901422 -4032 41880267 41901422 -4032 41880267 41901422 -4032
Chr9 Normal NT_039476.1 AGTTCGGTCTGACCT 11511716 LOC245021 11515745 11524286 -4029 11515745 11524286 -4029 11515745 11524286 -4029
Chr12 Complement NT_039557.1 GGGTCATAGTGTCCA 46087 LOC277069 42058 41542 -4029 42058 41542 -4029 42052 41548 -4035
Chr2 Complement NT_039208.1 TGGTCAAGATGATCC 24464217 Kai1 24460690 24416889 -3527 24460189 24416889 -4028 24435228 24417643 -28989
Chr4 Complement NT_039264.1 AGGTCAATATGAACT 7834630 LOC242605 7830602 7807696 -4028 7830602 7807696 -4028 7830602 7807696 -4028
Chr6 Normal NT_039353.1 GGGACAGGATGACCC 832947 2300003P22Rik 836972 838494 -4025 836972 838494 -4025 837535 837987 -4588
Chr11 Complement NT_039520.1 TGGTCAACTTGACTT 7077913 LOC237751 7073890 7066737 -4023 7073890 7066737 -4023 7073890 7066737 -4023
Chr5 Normal NT_039316.1 ATGTCGTGATGACCC 3618387 LOC243326 3622410 3740812 -4023 3622410 3740812 -4023 3622410 3740812 -4023
Chr19 Complement NT_039687.1 AGGTCAGCCTGATCA 2288240 MOR266-2 2284218 2283270 -4022 2284218 2283270 -4022 2284218 2283271 -4022
Chr9 Normal NT_039474.1 GGGTCATGTTGAGCA 11662583 Pdcd7 11666604 11680683 -4021 11666604 11680683 -4021 11666678 11679751 -4095
Chr17 Normal NT_039666.1 GGATCAAGTTGACCA 565439 LOC333878 569458 570327 -4019 569458 570327 -4019 569497 570327 -4058
Chr17 Complement NT_039658.1 GGGTCACACTGACCC 48602 Rab12 44583 33009 -4019 44583 33009 -4019 38817 34180 -9785
Chr2 Normal NT_039205.1 AGGACAAGATGACCC 8911650 LOC227712 8915668 8998379 -4018 8915668 8938446 -4018 8915854 8938104 -4204
Chr8 Normal NT_039455.1 GGGCCAAAATGACCA 9849533 Tfdp1 9852628 9893211 -3095 9853551 9892518 -4018 9853605 9892105 -4072
Chr18 Complement NT_039674.1 TGGTCACTGTCACCT 12589696 Aqp4 12586018 12574977 -3678 12585679 12574977 -4017 12585252 12575597 -4444
Chr19 Normal NT_039692.1 CAGTCAACTTGACCC 4105478 LOC269087 4109495 4111622 -4017 4109495 4111622 -4017 4109896 4110180 -4418
Chr2 Normal NT_039205.1 AGGTCAACTTGATCC 3152039 LOC329362 3156056 3158395 -4017 3156056 3158395 -4017 3156812 3158357 -4773
Chr16 Complement NT_039624.1 AGGACACCATGACCA 14699470 E330009O14Rik 14695458 14693887 -4012 14695458 14693887 -4012 14695066 14694626 -4404
Chr16 Complement NT_039630.1 AGGACACCATGACCA 483987 E330009O14Rik 479975 478404 -4012 479975 478404 -4012 479583 479143 -4404
Chr17 Complement NT_039649.1 AGGTAGTGGTGACCT 8215037 U2af1 8211081 8199411 -3956 8211025 8199540 -4012 8211025 8199540 -4012
Chr9 Normal NT_039474.1 TGGTCAGCATGCCCC 974746 Dnaja4 978757 995686 -4011 978757 994138 -4011 979102 994050 -4356
Chr6 Normal NT_039350.1 GGGACAGCTTGACCA 13790831 LOC243514 13794841 13795385 -4010 13794841 13795385 -4010 13794841 13795385 -4010
Chr19 Normal NT_039684.1 AGGTCAGCCTGACTC 2524952 AI790298 2528961 2534660 -4009 2528961 2534660 -4009 2532660 2533652 -7708
Chr17 Complement NT_039649.1 GGGCCACCCCGACCT 8201143 LOC194481 8197135 8196164 -4008 8197135 8196188 -4008 8197108 8196227 -4035
Chr5 Complement NT_039312.1 AGGTCAGTCTGACTT 4433711 LOC243248 4429703 4375250 -4008 4429703 4375250 -4008 4421853 4375250 -11858
Chr7 Normal NT_039429.1 AGGTTGCATTGACCC 8569315 LOC233493 8573321 8582446 -4006 8573321 8582446 -4006 8573321 8582446 -4006
Chr14 Normal NT_039598.1 GGCTCACACTGACCT 7408067 LOC239030 7412073 7414229 -4006 7412073 7414229 -4006 7412073 7414229 -4006
ChrX Complement NT_039702.1 AGGTCATCTCGAGCT 13711522 2010200P20Rik 13707691 13693849 -3831 13707519 13693849 -4003 13707453 13704560 -4069
Chr11 Normal NT_039520.1 TGGTCAACCTGACCA 45530258 1110001A07Rik 45534233 45547973 -3975 45534260 45547973 -4002 45534271 45546998 -4013
Chr9 Normal NT_039475.1 AGATCAAGTTGACCT 6713120 LOC244955 6717121 6731387 -4001 6717121 6731387 -4001 6717121 6731387 -4001
Chr4 Complement NT_039264.1 TGGTCATCATGACCA 18359160 LOC329930 18355162 18353902 -3998 18355162 18353902 -3998 18354474 18354160 -4686
Chr17 Normal NT_039670.1 AGGTCAATGTGACCA 28980 Mrps18a 32969 50862 -3989 32977 50862 -3997 32991 50605 -4011
Chr10 Normal NT_039495.1 GAGTCAGGCTGACCC 3435396 Sara 3439346 3452357 -3950 3439392 3452357 -3996 3443957 3450463 -8561
Chr16 Complement NT_039624.1 AGGTCAGAGTGTCCT 26653195 LOC239812 26649200 26595647 -3995 26649200 26595647 -3995 26649200 26595647 -3995
ChrX Complement NT_039698.1 GGGTCACCATGTCCA 1214770 LOC333488 1210775 1206667 -3995 1210775 1206667 -3995 1210775 1206667 -3995
Chr3 Normal NT_039240.1 AGCTCAATATGACCT 2489958 Extl2 2493097 2515501 -3139 2493952 2515448 -3994 2496309 2513986 -6351
Chr14 Normal NT_039606.1 AGGACACCATGACCA 25572920 LOC211255 25576913 25578985 -3993 25576913 25578985 -3993 25576913 25578985 -3993
Chr12 Normal NT_039551.1 TGGTTAAAGTGACCT 26837902 1700029M07Rik 26841893 26875628 -3991 26841893 26875628 -3991 26842046 26874236 -4144
Chr11 Complement NT_039521.1 GGGTCGTGCTGCCCC 2374247 LOC217092 2370257 2368651 -3990 2370257 2368651 -3990 2370184 2369036 -4063
Chr11 Normal NT_039520.1 AGGGCACAGCGACCC 44311074 Tbx4 44311421 44341094 -347 44315062 44339744 -3988 44315062 44339744 -3988
Chr7 Normal NT_039437.1 GGGTCAGTGTGTCCA 694836 Tnni2 697480 700055 -2644 698821 700055 -3985 698821 699960 -3985
Chr6 Normal NT_039340.1 AGTTCAGTGTGACCT 14579328 St7 14528075 14777096 51253 14583311 14777042 -3983 14583671 14776841 -4343
Chr8 Normal NT_039461.1 GGGACAATGTGACCA 5516610 2700029M09Rik 5515532 5532791 1078 5520592 5532791 -3982 5520603 5532757 -3993
Chr5 Normal NT_039312.1 AGGACGTTGTGACCC 4744985 Bid3 4730574 4749446 14411 4748967 4749446 -3982 0 0 4744985
Chr8 Normal NT_039462.1 GGATCACTTTGACCA 5796967 Ell 5800271 5854760 -3304 5800949 5854728 -3982 5800954 5853518 -3987
Chr8 Normal NT_039462.1 GGGACACGGTGACCG 5965000 LOC211241 5968980 5978387 -3980 5968980 5978387 -3980 5968980 5978387 -3980
Chr7 Complement NT_039385.1 GGGTCACAATGACTT 736264 LOC232808 732286 699180 -3978 732286 699180 -3978 731437 726218 -4827
Chr3 Complement NT_039227.1 TGGTCAACTTGATCC 2606088 LOC207765 2602111 2478367 -3977 2602111 2478367 -3977 2602111 2478367 -3977
Chr10 Complement NT_039491.1 AGGGCAGCGTGACCT 14464108 LOC331608 14460132 14444174 -3976 14460132 14444174 -3976 14460132 14444174 -3976
Chr13 Complement NT_039590.1 TGGTCAGCATGACCC 3457097 LOC238778 3453123 3400327 -3974 3453123 3400327 -3974 3453123 3400327 -3974
Chr12 Complement NT_039552.1 TGGTCAGCTTGACAC 15154990 LOC331855 15151016 15146774 -3974 15151016 15146774 -3974 15151016 15146774 -3974
Chr2 Complement NT_039210.1 GGGTCAAGATGAACT 12749914 2610100K07Rik 12746007 12728383 -3907 12745944 12728383 -3970 12745435 12729245 -4479
Chr10 Normal NT_039509.1 ATGTCATCCCGACCT 132401 A130042E20 136098 145236 -3697 136371 145236 -3970 136846 141979 -4445
Chr5 Normal NT_039306.1 AGGTGAAGTTGACCT 1597644 Kit 1601550 1683080 -3906 1601612 1683080 -3968 1601640 1680906 -3996
Chr15 Normal NT_039621.1 TGGTCACAGTGACCT 41621602 Mgat3 41625570 41627352 -3968 41625570 41627352 -3968 41625572 41627188 -3970
Chr1 Normal NT_039186.1 AGGTCAGGGTGAGCC 2558387 LOC332540 2562354 2595591 -3967 2562354 2595591 -3967 2562354 2595591 -3967
Chr11 Normal NT_039520.1 AGGTCAGCCTGAACT 27319525 1500010J02Rik 27323491 27344050 -3966 27323491 27344050 -3966 27331833 27343747 -12308
Chr14 Complement NT_039596.1 AGGTCAGGCTGAGCC 2238638 1810030M08Rik 2234672 2231556 -3966 2234672 2231556 -3966 2234567 2232970 -4071
Chr5 Normal NT_039302.1 AGGTGACCCTGACCC 1608358 LOC272160 1612324 1631765 -3966 1612324 1631765 -3966 1612463 1631765 -4105
Chr9 Complement NT_039482.1 AGGTCTAAATGACCC 5682806 5430411C10Rik 5678846 5666545 -3960 5678846 5666545 -3960 5678805 5669062 -4001
Chr3 Complement NT_039251.1 AGGTTGAGCTGACCT 387463 Cd2 383506 371479 -3957 383503 371479 -3960 383446 371526 -4017
Chr9 Normal NT_039477.1 TGGTCAGGTTGACTT 6344911 Cish 6348707 6354004 -3796 6348870 6353982 -3959 6349033 6352918 -4122
Chr9 Normal NT_039475.1 AGGACAGGGTGACCC 2285175 LOC212140 2289134 2290431 -3959 2289134 2290431 -3959 2289584 2289868 -4409
Chr3 Normal NT_039242.1 GGGTCAGACTGTCCC 12942762 LOC214753 12946721 12964597 -3959 12946721 12964597 -3959 12946721 12964597 -3959
Chr11 Complement NT_039521.1 GAGTCACTCTGACCA 2273965 LOC268463 2270007 2264960 -3958 2270007 2264960 -3958 2270007 2264960 -3958
Chr11 Complement NT_039520.1 GGATCAAGTTGACCA 6549354 LOC214391 6545397 6468328 -3957 6545397 6468328 -3957 6545370 6468328 -3984
Chr10 Complement NT_039496.1 AGGTCGGGATGACAT 2311825 A130042E20 2308142 2299005 -3683 2307869 2299005 -3956 2307394 2302261 -4431
Chr18 Complement NT_039674.1 TGGTAAACATGACCT 21837782 Ermelin-pending 21836048 21812133 -1734 21833826 21812133 -3956 21833104 21813176 -4678
Chr2 Complement NT_039209.1 GGGCCAGGCTGACCC 20798157 LOC329503 20794201 20793461 -3956 20794201 20793461 -3956 20794201 20793461 -3956
Chr9 Complement NT_039472.1 TTGTCAGTATGACCC 3020915 LOC234973 3016960 2986148 -3955 3016960 2986148 -3955 3016960 2986148 -3955
Chr11 Complement NT_039520.1 TGGGCATGCTGACCC 4003390 LOC331738 3999435 3998346 -3955 3999435 3998346 -3955 3999435 3998346 -3955
Chr17 Normal NT_039643.1 GTGTCAGCATGACCT 3437653 LOC240030 3441607 3442425 -3954 3441607 3442425 -3954 3441607 3442425 -3954
Chr2 Normal NT_039212.1 GGGTCAGCCAGACCC 1197010 LOC332712 1200964 1270562 -3954 1200964 1263399 -3954 1200964 1263399 -3954
Chr1 Complement NT_039167.1 AGGTCGCTTTGCCCT 2032436 Rgs20 2079597 1918060 47161 2028482 1918729 -3954 2028435 1918958 -4001
Chr1 Complement NT_039170.1 GAGTCATTGTGACCT 3077441 A830096D10Rik 3073488 2608786 -3953 3073488 2608786 -3953 3073488 2609478 -3953
Chr18 Complement NT_039674.1 AGGTAATACTGACCT 45301144 LOC332316 45297191 45242135 -3953 45297191 45242135 -3953 45297191 45242135 -3953
Chr16 Normal NT_039624.1 CAGTCAGCATGACCC 11451088 LOC223995 11455039 11527230 -3951 11455039 11527230 -3951 11455039 11527230 -3951
Chr11 Normal NT_039532.1 GGTTCATCCTGACCT 122745 LOC333675 126695 134796 -3950 126695 134796 -3950 126695 134796 -3950
Chr19 Normal NT_039687.1 AGGTCAGCCTGGCCT 2952389 Mpeg1 2956339 2960835 -3950 2956339 2959082 -3950 2957849 2958901 -5460
Chr2 Complement NT_039209.1 AGCTCAGGATGACCC 30412799 LOC241638 30408851 30405661 -3948 30408851 30405661 -3948 30408851 30405661 -3948
Chr1 Complement NT_039185.1 AGGTCACCATGACTC 8591669 LOC240884 8587723 8542686 -3946 8587723 8542686 -3946 8587723 8542686 -3946
Chr10 Normal NT_039492.1 AAGTCACCCTGACCA 1534863 LOC276743 1538808 1539884 -3945 1538808 1539884 -3945 1538808 1539884 -3945
Chr4 Complement NT_039264.1 GGATCATGCTGACCA 7834545 LOC242605 7830602 7807696 -3943 7830602 7807696 -3943 7830602 7807696 -3943
Chr17 Normal NT_039655.1 AGGTCAATGTGACCA 5816553 Mrps18a 5820488 5838398 -3935 5820496 5838398 -3943 5820510 5838141 -3957
Chr4 Complement NT_039258.1 TGGTCACAGTGATCT 779764 LOC242288 775823 663094 -3941 775823 663094 -3941 775823 663094 -3941
Chr3 Normal NT_039242.1 GGGTCACTATGCCCA 6772595 Adh7 6776414 6790686 -3819 6776534 6789928 -3939 6776543 6789858 -3948



Chr8 Normal NT_039455.1 AGGTCAGATTGACTA 8279538 Arhgef7 8283477 8336552 -3939 8283477 8336552 -3939 8286633 8334507 -7095
Chr1 Complement NT_039170.1 AGGTCAAGATCACCA 29303535 5830411E10Rik 29299624 29287061 -3911 29299598 29289889 -3937 29299114 29292444 -4421
Chr1 Complement NT_039186.1 GGCTCAGGTTGACCA 1888198 Chml 1884262 1882397 -3936 1884262 1882397 -3936 1884262 1882397 -3936
Chr14 Normal NT_039602.1 GGGTCATGTTGACGT 764814 LOC219054 768748 769700 -3934 768748 769700 -3934 768748 769700 -3934
Chr1 Normal NT_039170.1 AGGTCATTGTGGCCA 33062271 C730026E21Rik 33066204 33069071 -3933 33066204 33069071 -3933 33066263 33068023 -3992
Chr11 Complement NT_039521.1 TGCTCACCTTGACCT 12129442 D11Lgp2e 12125511 12116124 -3931 12125511 12124000 -3931 12125308 12124332 -4134
Chr17 Normal NT_039657.1 GGGTCACTGCGTCCT 155295 2610024N24Rik 159223 184364 -3928 159223 183233 -3928 176233 182825 -20938
Chr5 Complement NT_039299.1 TGGTCAGAGAGACCT 833301 LOC231031 829374 828889 -3927 829374 828889 -3927 829374 828889 -3927
Chr5 Normal NT_039311.1 TGGTCAGTGTGGCCT 1247630 6030435N04 1251556 1258937 -3926 1251556 1258937 -3926 1253410 1258065 -5780
Chr1 Complement NT_039185.1 GGGCCAGCACGACCC 16193707 Pea15 16198147 16188094 4440 16189781 16188094 -3926 16188846 16188661 -4861
Chr7 Complement NT_039433.1 TGGTCAGGCTGGCCT 21608550 LOC233899 21604625 21599743 -3925 21604625 21599743 -3925 21604470 21599792 -4080
Chr12 Normal NT_039565.1 GGGTCGGCATGACTC 166443 LOC277047 170368 172056 -3925 170368 172056 -3925 170927 172042 -4484
Chr11 Complement NT_039521.1 GGGTCACCATGTCCT 12275648 Stat5b 12271802 12201973 -3846 12271724 12204220 -3924 12229763 12204336 -45885
Chr3 Complement NT_039230.1 ATGTCACTGTGACCT 7440278 LOC229309 7436355 7434630 -3923 7436355 7434630 -3923 7436306 7435053 -3972
Chr11 Normal NT_039521.1 TGCTCAGGCTGACCT 26610949 Slc9a3r1 26614776 26632648 -3827 26614872 26632648 -3923 26614995 26631978 -4046
Chr11 Complement NT_039520.1 AGGTCAAGGTGGCCA 40062966 LOC327976 40059044 40056898 -3922 40059044 40056898 -3922 40058911 40058633 -4055
Chr18 Normal NT_039674.1 TGGTCATTTTGAGCT 72820987 Madh7 72824829 72853511 -3842 72824908 72853511 -3921 72826338 72851948 -5351
Chr11 Normal NT_039520.1 AGGTCAGGGTGACCT 11440892 LOC216732 11444812 11446102 -3920 11444812 11446102 -3920 11444835 11445209 -3943
Chr19 Normal NT_039684.1 AGGTCAGCCTGACTC 2524952 LOC329022 2528869 2529390 -3917 2528869 2529390 -3917 2528911 2529390 -3959
Chr10 Complement NT_039496.1 ATGTCGTGCTGACCC 2572664 LOC327771 2568749 2565059 -3915 2568749 2565059 -3915 2565570 2565157 -7094
Chr11 Normal NT_039521.1 AGGTCATGATGAACC 7548735 4932418K24 7552648 7583880 -3913 7552648 7583880 -3913 7557286 7577355 -8551
Chr13 Complement NT_039589.1 TGGTCATGGTGACTC 17553827 Cox7c 17550075 17547966 -3752 17549914 17547989 -3913 17549846 17548924 -3981
Chr9 Normal NT_039474.1 AGGTCACCCTGACTC 15713787 LOC330974 15717700 15720845 -3913 15717700 15720845 -3913 15719804 15720085 -6017
Chr11 Complement NT_039521.1 GTGTCAGGGTGACCT 5774281 Abcc3 5779751 5761728 5470 5770369 5761728 -3912 5770347 5762096 -3934
Chr17 Normal NT_039649.1 CTGTCAATCTGACCC 204403 Cldn6 208312 211367 -3909 208312 211367 -3909 209989 210648 -5586
Chr19 Normal NT_039692.1 GGGTCACCGTGAGCT 2616281 4933417O08Rik 2620189 2658902 -3908 2620189 2658902 -3908 2620189 2658902 -3908
Chr10 Normal NT_039496.1 GGGTCATGGTGACTT 3571948 Krtap12-1 3575855 3576525 -3907 3575855 3576525 -3907 3575894 3576286 -3946
Chr12 Normal NT_039553.1 GGGTCACGCTCACCG 7816078 LOC331865 7819984 7831317 -3906 7819984 7831317 -3906 7819984 7831317 -3906
Chr4 Complement NT_039266.1 AGGTAGTGGTGACCC 5584692 2010203J19Rik 5580788 5577148 -3904 5580788 5577365 -3904 5580770 5577404 -3922
Chr5 Normal NT_039312.1 AGGTCAGGATGAGCG 7204125 4933433C09Rik 7208029 7226149 -3904 7208029 7226149 -3904 7218889 7226021 -14764
Chr8 Complement NT_039467.1 AGGTCAACTTGATCC 56882715 LOC210103 56878811 56677353 -3904 56878811 56677353 -3904 56878743 56677353 -3972
Chr2 Complement NT_039210.1 AGGACACTGTGACCG 2947350 LOC228804 2943446 2939605 -3904 2943446 2939605 -3904 2943446 2939605 -3904
Chr6 Normal NT_039353.1 TGGCCACTGTGACCT 4688294 Fthfd 4692197 4740085 -3903 4692197 4740085 -3903 4698370 4738824 -10076
Chr1 Complement NT_039180.1 ATGTCATGGTGACCC 12585268 C4bp 12581367 12555183 -3901 12581367 12555230 -3901 12576903 12555507 -8365
Chr11 Complement NT_039515.1 TGGTCATGGTGTCCC 4094991 Igfbp3 4091156 4083354 -3835 4091090 4085640 -3901 4091049 4085645 -3942
Chr3 Normal NT_039226.1 AGGTCATAGTCACCC 11691202 E2f5 11694968 11722798 -3766 11695102 11722529 -3900 11695117 11722207 -3915
Chr6 Complement NT_039355.1 AGGACACCTTGACCT 5884041 LOC232334 5927907 5818625 43866 5880141 5818625 -3900 5879718 5820780 -4323
Chr18 Complement NT_039674.1 GGGTCGGTTTGATCC 7020563 Usp14 7022122 6987522 1559 7016663 6988171 -3900 7016663 6988171 -3900
Chr2 Complement NT_039208.1 AGGTCAGCCTGATCT 18524185 LOC228250 18524964 18516960 779 18520286 18516960 -3899 18520136 18517379 -4049
Chr17 Complement NT_039655.1 CAGTCACATTGACCC 5960706 Rpo1-1 5956871 5952771 -3835 5956807 5952771 -3899 5956807 5952945 -3899
Chr8 Complement NT_039455.1 TGGTCCTTCTGACCC 13247383 Csmd1 13243485 12423647 -3898 13243485 12423647 -3898 13243485 12423776 -3898
Chr10 Normal NT_039492.1 GGGTAAGAGTGACCA 14547430 Hdac2 14551324 14578389 -3894 14551324 14578389 -3894 14551492 14578182 -4062
Chr9 Complement NT_039476.1 AGGTGGGGGTGACCC 9765887 LOC331011 9761993 9690505 -3894 9761993 9690505 -3894 9691130 9690831 -74757
Chr12 Normal NT_039551.1 AGGTCAGTGTGAGCG 1509020 Pax9 1512886 1528474 -3866 1512913 1528474 -3893 1513103 1527151 -4083
Chr13 Complement NT_039586.1 AGGTCAAAATGACCC 6144954 LOC214850 6141062 5983783 -3892 6141062 5983783 -3892 6141062 5983783 -3892
Chr8 Complement NT_039467.1 CAGTCAAGTTGACCT 25966739 LOC244614 25962848 25868439 -3891 25962848 25868439 -3891 25962848 25868439 -3891
Chr8 Complement NT_039467.1 GGGTCACTGTCACCT 33725928 Slc12a4 33722100 33699510 -3828 33722037 33699510 -3891 33722037 33699999 -3891
Chr4 Normal NT_039259.1 AGGTCATCCTGAACT 17688678 Dnaja1 17692498 17704978 -3820 17692567 17703914 -3889 17693727 17702960 -5049
Chr3 Normal NT_039239.1 GGGTCACTCTGACTA 2144058 LOC332794 2147947 2175857 -3889 2147947 2175857 -3889 2147947 2175857 -3889
Chr11 Complement NT_039515.1 TGGCCAGGCTGACCC 27638578 4930505A04Rik 27634690 27588844 -3888 27634690 27588844 -3888 27609099 27589002 -29479
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2088532 LOC225766 2092418 2092929 -3886 2092418 2092929 -3886 2092418 2092929 -3886
Chr17 Normal NT_039649.1 TGGTCACTGTCACCT 7900458 LOC271435 7904344 7924604 -3886 7904344 7924604 -3886 7904344 7924604 -3886
Chr6 Complement NT_039356.1 GGGTTAGAGTGACCA 3731310 Tead4 3753089 3676091 21779 3727424 3676091 -3886 3722919 3680169 -8391
Chr5 Complement NT_039297.1 TGGTCAACTTGATCC 2208403 Abcb1a 2204518 2115172 -3885 2204518 2115172 -3885 2203942 2116122 -4461
Chr9 Normal NT_039472.1 TGGTGACCTTGACCT 25219467 MOR167-2 25223350 25224285 -3883 25223350 25224285 -3883 25223350 25224285 -3883
Chr15 Complement NT_039621.1 GGATCAAGTTGACCA 15198711 LOC223573 15194829 15194368 -3882 15194829 15194368 -3882 15194829 15194368 -3882
Chr3 Complement NT_039240.1 GGGGCAAGGTGACCC 7774179 AW109744 7789942 7708655 15763 7770299 7708655 -3880 7741989 7713795 -32190
Chr2 Normal NT_039211.1 TGGTCAGCCTGAGCT 4484387 LOC236334 4488267 4585794 -3880 4488267 4566852 -3880 4488267 4566852 -3880
Chr7 Complement NT_039433.1 AGGTCATACAGACCC 249141 MOR283-6 245262 244315 -3879 245262 244315 -3879 245262 244315 -3879
Chr6 Complement NT_039343.1 TGGTCAACTTGATCC 10295951 LOC232031 10292074 10274395 -3877 10292074 10274395 -3877 10292054 10274395 -3897
Chr5 Normal NT_039305.1 AGGTCATCCAGACCC 5502569 LOC333002 5506446 5523940 -3877 5506446 5523940 -3877 5506446 5523940 -3877
Chr2 Normal NT_039209.1 AGGTCTTATTGACCC 44183653 2510008M08Rik 44187527 44285277 -3874 44187527 44226196 -3874 44192141 44225340 -8488
Chr8 Normal NT_039467.1 GGGTCAAGTTGACAC 53792750 A730098A19Rik 53796622 53797935 -3872 53796622 53797935 -3872 53797000 53797272 -4250
Chr13 Complement NT_039576.1 AGGTGAGGATGACCT 1443853 Edaradd 1439991 1397126 -3862 1439981 1397126 -3872 1439491 1397345 -4362
Chr3 Normal NT_039242.1 AGGTCAATCTGAGCA 1336435 LOC214121 1340307 1375458 -3872 1340307 1375458 -3872 1354087 1375458 -17652
Chr5 Complement NT_039300.1 TGGTCAGGGTGACTT 3802103 LOC332993 3798231 3797959 -3872 3798231 3797959 -3872 3798231 3797959 -3872
Chr8 Normal NT_039467.1 GGGACACTATGACCA 32136291 9430096L06Rik 32139970 32147146 -3679 32140162 32147146 -3871 32140224 32146241 -3933
Chr13 Complement NT_039590.1 AGTTCATATTGACCT 3456993 LOC238778 3453123 3400327 -3870 3453123 3400327 -3870 3453123 3400327 -3870
Chr2 Complement NT_039209.1 GGGTCATCCTGAGCA 18489574 LOC329499 18485704 18484061 -3870 18485704 18484061 -3870 18485280 18484981 -4294
Chr3 Normal NT_039229.1 TGCTCACCGTGACCC 51687 1700034J06Rik 55556 72381 -3869 55556 72381 -3869 55677 71857 -3990
Chr5 Normal NT_039311.1 GGCTCACCATGACCT 484953 A630023P12Rik 482581 493635 2372 488821 493635 -3868 488903 489714 -3950
Chr6 Complement NT_039350.1 CGTTCACAATGACCT 3429224 4931417E11Rik 3425359 3424274 -3865 3425359 3424274 -3865 3425256 3424339 -3968
Chr17 Complement NT_039641.1 GGCTCACAATGACCC 1151004 LOC213251 1148285 1145595 -2719 1147139 1145595 -3865 1147127 1146627 -3877
Chr11 Complement NT_039521.1 AGGGCAGGGTGACCT 29334447 1300017K07Rik 29330584 29325054 -3863 29330584 29325054 -3863 29326872 29325562 -7575
Chr19 Normal NT_039687.1 AGGCCAATCTGACCT 17984391 LOC240595 17988254 18002873 -3863 17988254 18002873 -3863 17988446 17999618 -4055
Chr13 Normal NT_039576.1 CAGTCAGAATGACCC 1310668 B130016L12Rik 1314530 1331272 -3862 1314530 1331272 -3862 1314920 1323973 -4252
Chr6 Complement NT_039359.1 GGGTCATAAAGACCT 5518550 LOC243684 5514688 5491095 -3862 5514688 5491095 -3862 5514688 5491095 -3862
Chr4 Normal NT_039266.1 GGGTCTCAGTGACCT 3600450 LOC230806 3604311 3617877 -3861 3604311 3617877 -3861 3605830 3614312 -5380
Chr2 Complement NT_039210.1 GGATCAAGTTGACCT 2746443 LOC245864 2742582 2742132 -3861 2742582 2742132 -3861 2742582 2742132 -3861
Chr12 Normal NT_039549.1 GGATCAAGTTGACCA 2399680 LOC331822 2403540 2517428 -3860 2403540 2517428 -3860 2403540 2517428 -3860
Chr13 Complement NT_039578.1 TGGTCAACTTGATCC 15167063 LOC331917 15163203 15125262 -3860 15163203 15125262 -3860 15163203 15125262 -3860
Chr16 Normal NT_039624.1 TGGTCAGAGGGACCT 14031821 P2rxl1 14035564 14045691 -3743 14035679 14044945 -3858 14035723 14044645 -3902
Chr11 Complement NT_039520.1 AGGTTGCCGTGACCT 36602913 Traf4 36599056 36592925 -3857 36599056 36592925 -3857 36598965 36593441 -3948
Chr11 Complement NT_039521.1 AGCTCAAGCTGACCT 257744 LOC276929 266973 233183 9229 253888 234061 -3856 248223 234144 -9521
Chr3 Normal NT_039230.1 TGGTCAACTTGATCC 9069451 LOC329651 9073305 9075728 -3854 9073305 9075728 -3854 9074300 9074692 -4849
Chr17 Normal NT_039656.1 AGGTCAGCTGGACCT 89424 LOC212344 93277 105901 -3853 93277 105901 -3853 105046 105901 -15622
Chr10 Complement NT_039495.1 TGCTCACCTTGACCC 7550142 LOC331634 7546289 7519741 -3853 7546289 7519741 -3853 7546289 7519741 -3853
Chr7 Complement NT_039429.1 AGGTCAATCTGCCCC 11293652 LOC233506 11289800 11107739 -3852 11289800 11107739 -3852 11289800 11107739 -3852
Chr5 Complement NT_039312.1 AGGTCAGGTTGACCT 5561771 LOC243254 5557920 5519546 -3851 5557920 5519546 -3851 5557920 5519546 -3851
Chr8 Complement NT_039455.1 GGGGCAGCATGACCA 5833762 LOC330702 5829911 5827085 -3851 5829911 5827085 -3851 5828780 5828490 -4982
Chr9 Complement NT_039482.1 GGGTTGTCCTGACCT 5069639 Myd88 5065869 5061773 -3770 5065788 5063185 -3851 5065788 5063185 -3851
Chr3 Complement NT_039227.1 CAGTCAGGCTGACCT 505607 LOC329603 501757 500924 -3850 501757 500924 -3850 501757 500924 -3850
Chr5 Normal NT_039312.1 GGGTCGTGCTGCCCC 10764260 5730405M13Rik 10768108 10771448 -3848 10768108 10771448 -3848 10768108 10771052 -3848
Chr16 Normal NT_039624.1 AGGTGATTGTGACCA 41992155 LOC271375 41996003 42047435 -3848 41996003 42047435 -3848 41996003 42047435 -3848
Chr12 Complement NT_039553.1 GGGTCAAGGTGACCA 4337239 LOC328155 4333391 4330914 -3848 4333391 4330914 -3848 4332330 4331938 -4909



Chr3 Normal NT_039240.1 GGGTCACACGGACCC 2422182 LOC242172 2426029 2429927 -3847 2426029 2429927 -3847 2426029 2429927 -3847
Chr1 Normal NT_039185.1 AGGTTGTTCTGACCC 17204212 MOR267-3 17208059 17209000 -3847 17208059 17209000 -3847 17208059 17209000 -3847
ChrX Normal NT_039747.1 TGATCAATATGACCT 36552 Xlr4 40379 48486 -3827 40395 48486 -3843 41289 48168 -4737
Chr11 Normal NT_039520.1 TGGTCACTTTGACTT 37244254 LOC331763 37248091 37272665 -3837 37248091 37272665 -3837 37248091 37272665 -3837
Chr14 Normal NT_039606.1 ATGTCGGAGTGACCT 1898650 0710008A13Rik 1901267 1911325 -2617 1902485 1911325 -3835 1902549 1910632 -3899
Chr5 Normal NT_039307.1 AGGCCATGATGACCC 759286 C530008M17Rik 763121 766179 -3835 763121 766179 -3835 765495 765767 -6209
Chr7 Complement NT_039420.1 GGGTCTGCCCGACCC 2889577 LOC269916 2885742 2831709 -3835 2885742 2831709 -3835 2885741 2842403 -3836
Chr4 Normal NT_039260.1 GGGTCATTCTGACAC 191715 Unc13h1 195550 400851 -3835 195550 400851 -3835 195845 399566 -4130
Chr2 Complement NT_039210.1 AGGTCGGTATTACCC 13994691 Elmo2 14001018 13962576 6327 13990857 13964900 -3834 13990855 13964900 -3836
Chr12 Complement NT_039553.1 AGGTGGATTTGACCT 7334001 LOC278619 7330169 7314756 -3832 7330169 7314756 -3832 7330169 7314756 -3832
Chr14 Normal NT_039609.1 GGGTCAGGGTGACTT 21887144 LOC328475 21890974 21899515 -3830 21890974 21899515 -3830 21890974 21899515 -3830
Chr4 Complement NT_039261.1 ATGTCGTGGTGACCT 6442407 LOC329849 6438579 6435882 -3828 6438579 6435882 -3828 6437086 6436769 -5321
Chr16 Complement NT_039624.1 TGGTCACAGTGACTC 19193722 Etv5 19190044 19131701 -3678 19189895 19131701 -3827 19186805 19133860 -6917
Chr7 Normal NT_039407.1 GGGTCAGGTTGACTG 649488 FKSG27 653315 656744 -3827 653315 656744 -3827 653363 656744 -3875
Chr1 Normal NT_039167.1 AGGTCACAGAGACCT 8020165 LOC240710 8023991 8122374 -3826 8023991 8122374 -3826 8023991 8122374 -3826
Chr7 Complement NT_039425.1 TTGTCAAGGTGACCT 43361 LOC330545 39536 36119 -3825 39536 36119 -3825 37567 37295 -5794
Chr14 Normal NT_039599.1 AGTTCATAATGACCT 5446526 MOR246-2 5450351 5451325 -3825 5450351 5451325 -3825 5450351 5451325 -3825
Chr11 Normal NT_039520.1 AAGTCACCCTGACCA 10601443 Vdac1 10605021 10633547 -3578 10605266 10633547 -3823 10618453 10632674 -17010
Chr1 Normal NT_039172.1 GGGTCACTGTGACTC 4372097 LOC329196 4375918 4379868 -3821 4375918 4379868 -3821 4378515 4378823 -6418
Chr13 Normal NT_039588.1 ATGTCATGTTGACCG 492797 LOC331944 496617 500069 -3820 496617 500069 -3820 496617 500069 -3820
Chr16 Normal NT_039624.1 AGGTCAGAGGGACCC 14031859 P2rxl1 14035564 14045691 -3705 14035679 14044945 -3820 14035723 14044645 -3864
Chr5 Complement NT_039305.1 CTGTCAACCTGACCT 12123418 3830613O22Rik 12119599 12053720 -3819 12119599 12053720 -3819 12103074 12054036 -20344
Chr18 Normal NT_039674.1 AGGTCAAATTGCCCC 31309150 LOC212808 31312964 31347969 -3814 31312964 31347969 -3814 31312964 31347969 -3814
Chr10 Complement NT_039495.1 TGGTCATGGTGACTC 2509141 Slc29a3 2505339 2462833 -3802 2505327 2465981 -3814 2505279 2466596 -3862
Chr10 Complement NT_039500.1 GGGTCAAGTTGACAC 2048236 LOC213160 2044424 2043647 -3812 2044424 2043647 -3812 2044424 2043647 -3812
Chr8 Normal NT_039467.1 AGGTCAGGGTGGCCT 38864106 Mtr3-pending 38867917 38869242 -3811 38867917 38869242 -3811 38867949 38868770 -3843
Chr7 Normal NT_039435.1 CTGTCACACTGACCC 5384298 Mgmt 5331802 5598047 52496 5388108 5596170 -3810 5388114 5595875 -3816
Chr7 Normal NT_039436.1 AGGTCAGCCTCACCT 2284457 Drd4 2288243 2292464 -3786 2288265 2291088 -3808 2288265 2291088 -3808
Chr8 Normal NT_039467.1 TGGCCACTATGACCT 12655504 Man2b1 12659259 12674380 -3755 12659311 12673615 -3807 12659311 12673611 -3807
Chr10 Complement NT_039500.1 GGGTCACTCTGATCA 3526997 LOC270763 3523191 3521129 -3806 3523191 3521129 -3806 3523083 3521698 -3914
Chr14 Normal NT_039608.1 AGGGCACTATGACCA 821741 LOC332033 825543 859882 -3802 825543 859882 -3802 825543 859882 -3802
Chr2 Complement NT_039208.1 AGGTCATTTTGAACC 17372080 MOR186-1 17368280 17367342 -3800 17368280 17367342 -3800 17368280 17367342 -3800
ChrX Normal NT_039701.1 TGGTCAAGGTGTCCC 568083 2810028A01Rik 571842 575042 -3759 571880 575042 -3797 573324 574532 -5241
Chr11 Complement NT_039515.1 TTGTCACCTTGACCT 29701186 LOC331726 29697389 29684070 -3797 29697389 29684070 -3797 29697389 29684070 -3797
Chr6 Complement NT_039341.1 AGGTCAAGATGAGCC 762366 Podxl 758688 714095 -3678 758569 717173 -3797 758399 717622 -3967
Chr1 Complement NT_039180.1 AGGTCATCTTCACCT 16952297 A530037C04Rik 16948503 16944650 -3794 16948503 16944650 -3794 16948456 16947863 -3841
Chr4 Normal NT_039258.1 CTGTCAACCTGACCT 7481575 LOC230003 7485369 7485831 -3794 7485369 7485831 -3794 7485369 7485831 -3794
Chr7 Normal NT_039413.1 GGGTCACCTTAACCT 258012 Numbl 261806 285069 -3794 261806 285069 -3794 261867 284337 -3855
Chr4 Normal NT_039264.1 GGGTCAGAATGACCT 16850488 0610037D15Rik 16854254 16860782 -3766 16854281 16860782 -3793 16854700 16856993 -4212
Chr4 Normal NT_039262.1 GGGTCTGTATGACCT 16765036 LOC329869 16768829 16769363 -3793 16768829 16769363 -3793 16768829 16769363 -3793
Chr10 Complement NT_039495.1 GGGTCAACATGAGCT 4434801 Ddx50 4431010 4395604 -3791 4431010 4395835 -3791 4430923 4396050 -3878
ChrX Normal NT_039709.1 TGGTCAACATGAACC 3862469 LOC245483 3866260 3891979 -3791 3866260 3891979 -3791 3866260 3891979 -3791
Chr8 Complement NT_039460.1 TGCTCAGCTTGACCT 9411509 LOC333301 9407718 9162745 -3791 9407718 9162745 -3791 9407718 9162745 -3791
Chr18 Complement NT_039674.1 GGATCAAGTTGACCA 69861951 LOC269035 69858161 69857604 -3790 69858161 69857604 -3790 69858161 69857604 -3790
Chr15 Complement NT_039621.1 AGGACACTGTGACCT 39957138 Sstr3 39953350 39948264 -3788 39953350 39948264 -3788 39949550 39948264 -7588
Chr4 Complement NT_039265.1 AGGTCACACTGACAG 6384768 1700001F22Rik 6381047 6380303 -3721 6380983 6380303 -3785 6380863 6380318 -3905
Chr1 Complement NT_039189.1 TGTTCAGTCTGACCT 1589415 LOC240971 1585630 1507040 -3785 1585630 1507040 -3785 1585630 1507040 -3785
Chr7 Complement NT_039420.1 AGGTCATCCTGACAG 2574995 Sphk2 2571272 2563533 -3723 2571210 2563554 -3785 2566935 2563995 -8060
Chr8 Normal NT_039467.1 AGGTGGTTGTGACCC 16308133 2010013M14Rik 16311878 16363289 -3745 16311914 16363289 -3781 16320215 16361852 -12082
Chr4 Normal NT_039266.1 GTGTCAAACTGACCA 13040562 AU023234 13044343 13053004 -3781 13044343 13053004 -3781 13048583 13051322 -8021
Chr4 Complement NT_039260.1 GGGTCACTTTGTCCT 2121083 LOC332882 2117303 2116386 -3780 2117303 2116386 -3780 2117303 2116386 -3780
Chr7 Complement NT_039433.1 AGGTCACACTGAGCA 19505710 2510027N19Rik 19502009 19478142 -3701 19501931 19478142 -3779 19501931 19478252 -3779
Chr4 Complement NT_039264.1 AGGTCCCTTTGACCT 6929813 LOC329910 6926034 6870177 -3779 6926034 6870177 -3779 6925919 6873926 -3894
Chr1 Normal NT_039174.1 GGTTCACACTGACCA 9170057 LOC236238 9173834 9175762 -3777 9173834 9175762 -3777 9173899 9175395 -3842
Chr9 Normal NT_039474.1 AGGTCGGATTTACCT 15514906 LOC330973 15518682 15522834 -3776 15518682 15522834 -3776 15521125 15521445 -6219
Chr9 Normal NT_039473.1 GGGTCATTGTTACCC 4785460 LOC214531 4789235 4808192 -3775 4789235 4808192 -3775 4793175 4806632 -7715
Chr1 Normal NT_039170.1 GGGGCACTCTGACCG 12044153 LOC329116 12047926 12048416 -3773 12047926 12048416 -3773 12047953 12048331 -3800
Chr1 Normal NT_039170.1 TGGTCATTTTCACCT 16969447 LOC212941 16973206 16973823 -3759 16973219 16973823 -3772 16973353 16973793 -3906
Chr12 Normal NT_039553.1 TGGTCACAGAGACCC 1533708 D430019H16Rik 1537479 1576180 -3771 1537479 1576180 -3771 1573275 1573973 -39567
Chr2 Complement NT_039205.1 AGGTCTTCTTGACCC 5565648 Fcnb 5561877 5553372 -3771 5561877 5553372 -3771 5561849 5553567 -3799
Chr17 Complement NT_039649.1 GGGTCCCCTTGACCA 6395762 1200011I03Rik 6391992 6382844 -3770 6391992 6382844 -3770 6391524 6385738 -4238
Chr2 Normal NT_039209.1 AAGTCAGTCTGACCC 3502578 LOC332645 3506348 3598986 -3770 3506348 3545800 -3770 3506348 3545800 -3770
Chr8 Normal NT_039459.1 TGGCCAAGGTGACCT 867116 Slc7a2 834505 890805 32611 870886 890467 -3770 871401 889282 -4285
Chr6 Normal NT_039340.1 AGGTCGAATTGACAT 366113 LOC209109 369881 373076 -3768 369881 373076 -3768 369881 373076 -3768
Chr14 Normal NT_039598.1 TGGTCATTTTGACCA 4298466 LOC328372 4302233 4305340 -3767 4302233 4305340 -3767 4303695 4304048 -5229
Chr3 Normal NT_039238.1 TGGTCACGCAGACCC 616544 9530006B08Rik 620310 663499 -3766 620310 663424 -3766 636568 662949 -20024
Chr2 Normal NT_039205.1 AGATCAAGATGACCT 10014446 AI426465 10017634 10055846 -3188 10018212 10052025 -3766 10018362 10049715 -3916
Chr16 Complement NT_039624.1 AGATCGGGCTGACCT 20754384 Bcl6 20750871 20726951 -3513 20750618 20728015 -3766 20739574 20728024 -14810
Chr2 Complement NT_039208.1 AGGTCAACTTGATCC 21013080 LOC329463 21009314 21007772 -3766 21009314 21007772 -3766 21008721 21008206 -4359
Chr8 Normal NT_039467.1 AGGTCGACTTAACCC 33102070 LOC277973 33105835 33111790 -3765 33105835 33111790 -3765 33105878 33111790 -3808
Chr17 Normal NT_039658.1 AGGACATGATGACCA 26276622 LOC328875 26280387 26282001 -3765 26280387 26282001 -3765 26280387 26282001 -3765
Chr15 Complement NT_039620.1 AGGTCTGGCTGACCT 706857 Hrsp12 703134 691897 -3723 703094 692010 -3763 703094 692352 -3763
Chr6 Complement NT_039367.1 GGATCAAGTTGACCT 122522 LOC194345 118759 118232 -3763 118759 118232 -3763 118759 118232 -3763
ChrX Normal NT_039700.1 GGGTCAATCTTACCA 4738170 LOC331388 4741933 4748562 -3763 4741933 4748562 -3763 4747684 4747998 -9514
Chr9 Normal NT_039472.1 TGGTCAGGGTGACTT 26395281 LOC235255 26399042 26399632 -3761 26399042 26399632 -3761 26399042 26399632 -3761
Chr2 Normal NT_039208.1 AGATCAATGTGACCT 8720512 LOC332620 8724273 8937824 -3761 8724273 8750776 -3761 8724273 8750776 -3761
Chr10 Normal NT_039498.1 GGGTGACTTTGACCA 2758112 Rfx4 2737642 2889558 20470 2761873 2889558 -3761 2761909 2888641 -3797
Chr19 Complement NT_039683.1 GGGTCATTCTGTCCT 115399 1700019N12Rik 111640 108978 -3759 111640 108978 -3759 111569 109007 -3830
Chr5 Normal NT_039302.1 GGGTAGGCCTGACCT 3782722 4921513E08Rik 3786481 3790060 -3759 3786481 3790060 -3759 3786541 3788295 -3819
Chr1 Normal NT_039180.1 AGGCCAATCTGACCT 15263796 LOC195393 15267555 15269950 -3759 15267555 15269950 -3759 15267555 15269950 -3759
ChrX Normal NT_039709.1 TGATCAATATGACCT 57775 Xlr4 61534 69832 -3759 61534 69832 -3759 62443 69515 -4668
Chr14 Complement NT_039608.1 GGGTCAAAATAACCC 945526 LOC328455 941768 938528 -3758 941768 938528 -3758 940260 939886 -5266
Chr9 Normal NT_039474.1 AGGTCAGTGTGGCCT 16343756 LOC235459 16347513 16357702 -3757 16347513 16357702 -3757 16350302 16357426 -6546
Chr14 Normal NT_039595.1 TGGTCAATATGACGT 7155277 LOC218757 7159033 7183378 -3756 7159033 7183378 -3756 7159085 7183378 -3808
Chr7 Complement NT_039433.1 GGGTCACCCTTACCT 3266265 Ascl3 3262510 3258017 -3755 3262510 3258017 -3755 3258662 3258138 -7603
Chr5 Complement NT_039308.1 AGGTGATAATGACCT 2749601 1700010H22Rik 2745927 2732552 -3674 2745847 2732552 -3754 2745685 2743120 -3916
Chr4 Complement NT_039266.1 TGGTCATCCTGTCCT 11421952 4732437J24Rik 11418486 11389630 -3466 11418199 11389630 -3753 11416610 11391151 -5342
Chr8 Complement NT_039467.1 CGGACATCCTGACCC 37489866 LOC244647 37486113 37484050 -3753 37486113 37484050 -3753 37486113 37484050 -3753
Chr15 Normal NT_039621.1 AGGTCAGCCTAACCT 64868769 Hnrpa1 64872065 64878440 -3296 64872521 64876973 -3752 64872529 64876030 -3760
ChrX Complement NT_039700.1 AAGTCATGGTGACCA 5213566 LOC236692 5209816 5207588 -3750 5209816 5207588 -3750 5209816 5207588 -3750
Chr17 Normal NT_039649.1 AGATCGAGGTGACCT 11438649 D17H6S56E-2 11442093 11446128 -3444 11442398 11446128 -3749 11442496 11445781 -3847
Chr17 Normal NT_039662.1 AGATCGAGGTGACCT 1228104 D17H6S56E-2 1231548 1235583 -3444 1231853 1235583 -3749 1231951 1235236 -3847
Chr4 Normal NT_039265.1 AAGTCACAGTGACCT 4603103 E130314M08Rik 4606850 4625131 -3747 4606850 4625131 -3747 4606997 4625050 -3894
Chr8 Complement NT_039467.1 AGGTCAAGGTGAGCG 52591173 BC017545 52620784 52570138 29611 52587428 52570138 -3745 52582050 52570886 -9123
Chr6 Normal NT_039341.1 AGATCAGGCTGACCT 12200946 MOR261-2 12204691 12205575 -3745 12204691 12205575 -3745 12204691 12205575 -3745



Chr7 Complement NT_039413.1 TGGTCATGGTGACTC 1532628 LOC333191 1528884 1508772 -3744 1528884 1508772 -3744 1528884 1508772 -3744
Chr18 Normal NT_039678.1 TGGTCCCTTTGACCT 251521 Mbp 255248 367242 -3727 255265 367234 -3744 281293 365761 -29772
Chr11 Normal NT_039520.1 GGGTCACAATGACAA 18999008 LOC216820 19002722 19030209 -3714 19002751 19030209 -3743 19002776 19029987 -3768
Chr15 Normal NT_039621.1 ATGTCATATTGACCC 5655901 LOC271264 5659643 5728394 -3742 5659643 5728394 -3742 5659711 5728394 -3810
Chr7 Complement NT_039413.1 AGGTCACTGAGACCA 203164 Snrpa 199608 190370 -3556 199422 190370 -3742 198897 190568 -4267
Chr17 Normal NT_039649.1 AGGTCAGCGCGAGCT 5650999 Cdkn1a 5647512 5657255 3487 5654740 5656102 -3741 5654941 5655926 -3942
Chr19 Normal NT_039692.1 AGGTCACATTGACTT 6532237 Nolc1 6535828 6545493 -3591 6535978 6543293 -3741 6535995 6542662 -3758
Chr1 Normal NT_039185.1 GGGTCAGACTGAACA 9690190 LOC329288 9693930 9702222 -3740 9693930 9702222 -3740 9701440 9701745 -11250
Chr16 Normal NT_039624.1 TGGTCAGTGGGACCC 14031939 P2rxl1 14035564 14045691 -3625 14035679 14044945 -3740 14035723 14044645 -3784
Chr12 Complement NT_039551.1 GGGTCACATTAACCA 24304767 9230116L04Rik 24301028 24285797 -3739 24301028 24285797 -3739 0 0 -24304767
Chr10 Normal NT_039491.1 AGTTCAAGCTGACCT 110288 Lats1 114026 136706 -3738 114026 136706 -3738 114026 136706 -3738
Chr1 Normal NT_039180.1 AGGTGGCTGTGACCT 15032053 LOC329248 15035790 15041914 -3737 15035790 15041914 -3737 15035790 15041885 -3737
Chr14 Normal NT_039614.1 GGGTCATGTTGACGT 68933 LOC333685 72669 73645 -3736 72669 73645 -3736 72669 73645 -3736
Chr1 Complement NT_039190.1 AGATCAAACTGACCC 2257092 LOC213714 2253357 2107684 -3735 2253357 2107684 -3735 2253357 2107684 -3735
Chr9 Normal NT_039474.1 GGGTCAGAGTGCCCA 7083932 2700059D02Rik 7087665 7173392 -3733 7087665 7173392 -3733 7087832 7173206 -3900
Chr11 Complement NT_039521.1 GGGGCAACATGACCA 25693692 LOC328030 25689959 25670696 -3733 25689959 25670696 -3733 25688434 25670712 -5258
Chr13 Normal NT_039580.1 AGGTCATTAGGACCC 3370394 LOC218195 3374126 3388308 -3732 3374126 3388308 -3732 3374203 3386480 -3809
Chr5 Normal NT_039307.1 GGGTCACACTGCCCC 17454700 LOC243118 17458429 17504202 -3729 17458429 17504202 -3729 17458429 17504202 -3729
Chr19 Normal NT_039692.1 GGGTTGTAATGACCC 16415366 LOC269093 16419095 16422020 -3729 16419095 16422020 -3729 16419110 16419511 -3744
Chr9 Normal NT_039471.1 TGGTCACTTTGCCCC 4542138 LOC234911 4545866 4549165 -3728 4545866 4549165 -3728 4547530 4549148 -5392
Chr1 Complement NT_039192.1 AGGTCAGATTGGCCT 196886 LOC280287 193158 190760 -3728 193158 190760 -3728 193158 190760 -3728
Chr18 Normal NT_039674.1 GGGTCACAGCGACTT 12593260 LOC225225 12596987 12597663 -3727 12596987 12597663 -3727 12596987 12597663 -3727
Chr2 Normal NT_039211.1 AGGTCAGCCTGAGCT 1933489 2410001C21Rik 1937214 1970963 -3725 1937214 1966535 -3725 1937307 1965410 -3818
Chr12 Normal NT_039553.1 GGGACACAGTGACCA 4979716 AI876593 4969366 4989116 10350 4983441 4988857 -3725 4983482 4988521 -3766
Chr5 Complement NT_039305.1 TGGTCAGGCTGACCT 28832523 Apbb2 28828798 28511591 -3725 28828798 28511591 -3725 28672357 28512245 -160166
Chr11 Normal NT_039521.1 GTGTCAAGTTGACCC 15064455 LOC195094 15068180 15089698 -3725 15068180 15089698 -3725 15068180 15089698 -3725
Chr17 Normal NT_039658.1 GGGTCGGAGTGAGCC 16994256 LOC212844 16997980 16998534 -3724 16997980 16998534 -3724 16998010 16998441 -3754
Chr11 Normal NT_039520.1 AGGTCAGCCTGACCA 36675805 Sdf2 36679253 36689011 -3448 36679528 36689011 -3723 36679545 36688663 -3740
Chr11 Normal NT_039529.1 AGGTCAGCCTGACCA 60881 Sdf2 64329 74085 -3448 64604 74085 -3723 64621 73737 -3740
Chr9 Normal NT_039471.1 TGGTCACTCTGACAT 2225684 Casp4 2229360 2257323 -3676 2229406 2257256 -3722 2229440 2256626 -3756
Chr8 Normal NT_039467.1 AGGTCAGCCTGACCT 6539860 LOC244530 6543582 6618378 -3722 6543582 6618305 -3722 6545717 6615598 -5857
Chr5 Normal NT_039314.1 AGGTCATTATGAGCT 5957392 LOC269715 5961114 5967752 -3722 5961114 5967752 -3722 5961114 5967752 -3722
Chr4 Complement NT_039261.1 AGGTCAGAGTGACAG 9518973 Edg2 9515595 9396103 -3378 9515252 9396103 -3721 9465785 9398452 -53188
Chr2 Complement NT_039206.1 AGGTCTTTTTGACCA 3200679 LOC227778 3196961 3196119 -3718 3196961 3196119 -3718 3196961 3196119 -3718
Chr5 Complement NT_039312.1 AGGTCAACCTAACCT 4957037 LOC333051 4953320 4830092 -3717 4953320 4830092 -3717 4953320 4830092 -3717
Chr6 Complement NT_039359.1 CTGTCACACTGACCC 5518404 LOC243684 5514688 5491095 -3716 5514688 5491095 -3716 5514688 5491095 -3716
Chr15 Complement NT_039621.1 TGGTGATTTTGACCC 5073943 LOC328532 5070228 5007831 -3715 5070228 5007831 -3715 5070228 5007831 -3715
Chr2 Normal NT_039202.1 GAGTCAAGTTGACCA 8155596 Prkcq 8159042 8289300 -3446 8159311 8289300 -3715 8215229 8288199 -59633
Chr3 Normal NT_039237.1 AGGTCACAATGAACT 411995 Sprr2f 415022 416277 -3027 415710 416277 -3715 415731 415961 -3736
Chr8 Complement NT_039462.1 AGGTCAGCCTGAGCT 6162258 2510019J09Rik 6158547 6156456 -3711 6158547 6156456 -3711 6158526 6156566 -3732
Chr18 Normal NT_039674.1 GGGTCACTGTGAACA 71730028 4933415I03Rik 71733738 71810352 -3710 71733738 71810352 -3710 71750076 71810119 -20048
Chr6 Normal NT_039343.1 GGGTCAAGTTGACAA 18460217 LOC209265 18463926 18484912 -3709 18463926 18484912 -3709 18463926 18484912 -3709
Chr5 Complement NT_039308.1 GGGTCAATGGGACCC 11073056 LOC231563 11069347 11068738 -3709 11069347 11068738 -3709 11069347 11068738 -3709
Chr11 Complement NT_039520.1 AGGTCAATCTGACAG 37174740 LOC327972 37171034 37142602 -3706 37171034 37142602 -3706 37171034 37142602 -3706
Chr2 Normal NT_039210.1 GGGTCTAAATGACCC 1418741 LOC228785 1422446 1512874 -3705 1422446 1427984 -3705 1422513 1427076 -3772
Chr18 Normal NT_039674.1 CTGTCATTATGACCC 41071388 LOC240249 41075091 41123695 -3703 41075091 41123695 -3703 41075091 41123695 -3703
Chr10 Complement NT_039500.1 ATGTCAACTTGACCC 9327503 LOC237477 9323801 9272923 -3702 9323801 9272923 -3702 9323801 9272923 -3702
Chr6 Normal NT_039355.1 GGTTCAATATGACCT 8111876 LOC330402 8115578 8117613 -3702 8115578 8117613 -3702 8116689 8117117 -4813
Chr14 Normal NT_039599.1 AGGTCAGCCTGATCT 6540848 Ear4 6544549 6545008 -3701 6544549 6545008 -3701 6544549 6545008 -3701
Chr2 Complement NT_039207.1 TGCTCAGGCTGACCT 10160420 2600017H08Rik 10156742 10144460 -3678 10156721 10144460 -3699 10155480 10144985 -4940
Chr19 Normal NT_039697.1 TCGTCACAATGACCC 7510 Map3k11 9725 23823 -2215 11209 23305 -3699 11209 23305 -3699
Chr7 Normal NT_039429.1 TGGGCAACTTGACCT 2611013 MOR254-2 2614711 2615658 -3698 2614711 2615658 -3698 2614711 2615658 -3698
Chr2 Complement NT_039210.1 GGCTCACAATGACCT 261255 4930556L07Rik 257599 253714 -3656 257559 253714 -3696 254551 254225 -6704
Chr8 Normal NT_039467.1 GGGTCGGACTCACCT 51497168 Gas8 51500862 51518376 -3694 51500862 51518376 -3694 51502704 51518355 -5536
Chr18 Normal NT_039676.1 ATGTCAAACCGACCT 2297783 LOC240443 2301477 2312955 -3694 2301477 2312955 -3694 2301509 2312955 -3726
Chr16 Complement NT_039624.1 AGGTCAGCCTGGCCT 325416 4933407K12Rik 333896 314964 8480 321724 314964 -3692 321441 314981 -3975
Chr4 Complement NT_039265.1 GGGCCACTTTGACCT 4253365 9330151F09Rik 4249821 4211160 -3544 4249673 4225788 -3692 4233572 4226908 -19793
Chr4 Complement NT_039261.1 AGCTCAATGTGACCT 8310667 LOC242478 8306977 8257892 -3690 8306977 8257892 -3690 8306977 8257892 -3690
Chr19 Normal NT_039692.1 CAGTCACAGTGACCT 6823220 4930538D17Rik 6826909 6836072 -3689 6826909 6836072 -3689 6826983 6835534 -3763
Chr7 Normal NT_039385.1 AGGTCACCCTGTCCA 1225258 Epn1 1228947 1231894 -3689 1228947 1231894 -3689 1230926 1231496 -5668
Chr15 Complement NT_039618.1 AAGTCAGTCCGACCT 23108200 LOC239359 23104511 23045730 -3689 23104511 23045730 -3689 23104511 23045730 -3689
Chr17 Normal NT_039655.1 GGGTTAGCGTGACCA 8080974 Treml1-pending 8084663 8091921 -3689 8084663 8091921 -3689 8084684 8091663 -3710
Chr8 Normal NT_039466.1 AGGGCAGCCTGACCT 688707 1110001E17Rik 691487 707638 -2780 692395 707638 -3688 692396 706442 -3689
Chr17 Complement NT_039658.1 TGGTCACTCTGACGT 94098 9030409C19Rik 90411 87599 -3687 90411 87599 -3687 88186 87866 -5912
Chr10 Normal NT_039496.1 AGGTCAATTGGACCT 5815343 2310012I10Rik 5819029 5828120 -3686 5819029 5828120 -3686 5819037 5826473 -3694
Chr7 Complement NT_039420.1 GGGTCATGATGACTT 1735818 2610034E13Rik 1732477 1716447 -3341 1732132 1719070 -3686 1732129 1719100 -3689
Chr2 Normal NT_039208.1 GGGTCCCTGTGACCC 31012774 LOC332638 31016458 31294543 -3684 31016458 31254177 -3684 31016458 31254177 -3684
Chr4 Complement NT_039265.1 AGGTCAACTTGATCC 754963 LOC214664 751280 750948 -3683 751280 750948 -3683 751280 750948 -3683
Chr2 Normal NT_039210.1 AGGTCATAATGTCCT 2660695 Psp 2663531 2701530 -2836 2664376 2671278 -3681 2664376 2670217 -3681
Chr7 Complement NT_039429.1 TGGTCCATCTGACCT 17824915 LOC333231 17821236 17819813 -3679 17821236 17819813 -3679 17821236 17819813 -3679
Chr11 Normal NT_039515.1 AGGCCAAGCTGACCT 20232388 LOC237699 20236065 20288085 -3677 20236065 20288085 -3677 20236065 20288085 -3677
Chr7 Complement NT_039385.1 GGGCCACTGTGACCC 1129945 LOC330461 1126268 1125435 -3677 1126268 1125435 -3677 1125918 1125460 -4027
Chr8 Complement NT_039467.1 AGGTCACCCTGACCA 47539435 Taf1c 47535805 47528554 -3630 47535759 47528554 -3676 47534953 47529187 -4482
Chr15 Complement NT_039621.1 AGGTCATGGTGACTG 19661524 LOC268807 19657849 19648372 -3675 19657849 19648372 -3675 19657011 19648626 -4513
Chr16 Normal NT_039625.1 GGGTCGCTCTGGCCT 25847264 LOC207948 25850938 25857583 -3674 25850938 25857583 -3674 25850938 25857583 -3674
Chr11 Complement NT_039521.1 AGGTCACAGGGACCT 19142432 Cacng1 19138759 19125586 -3673 19138759 19125901 -3673 19138628 19125901 -3804
Chr1 Normal NT_039185.1 AGGGCAGCCTGACCC 360697 Csnk2a1 364367 367060 -3670 364367 367060 -3670 364627 365802 -3930
Chr3 Complement NT_039230.1 TCGTCACAGTGACCT 8530888 Gpr87 8542238 8526057 11350 8527219 8526057 -3669 8527219 8526140 -3669
Chr4 Complement NT_039265.1 AGGTCAGCTTGATCT 2662071 3100002H09Rik 2658403 2657531 -3668 2658403 2657531 -3668 2658357 2657935 -3714
Chr2 Complement NT_039205.1 AGGTCAATACGAACT 3108324 Fcna 3104801 3101337 -3523 3104656 3101458 -3668 3104626 3101631 -3698
Chr10 Normal NT_039490.1 AGGTCACTTTGAGCA 607103 LOC327720 610771 612663 -3668 610771 612663 -3668 612307 612591 -5204
ChrX Complement NT_039708.1 AGGTCATATTGATCA 1453293 LOC331442 1449625 1441464 -3668 1449625 1441464 -3668 1448620 1441772 -4673
Chr7 Complement NT_039428.1 AGATCATGGTGACCA 5530523 MGC28646 5532329 5520163 1806 5526857 5520594 -3666 5523935 5521327 -6588
Chr15 Normal NT_039621.1 AGGACAAACTGACCA 33272850 LOC214070 33276515 33305412 -3665 33276515 33305412 -3665 33276575 33287002 -3725
Chr6 Complement NT_039340.1 AGGTCATATTGGCCA 21429706 4932408B21 21426042 21354666 -3664 21426042 21354666 -3664 21415929 21355858 -13777
Chr1 Complement NT_039185.1 AGGTCAATGTCACCT 3947095 LOC329277 3943431 3940804 -3664 3943431 3940804 -3664 3941106 3940819 -5989
Chr5 Complement NT_039308.1 AGGACATTTTGACCC 4150157 LOC330135 4146494 4145026 -3663 4146494 4145026 -3663 4145894 4145616 -4263
Chr3 Normal NT_039227.1 TGGTCATCATGTCCT 9462619 LOC332737 9466280 9471731 -3661 9466280 9471731 -3661 9466280 9471731 -3661
Chr5 Normal NT_039297.1 GGGTCATGATGGCCT 7287298 C030048B08Rik 7290452 7303054 -3154 7290958 7302793 -3660 7290961 7302316 -3663
Chr1 Normal NT_039185.1 AGGTCAGGCTGACCA 5638005 LOC269134 5641665 5653355 -3660 5641665 5653355 -3660 5645760 5653355 -7755
Chr5 Normal NT_039299.1 ATGTCAAACTGACCA 9855478 4831440E17Rik 9859137 9861824 -3659 9859137 9861824 -3659 9861111 9861434 -5633
Chr12 Complement NT_039553.1 GGGTCACTATGCCCC 9065737 Jag2 9062078 9040405 -3659 9062078 9041184 -3659 9062067 9041472 -3670
Chr8 Complement NT_039462.1 AGGTCAGCTTGACTC 5496713 2410153K17Rik 5493056 5478783 -3657 5493056 5478783 -3657 5489988 5479253 -6725
Chr9 Complement NT_039474.1 GGGTCAATATGAACT 9691492 Map2k5 9687885 9476326 -3607 9687835 9476326 -3657 9687240 9476491 -4252
Chr19 Complement NT_039692.1 TGGTCAATCTGACCT 21827704 Csf2ra 21824048 21822751 -3656 21824048 21822751 -3656 21824048 21823344 -3656



Chr8 Complement NT_039467.1 GGGGCAGCACGACCC 37493890 LOC330838 37490234 37487896 -3656 37490234 37487896 -3656 37489947 37489615 -3943
Chr11 Complement NT_039520.1 CGGTCACAGTGACCG 43662090 1300003O07Rik 43658720 43614922 -3370 43658435 43614969 -3655 43658419 43615256 -3671
Chr14 Normal NT_039598.1 AGGTCAGAGTGACAG 6887997 LOC218900 6890842 6893655 -2845 6891650 6893197 -3653 6891833 6892129 -3836
Chr5 Complement NT_039307.1 AGGTTATGCTGACCT 13713199 LOC231424 13709548 13695698 -3651 13709548 13695698 -3651 13705078 13701438 -8121
Chr3 Normal NT_039238.1 AGGTCAGGCTGGCCT 913482 2610022K04Rik 917008 924982 -3526 917132 924982 -3650 917772 923996 -4290
Chr4 Normal NT_039266.1 AAGTCATCCTGACCT 2158188 Eya3 2161810 2247659 -3622 2161838 2246230 -3650 2184663 2244112 -26475
Chr14 Normal NT_039598.1 TGGTCACAGTGACAT 4433499 LOC218877 4437148 4447533 -3649 4437148 4447533 -3649 4437148 4447533 -3649
Chr17 Complement NT_039649.1 GGATCGTCCTGACCC 210017 Tnfrsf12a 206392 204254 -3625 206368 204254 -3649 206344 204798 -3673
Chr11 Normal NT_039521.1 TGGTCACCTTGAACC 32876412 9030012M21 32880060 32889946 -3648 32880060 32889946 -3648 32880122 32888419 -3710
Chr12 Normal NT_039553.1 GGGTCACAGTGAACA 8935651 LOC217887 8939298 8946250 -3647 8939298 8946250 -3647 8939370 8945708 -3719
Chr12 Complement NT_039551.1 AGGCCAGGGTGACCT 31024118 ORF11 31020819 31011285 -3299 31020471 31011302 -3647 31018146 31011951 -5972
Chr1 Complement NT_039180.1 AGGTGAGGATGACCT 16033664 Btg2 16030018 16026226 -3646 16030018 16026226 -3646 16029952 16028268 -3712
Chr1 Complement NT_039183.1 GGATCAAGTTGACCA 3783271 LOC329266 3779625 3778441 -3646 3779625 3778441 -3646 3779590 3779255 -3681
Chr9 Normal NT_039472.1 TGGTCATGTTGACTC 26902349 LOC235280 26905994 26915182 -3645 26905994 26915182 -3645 26905994 26915182 -3645
Chr6 Complement NT_039360.1 TAGTCAGACTGACCT 2808686 Ldh2 2805116 2787383 -3570 2805042 2787409 -3644 2802699 2787596 -5987
Chr11 Normal NT_039520.1 TGCTCAGGCTGACCT 33961592 MGC28931 33965189 34008565 -3597 33965235 34008565 -3643 33966154 34006001 -4562
Chr5 Normal NT_039314.1 AGGTCACTTTTACCT 93653 2310024K08Rik 97294 138377 -3641 97294 138377 -3641 97378 137853 -3725
Chr11 Complement NT_039520.1 AGGTCAGCCTGCCCC 45787582 LOC327991 45783941 45653953 -3641 45783941 45653953 -3641 45783911 45655888 -3671
Chr12 Normal NT_039551.1 AGGACGACCTGACCT 28708470 1110018E21Rik 28706055 28728272 2415 28712110 28728272 -3640 28712180 28727984 -3710
Chr17 Normal NT_039658.1 TGTTCAGGTTGACCC 20866862 1810018L08Rik 20870502 20872372 -3640 20870502 20872372 -3640 20870534 20870989 -3672
Chr8 Complement NT_039467.1 TGGTCATATTGACAC 19686766 LOC244590 19683129 19520760 -3637 19683129 19520760 -3637 19683129 19520760 -3637
Chr1 Complement NT_039167.1 TGGTCACTTTGGCCC 537520 LOC271606 533883 518355 -3637 533883 518355 -3637 533883 518355 -3637
ChrX Normal NT_039714.1 AGGTCTAGGTGACCC 425880 LOC331514 429517 488040 -3637 429517 488040 -3637 429517 488040 -3637
Chr16 Normal NT_039624.1 GGGTCAGAAAGACCA 31689198 A930019C19Rik 31692833 31746734 -3635 31692833 31746734 -3635 31704832 31746532 -15634
Chr11 Complement NT_039521.1 AGGTCTTGACGACCC 10047722 LOC217164 10044087 10042797 -3635 10044087 10042797 -3635 10043974 10043483 -3748
Chr9 Complement NT_039474.1 AGGTGGCCTTGACCC 342108 LOC244882 338475 295362 -3633 338475 295362 -3633 338338 296826 -3770
Chr9 Complement NT_039472.1 GAGTCACGATGACCT 4967619 Naalad2 4963987 4939382 -3632 4963987 4939382 -3632 4955832 4939522 -11787
Chr5 Normal NT_039305.1 GGGTCGTGCTGCCCC 5397581 LOC231210 5401211 5427342 -3630 5401211 5427342 -3630 5401211 5427342 -3630
Chr7 Complement NT_039433.1 GGGTCAGGCTGACCC 12065283 LOC330636 12061653 12060255 -3630 12061653 12060255 -3630 12060950 12060597 -4333
Chr11 Complement NT_039526.1 AGGTCAGCCTGAGCA 135037 MGC28931 131454 88079 -3583 131408 88079 -3629 130489 90643 -4548
Chr19 Normal NT_039692.1 GGGTTGTTGTGACCT 5600132 Tlx1 5603560 5609788 -3428 5603761 5608961 -3629 5603761 5608961 -3629
Chr6 Normal NT_039341.1 AGGTCATGCTGATCA 3608928 2310005E10Rik 3612515 3623076 -3587 3612556 3623076 -3628 3612608 3623076 -3680
Chr3 Complement NT_039240.1 TAGTCATAATGACCC 2619436 Vcam1 2616104 2596335 -3332 2615808 2596524 -3628 2615751 2597261 -3685
Chr6 Normal NT_039355.1 AGGTCACCTTGAACT 4361707 A730016F12Rik 4365332 4390418 -3625 4365332 4389617 -3625 4365499 4389412 -3792
Chr2 Normal NT_039208.1 AGGTCACCTTCACCT 16044773 Ssrp1 16048130 16084089 -3357 16048397 16058053 -3624 16048858 16057660 -4085
Chr8 Normal NT_039455.1 AGATCAGGTTGACCT 9669458 Lamp1 9672934 9689137 -3476 9673081 9689137 -3623 9673188 9688354 -3730
Chr18 Complement NT_039674.1 GGGTCACAGTCACCT 62724430 LOC225638 62720810 62678374 -3620 62720810 62678374 -3620 62720423 62678911 -4007
Chr5 Normal NT_039312.1 AGGTCATCCCGAGCT 231287 2310020H20Rik 234865 240374 -3578 234906 240374 -3619 234922 240012 -3635
Chr11 Complement NT_039520.1 TGGTCAACCTGACTT 35110820 A830053O21Rik 35107201 35102711 -3619 35107201 35102711 -3619 35106009 35105698 -4811
Chr18 Complement NT_039674.1 TGGTCAGATTGACTT 20559184 LOC225278 20555567 20444365 -3617 20555567 20444365 -3617 20555567 20444365 -3617
Chr9 Complement NT_039472.1 AGTTCATCCTGACCT 25754609 MOR171-10 25750992 25750072 -3617 25750992 25750072 -3617 25750992 25750072 -3617
ChrX Normal NT_039708.1 GGGTCATTATGACAG 464448 Stk23 468011 472565 -3563 468065 472565 -3617 468094 472329 -3646
ChrX Normal NT_039745.1 GGGTCATTATGACAG 388361 Stk23 391923 396477 -3562 391977 396477 -3616 392006 396241 -3645
Chr9 Normal NT_039472.1 AGGTCAAGGTCACCC 9082162 1110003N12Rik 9085776 9100188 -3614 9085776 9100188 -3614 9085879 9099741 -3717
Chr12 Normal NT_039551.1 AGGTCATCCTGACAT 16321665 2700049A03Rik 16325279 16407208 -3614 16325279 16407208 -3614 16327022 16352430 -5357
Chr18 Complement NT_039674.1 GGGTCATGGAGACCC 9641672 LOC240195 9638058 9637630 -3614 9638058 9637630 -3614 9638058 9637630 -3614
Chr14 Normal NT_039602.1 GGGTCAGGATGACTC 252688 LOC219038 256301 258472 -3613 256301 258472 -3613 256395 258385 -3707
Chr9 Complement NT_039476.1 AAGTCAACTTGACCC 1209697 1810061M12Rik 1206122 1137500 -3575 1206087 1137500 -3610 1206029 1140500 -3668
Chr13 Normal NT_039590.1 AGGTAAAGATGACCC 334193 Dhfr 337748 369175 -3555 337803 368533 -3610 337858 367652 -3665
Chr11 Complement NT_039521.1 AGGTCATTGTGAGCT 27083218 Slc25a19 27079763 27066452 -3455 27079608 27066452 -3610 27075799 27066878 -7419
Chr17 Complement NT_039655.1 GGGTCGCCCTGAGCC 6285198 8430404F20Rik 6295426 6274463 10228 6281592 6277436 -3606 6281516 6281199 -3682
Chr8 Normal NT_039467.1 AGGTCAGCCTGAGCT 12256362 D8Ertd812e 12259968 12270601 -3606 12259968 12270579 -3606 12260454 12270557 -4092
Chr4 Normal NT_039268.1 GGGTCAGTCTGAGCG 6585941 LOC332969 6589547 6597369 -3606 6589547 6597369 -3606 6589547 6597369 -3606
ChrX Complement NT_039711.1 AGGTCAGGCTGGCCT 7256835 Rps4x 7253229 7248811 -3606 7253229 7248816 -3606 7253170 7248899 -3665
Chr4 Complement NT_039261.1 AAGTCAGAGTGACCT 8310581 LOC242478 8306977 8257892 -3604 8306977 8257892 -3604 8306977 8257892 -3604
ChrX Complement NT_039733.1 TGGTCAACATGACAT 56885 LOC280113 53281 50852 -3604 53281 50852 -3604 53170 51455 -3715
Chr7 Normal NT_039437.1 GGGTCAAACAGACCA 91118 Muc5b 94721 128735 -3603 94721 128735 -3603 94768 128221 -3650
Chr7 Normal NT_039415.1 GGGTCACATTGGCCT 188310 LOC269900 191912 193714 -3602 191912 193714 -3602 192825 192992 -4515
Chr10 Normal NT_039500.1 GGGTCAGGGTGACTT 15707582 9130411I17Rik 15707081 15728214 501 15711183 15726720 -3601 15714906 15726111 -7324
Chr11 Complement NT_039520.1 CAGTCAGGCTGACCT 1412091 LOC216687 1408490 1405789 -3601 1408490 1405789 -3601 1406899 1406552 -5192
Chr8 Normal NT_039455.1 TGGTCTGCCTGACCT 111187 LOC330692 114788 115845 -3601 114788 115845 -3601 114850 115230 -3663
Chr7 Normal NT_039428.1 AGATCAAGTTGACCA 5970272 2700083B01Rik 5973872 5977507 -3600 5973872 5977507 -3600 5973872 5977507 -3600
Chr7 Normal NT_039399.1 GGCTCACTCTGACCA 501815 Ceacam12 505415 511298 -3600 505415 511298 -3600 505547 511278 -3732
Chr5 Normal NT_039306.1 GAGTCAGTGTGACCG 768763 LOC330102 772362 776917 -3599 772362 776917 -3599 776244 776522 -7481
Chr2 Normal NT_039215.1 AGATCATACTGACCT 65995 LOC332719 69594 200741 -3599 69594 105827 -3599 69594 105827 -3599
Chr3 Normal NT_039227.1 GGATCAAGTTGACCT 3741504 1700008A05Rik 3745102 3851345 -3598 3745102 3851345 -3598 3788212 3851127 -46708
Chr6 Complement NT_039361.1 AGGCCAGCCTGACCT 2776935 6230418K12Rik 2773338 2712536 -3597 2773338 2712536 -3597 2773121 2714635 -3814
Chr15 Complement NT_039621.1 TGGTCTCAGTGACCT 40339300 LOC271286 40335703 40333961 -3597 40335703 40333961 -3597 40334604 40334278 -4696
Chr10 Complement NT_039494.1 ATGTCATGGTGACCC 10844732 LOC211247 10841138 10840470 -3594 10841138 10840470 -3594 10841133 10840507 -3599
Chr3 Complement NT_039234.1 AGTTCATTCTGACCT 25428836 Lenep 25425244 25424586 -3592 25425244 25424586 -3592 25425226 25425041 -3610
Chr17 Normal NT_039649.1 AGGTCATCCTGGCCG 11354701 Bat8 11357787 11374284 -3086 11358292 11374284 -3591 11357817 11374059 -3116
Chr17 Normal NT_039662.1 AGGTCATCCTGGCCG 1144159 Bat8 1147245 1163742 -3086 1147749 1163742 -3590 1147275 1163517 -3116
Chr3 Normal NT_039239.1 GCGTCACCATGACCA 4479652 D3Jfr1 4474958 4512191 4694 4483241 4511545 -3589 4493112 4511353 -13460
Chr19 Complement NT_039692.1 GGGTCGCCATGACTC 4308832 2410003M15Rik 4305244 4283090 -3588 4305244 4283090 -3588 4305216 4284363 -3616
Chr10 Complement NT_039500.1 TGGTCACCTTGAACC 10186635 LOC216244 10183051 10182003 -3584 10183051 10182003 -3584 10183051 10182003 -3584
Chr3 Normal NT_039238.1 AGGTCAGGCTGGCCT 913482 2610022K04Rik 917008 924982 -3526 917065 924981 -3583 917772 923996 -4290
Chr7 Normal NT_039413.1 AGGTCGGCCTGGCCT 4093338 Lgi4 4096328 4107762 -2990 4096921 4107569 -3583 4097007 4106018 -3669
Chr16 Complement NT_039625.1 AGGTCACCTTCACCT 26008433 4932438H23Rik 26005073 25989566 -3360 26004851 25989566 -3582 25991877 25991185 -16556
Chr6 Normal NT_039359.1 AGGTCAGTCTGGCCC 2384342 5830457J20Rik 2387881 2458052 -3539 2387922 2458052 -3580 2388141 2457153 -3799
Chr11 Complement NT_039521.1 AGGACAGGCTGACCT 31920300 1810049H13Rik 31916722 31915263 -3578 31916722 31915263 -3578 31916678 31915423 -3622
Chr5 Normal NT_039299.1 AGGTCAATCTCACCC 4225749 Acvrip1-pending 4229327 4986358 -3578 4229327 4976683 -3578 4387770 4976248 -162021
Chr7 Normal NT_039420.1 AGGTCAACTTGACAC 3717490 Ldh3 3721066 3738258 -3576 3721066 3738107 -3576 3721581 3737993 -4091
Chr18 Normal NT_039674.1 ATGTCACAGTGACCT 2134270 LOC271488 2137846 2175831 -3576 2137846 2175831 -3576 2137846 2175831 -3576
Chr4 Complement NT_039268.1 AGGCCAGCCTGACCT 4852177 D330010C22 4848603 4843023 -3574 4848603 4844193 -3574 4848087 4844667 -4090
Chr14 Complement NT_039595.1 AGGTCAGCGTGAGCA 10020566 LOC238958 10016992 10005760 -3574 10016992 10005760 -3574 10016992 10005760 -3574
Chr1 Normal NT_039170.1 AGCTCAACCTGACCC 41876693 LOC332447 41880267 41901422 -3574 41880267 41901422 -3574 41880267 41901422 -3574
Chr16 Normal NT_039624.1 GGGTCACTTTGGCCG 24207355 5730448P06Rik 24210928 24213104 -3573 24210928 24213104 -3573 24212703 24212975 -5348
Chr19 Normal NT_039687.1 GGGGCAAAGTGACCA 7824069 LOC225982 7827642 7845595 -3573 7827642 7845595 -3573 7827642 7845595 -3573
Chr16 Complement NT_039624.1 AGGTCACTGTGACTT 47589280 LOC332180 47585709 47548390 -3571 47585709 47548390 -3571 47585709 47548390 -3571
Chr10 Complement NT_039495.1 AGGTCAGAGGGACCC 4232240 LOC216020 4228671 4208111 -3569 4228671 4208111 -3569 4228637 4208276 -3603
Chr5 Complement NT_039301.1 AGGTCAGAATGACTC 1034352 LOC272155 1030786 1019955 -3566 1030786 1019955 -3566 1030786 1019955 -3566
Chr2 Complement NT_039205.1 AGGTCAAGATGACCA 3108219 Fcna 3104801 3101337 -3418 3104656 3101458 -3563 3104626 3101631 -3593
Chr7 Complement NT_039420.1 GGGTCATTCTGTCCG 1713033 Ptov1 1709470 1702691 -3563 1709470 1702691 -3563 1709203 1703055 -3830
Chr7 Normal NT_039414.1 AGGTAACTGTGACCC 491410 LOC330509 494971 495740 -3561 494971 495740 -3561 494971 495740 -3561
Chr5 Normal NT_039307.1 GGGTCAGGCTCACCC 857184 Paics 860405 876457 -3221 860745 876457 -3561 860908 875770 -3724



Chr1 Normal NT_039189.1 TGGTCAGAATCACCT 6505380 Ptpn14 6447622 6592843 57758 6508941 6592843 -3561 6509073 6592591 -3693
Chr9 Complement NT_039473.1 TGGGCAGCTTGACCC 12861176 LOC333390 12857616 12853307 -3560 12857616 12853307 -3560 12857616 12853307 -3560
Chr6 Complement NT_039359.1 AGATCAGGCTGACCT 4699610 1810033M07Rik 4696051 4681343 -3559 4696051 4681343 -3559 4695993 4681419 -3617
Chr5 Complement NT_039311.1 AGGTCATCGTGTCCT 70058 LOC243209 66499 44958 -3559 66499 44958 -3559 66499 44958 -3559
Chr14 Normal NT_039598.1 TGGTCATGGTGTCCT 848505 LOC238988 852063 1144734 -3558 852063 1144734 -3558 882584 1143279 -34079
Chr7 Normal NT_039437.1 GGGTAAGGATGACCC 695263 Tnni2 697480 700055 -2217 698821 700055 -3558 698821 699960 -3558
Chr10 Complement NT_039500.1 AGGTCACACAGACCT 4232272 LOC237446 4228715 4205373 -3557 4228715 4205373 -3557 4228715 4205373 -3557
Chr14 Normal NT_039598.1 GGTTCATTATGACCT 6769494 LOC268729 6773050 6794210 -3556 6773050 6794210 -3556 6773054 6793840 -3560
Chr5 Complement NT_039299.1 TGGTCTTCCTGACCC 8562254 LOC272149 8558698 8558372 -3556 8558698 8558372 -3556 8558698 8558372 -3556
Chr7 Normal NT_039452.1 AGGTAAGGGTGACCC 151281 Ascl3 154835 159094 -3554 154835 159094 -3554 158449 158973 -7168
Chr11 Normal NT_039520.1 TTGTCACAATGACCC 21750001 LOC237794 21753555 21790989 -3554 21753555 21790989 -3554 21753555 21790989 -3554
Chr14 Normal NT_039606.1 AGGTCAGCCTGATCG 16430327 LOC328439 16433879 16436711 -3552 16433879 16436711 -3552 16434550 16434948 -4223
Chr17 Normal NT_039658.1 GTGTCAATCTGACCA 4730162 1600022D10Rik 4733713 4741401 -3551 4733713 4741401 -3551 4740786 4741076 -10624
Chr4 Complement NT_039259.1 TGGTCAACTTGATCC 4878565 LOC329812 4875014 4872226 -3551 4875014 4872226 -3551 4874665 4874369 -3900
Chr5 Normal NT_039312.1 GGGTCAGAGTGACTT 14409 LOC330168 17960 20332 -3551 17960 20332 -3551 19274 19561 -4865
Chr16 Complement NT_039624.1 TGGTCACTAAGACCT 7482680 Litaf 7479132 7444003 -3548 7479132 7444418 -3548 7451789 7446087 -30891
Chr9 Normal NT_039471.1 TGGTCACTGTGGCCC 159736 LOC234886 163282 196155 -3546 163282 196155 -3546 163282 196155 -3546
Chr4 Normal NT_039266.1 AGGTCAAGGTGATCT 992985 LOC242675 996531 1003781 -3546 996531 1003781 -3546 996531 1003781 -3546
Chr9 Complement NT_039474.1 AGGACATGCTGACCA 9691381 Map2k5 9687885 9476326 -3496 9687835 9476326 -3546 9687240 9476491 -4141
Chr2 Normal NT_039209.1 AGGTCATGGTGAGCA 22504419 Pldn 22507872 22579502 -3453 22507964 22516036 -3545 22507982 22515989 -3563
Chr7 Normal NT_039424.1 GTGTCAAGTTGACCA 4926090 Shyc 4929380 5020675 -3290 4929635 5018559 -3545 4959660 5018361 -33570
Chr13 Normal NT_039578.1 ATGTCGGGATGACCT 19656536 Spi12 19660012 19673630 -3476 19660081 19673605 -3545 19663078 19672921 -6542
Chr8 Complement NT_039462.1 GTGTCACATTGACCT 6104791 4632416I05Rik 6101248 6096693 -3543 6101248 6096693 -3543 6100929 6097502 -3862
Chr2 Complement NT_039208.1 AGGTCACCTGGACCT 11339171 Frzb 11335831 11300234 -3340 11335628 11300441 -3543 11335275 11301626 -3896
Chr15 Complement NT_039621.1 GGGTCACCCTGAGCT 47135831 LOC223748 47132288 47130606 -3543 47132288 47130606 -3543 47132288 47130606 -3543
Chr1 Complement NT_039174.1 AGCTCAGTTTGACCT 8088489 LOC241178 8084946 7630178 -3543 8084946 7630178 -3543 8084909 7630178 -3580
ChrX Complement NT_039719.1 AGTTCACACTGACCA 2418121 LOC333590 2414578 2356253 -3543 2414578 2356253 -3543 2414578 2356253 -3543
Chr11 Complement NT_039520.1 AGGTCAACTGGACCT 7077431 LOC237751 7073890 7066737 -3541 7073890 7066737 -3541 7073890 7066737 -3541
Chr13 Complement NT_039586.1 TGGTCATAGTCACCC 6497861 2310051M13Rik 6497315 6492723 -546 6494321 6492723 -3540 6494259 6492971 -3602
ChrX Complement NT_039711.1 GGGTCGAGGTGACCA 7750485 LOC278103 7746948 7724238 -3537 7746948 7724238 -3537 7746948 7724238 -3537
Chr1 Normal NT_039167.1 TGGCCACTCTGACCT 1811625 Lypla1 1815089 1855127 -3464 1815162 1853409 -3537 1815162 1853409 -3537
Chr14 Normal NT_039614.1 TGGTGAGTATGACCT 1160902 LOC195298 1164437 1165012 -3535 1164437 1165012 -3535 1164437 1165012 -3535
Chr14 Normal NT_039606.1 GTGTCAAGTTGACCA 18992 LOC235805 22523 23238 -3531 22523 23238 -3531 22699 23234 -3707
Chr1 Normal NT_039184.1 GAGTCATCGTGACCA 3861433 LOC269131 3864964 3877964 -3531 3864964 3877964 -3531 3864964 3877964 -3531
Chr9 Complement NT_039482.1 AGCTCACAATGACCT 1505661 LOC272649 1502132 1434361 -3529 1502132 1434361 -3529 1502132 1434361 -3529
Chr3 Normal NT_039228.1 GGGTAGTGCTGACCC 3848277 Ndufb5 3851733 3866486 -3456 3851806 3866486 -3529 3851825 3866076 -3548
Chr17 Complement NT_039649.1 AGGTCACAGTGGCCC 11636285 Aif1 11636257 11631157 -28 11632757 11631160 -3528 11632704 11631274 -3581
Chr3 Normal NT_039239.1 AGCTCAGTCTGACCT 2438430 LOC329722 2441956 2444482 -3526 2441956 2444482 -3526 2442782 2443102 -4352
Chr9 Complement NT_039475.1 GGGACAGACTGACCT 3393281 Elovl4 3389961 3362384 -3320 3389756 3362384 -3525 3389694 3364231 -3587
Chr17 Normal NT_039671.1 GGGCCATGGTGACCT 40790 D830007E07 44314 68007 -3524 44314 68007 -3524 54267 67094 -13477
Chr6 Normal NT_039343.1 AAGTCACCCTGACCC 223897 LOC330305 227421 228560 -3524 227421 228560 -3524 227653 228401 -3756
ChrX Complement NT_039713.1 GGGGCAAAGTGACCA 8490800 LOC237009 8487277 8486349 -3523 8487277 8486349 -3523 8486859 8486392 -3941
Chr18 Normal NT_039674.1 GGGTCACTGTGACTA 58164885 Ii 58168407 58177302 -3522 58168407 58177300 -3522 58168588 58176816 -3703
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2085237 LOC240440 2088759 2089270 -3522 2088759 2089270 -3522 2088759 2089270 -3522
Chr5 Complement NT_039317.1 AGGTTGCTATGACCC 10729 LOC269721 7209 6 -3520 7209 6 -3520 7181 6 -3548
Chr4 Complement NT_039266.1 GGGTAGAACTGACCC 5083255 LOC230824 5079736 5076400 -3519 5079736 5076400 -3519 5079713 5076424 -3542
Chr4 Normal NT_039262.1 GGGTCAACTTGACAA 20636218 LOC329870 20639737 20658764 -3519 20639737 20658764 -3519 20639737 20658764 -3519
Chr10 Complement NT_039494.1 TGGGCAGTTTGACCT 6230713 4933411G06Rik 6227195 6226175 -3518 6227195 6226175 -3518 6227097 6226744 -3616
Chr11 Normal NT_039521.1 GGGTCCCGGTGACCG 31742880 B930044J06 31746398 31750826 -3518 31746398 31749937 -3518 31747976 31748542 -5096
ChrX Complement NT_039736.1 AGTTCATATTGACCT 9107 Xlr5 8051 270 -1056 5589 270 -3518 5589 270 -3518
Chr8 Normal NT_039468.1 AGGTCAGTATGGCCA 115781 LOC333356 119298 124474 -3517 119298 124474 -3517 119298 124474 -3517
Chr8 Normal NT_039462.1 AGGTCACCTTGATCT 5630066 Comp 5633582 5642089 -3516 5633582 5642089 -3516 5633596 5641956 -3530
Chr4 Complement NT_039266.1 TGGTCAAGCTGAACT 12193107 LOC214401 12190373 12187819 -2734 12189591 12187819 -3516 12189355 12188909 -3752
Chr4 Normal NT_039264.1 CAGTCATCCTGACCC 15790925 LOC329927 15794441 15799157 -3516 15794441 15799157 -3516 15798400 15799157 -7475
Chr5 Normal NT_039313.1 AGGTCATCCTGAGCT 5119930 Cct6a 5123445 5130947 -3515 5123445 5128487 -3515 5123886 5128401 -3956
ChrX Normal NT_039709.1 GGATCAACTTGACCA 14023069 LOC331462 14026584 14219377 -3515 14026584 14219377 -3515 14026584 14219377 -3515
Chr17 Complement NT_039649.1 AGGTCACCATGGCCC 3710074 D830007E07 3706562 3682827 -3512 3706562 3682827 -3512 3696590 3683738 -13484
Chr6 Normal NT_039355.1 AAGTCAAAGTGACCT 6064783 LOC272294 6068295 6086040 -3512 6068295 6086040 -3512 6068295 6086040 -3512
Chr9 Normal NT_039472.1 AAGTCATCTTGACCA 21899314 1300011P19Rik 21902775 21909675 -3461 21902823 21908624 -3509 21902909 21907686 -3595
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2098341 LOC269041 2101850 2102378 -3509 2101850 2102378 -3509 2101850 2102378 -3509
Chr1 Normal NT_039170.1 AGGCCAGTGTGACCA 36291257 Nif3l1 36294501 36311139 -3244 36294766 36311139 -3509 36297272 36310941 -6015
Chr18 Complement NT_039674.1 TGGTCACCTTAACCT 66376770 LOC332335 66373262 66353519 -3508 66373262 66353519 -3508 66373262 66353519 -3508
Chr14 Normal NT_039602.1 AGGTCATCATGACTT 614805 5730589K01Rik 618309 633320 -3504 618309 633320 -3504 618395 632072 -3590
Chr1 Complement NT_039170.1 TGGTCACTTAGACCC 35804399 D1Ertd8e 35849931 35786888 45532 35800895 35794382 -3504 35798505 35796076 -5894
Chr13 Complement NT_039579.1 AGGTCAGCATGACTT 725989 LOC207846 722487 692900 -3502 722487 692900 -3502 697755 693193 -28234
Chr10 Normal NT_039502.1 GGGTGACCTTGACCT 5519709 LOC237612 5523211 5525349 -3502 5523211 5525349 -3502 5523211 5525349 -3502
Chr2 Normal NT_039210.1 GGGACACTCTGACCC 16389488 LOC329562 16392990 16496572 -3502 16392990 16405334 -3502 16401451 16402355 -11963
Chr10 Complement NT_039496.1 GGGTCATACTGACGG 5394441 Ppap2c 5390956 5383507 -3485 5390940 5384398 -3501 5390847 5384480 -3594
Chr17 Complement NT_039662.1 AGGTCACAGTGGCCC 1425790 Aif1 1425762 1420690 -28 1422290 1420693 -3500 1422237 1420807 -3553
Chr5 Complement NT_039314.1 AGGTCAGGGTCACCT 1787585 LOC330205 1784085 1780949 -3500 1784085 1780949 -3500 1783619 1783293 -3966
Chr17 Complement NT_039661.1 TGATCATGGTGACCT 117395 LOC333714 113895 113428 -3500 113895 113428 -3500 113895 113428 -3500
Chr10 Normal NT_039502.1 CGGTCATTAAGACCT 1795 LOC237591 5294 90316 -3499 5294 90316 -3499 5294 90316 -3499
Chr9 Normal NT_039473.1 AGGTCAGCTTGACAG 11384337 6530403F17Rik 11387835 11389334 -3498 11387835 11389334 -3498 11387892 11388185 -3555
Chr16 Complement NT_039625.1 GGGTCAGAATGAACA 274129 1190006E07Rik 270632 246665 -3497 270632 246665 -3497 270151 247672 -3978
Chr17 Normal NT_039637.1 ATGTCGTGGTGACCC 415944 2610315E15Rik 419439 428317 -3495 419439 428317 -3495 420329 427550 -4385
Chr6 Complement NT_039361.1 AAGTCACCCTGACCC 3135958 C730024G19Rik 3132463 3101043 -3495 3132463 3101043 -3495 3128814 3101534 -7144
Chr5 Normal NT_039312.1 AGGTCGCCTTGACAC 10768994 Arl6ip4 10772488 10774575 -3494 10772488 10774575 -3494 10772826 10774421 -3832
Chr11 Complement NT_039520.1 TGGTCACAGTGTCCT 40618586 Ccl1 40740970 40611939 122384 40615092 40611946 -3494 40615024 40612104 -3562
Chr9 Complement NT_039474.1 AGTTCATGCTGACCT 24912401 E330016A19Rik 24908907 24896188 -3494 24908907 24897006 -3494 24908748 24901119 -3653
Chr11 Complement NT_039521.1 AGGTCAGGTTGGCCT 26417817 LOC268504 26414323 26407747 -3494 26414323 26407747 -3494 26414323 26407747 -3494
Chr7 Normal NT_039433.1 AGGTCAGTTTGACAC 22076747 Itgam 22080175 22142356 -3428 22080240 22135158 -3493 22080277 22134911 -3530
Chr19 Normal NT_039692.1 CAGTCAGGATGACCT 14286336 LOC329073 14289825 14292200 -3489 14289825 14292200 -3489 14291841 14292128 -5505
Chr10 Normal NT_039501.1 GGGTCAAGTTGACAA 3811968 LOC216397 3815454 3826128 -3486 3815454 3826128 -3486 3815454 3826128 -3486
Chr9 Normal NT_039482.1 AGGTCTTTTTGACCT 8915774 LOC235683 8919259 8930645 -3485 8919259 8930645 -3485 8919276 8930041 -3502
Chr5 Normal NT_039308.1 GGGTCAGGCTGGCCT 12422510 Mtf2 12404654 12446716 17856 12425995 12446077 -3485 12425995 12445691 -3485
Chr9 Normal NT_039473.1 AGGTCATTTTGACCT 3782785 Dpagt1 3785950 3793169 -3165 3786269 3792870 -3484 3786314 3792397 -3529
Chr11 Complement NT_039520.1 TGGACACTTTGACCC 19089338 Gtlf3b 19086814 19074310 -2524 19085854 19075125 -3484 19085789 19078069 -3549
Chr12 Complement NT_039539.1 TGGTCAACTTGATCC 12985126 LOC238099 12981642 12981089 -3484 12981642 12981089 -3484 12981642 12981089 -3484
Chr18 Normal NT_039674.1 GTGTCATAGTGACCA 53349665 LOC225554 53353148 53357267 -3483 53353148 53357267 -3483 53353148 53357267 -3483
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2095085 LOC271544 2098568 2099096 -3483 2098568 2099096 -3483 2098568 2099096 -3483
Chr2 Normal NT_039210.1 AGATCAGGTTGACCT 15476771 E230011G24Rik 15480253 15569845 -3482 15480253 15484212 -3482 15483374 15483676 -6603
Chr3 Complement NT_039228.1 GTGTCAAGTTGACCA 9145569 LOC241958 9142087 9099548 -3482 9142087 9099548 -3482 9142087 9099548 -3482
Chr5 Normal NT_039318.1 GGGTAAAAATGACCA 1475708 LOC243341 1479189 1527365 -3481 1479189 1527365 -3481 1479189 1527365 -3481
Chr4 Normal NT_039264.1 GGATCGAAGTGACCT 11555893 2310026E23Rik 11559372 11604655 -3479 11559372 11604655 -3479 11559537 11604269 -3644
Chr1 Normal NT_039167.1 AGGTAGTTGTGACCC 6923924 LOC240697 6927401 6941424 -3477 6927401 6941424 -3477 6930482 6939739 -6558



Chr10 Normal NT_039499.1 TGGTCATTTTGAGCT 401 2310058A11Rik 3875 21111 -3474 3875 21106 -3474 3953 20148 -3552
Chr13 Complement NT_039586.1 AGGTCAGAGTGACCC 2071721 LOC238657 2068247 1969501 -3474 2068247 1969501 -3474 2068247 1969501 -3474
Chr19 Complement NT_039692.1 AAGTCATTTTGACCT 13593721 Xpnpep1 13590293 13484249 -3428 13590248 13542671 -3473 13577027 13542872 -16694
ChrX Complement NT_039702.1 GGATCAAGTTGACCT 9826193 LOC331405 9822721 9819211 -3472 9822721 9819211 -3472 9822682 9821987 -3511
Chr19 Normal NT_039687.1 AGGACAATTTGACCT 16050372 AW121052 16053843 16064349 -3471 16053843 16064349 -3471 16053866 16063436 -3494
Chr2 Complement NT_039209.1 GGATCAAGTTGACCA 5182002 LOC332649 5178533 5158424 -3469 5178533 5158424 -3469 5178533 5158424 -3469
Chr12 Normal NT_039551.1 GGGTCAAGATGACAA 24318234 Arg2 24321700 24347302 -3466 24321700 24347302 -3466 24321746 24347038 -3512
Chr7 Complement NT_039433.1 GGGTCCTCATGACCG 20696815 Sult1a1 20693368 20689858 -3447 20693350 20689863 -3465 20693311 20690401 -3504
Chr7 Normal NT_039428.1 GGGTCATTCTGTCCC 15058258 5730522G15Rik 15061722 15065393 -3464 15061722 15065393 -3464 15061864 15062160 -3606
Chr7 Normal NT_039433.1 AGGTCATGCTGACCT 16808079 LOC233832 16808863 16828932 -784 16811543 16828831 -3464 16812041 16828522 -3962
Chr14 Normal NT_039598.1 AGTTCAGTTTGACCA 3873248 LOC328370 3876711 3886944 -3463 3876711 3886944 -3463 3876760 3885631 -3512
Chr9 Complement NT_039472.1 GGATCAAGTTGACCA 22547297 LOC330922 22543837 22541756 -3460 22543837 22541756 -3460 22542442 22541936 -4855
Chr17 Complement NT_039649.1 GGGCCATCCTGACCA 8949173 Wiz 8946509 8911070 -2664 8945714 8911070 -3459 8944829 8912039 -4344
Chr4 Normal NT_039266.1 GGCTCATCGTGACCA 6992880 Hspg2 6996338 7099005 -3458 6996338 7099005 -3458 6996379 7098150 -3499
Chr7 Complement NT_039400.1 AGCTCAGCCTGACCC 854497 LOC232947 851039 819570 -3458 851039 819570 -3458 850674 820144 -3823
Chr12 Complement NT_039551.1 TTGTCAACTTGACCC 19080187 LOC238259 19076729 19028452 -3458 19076729 19028452 -3458 19076729 19028452 -3458
Chr19 Normal NT_039684.1 TGGGCACCCTGACCC 701682 LOC329018 705140 708428 -3458 705140 708428 -3458 706973 707245 -5291
Chr5 Normal NT_039324.1 GGGTAAAAATGACCA 202311 LOC210291 205766 238614 -3455 205766 238614 -3455 205766 238614 -3455
Chr7 Normal NT_039435.1 GGGTTGTGGTGACCT 1228893 C430003P19Rik 1232347 1258162 -3454 1232347 1258162 -3454 1247924 1256556 -19031
Chr18 Normal NT_039674.1 CAGTCACTGTGACCC 41271945 LOC225445 41275399 41278910 -3454 41275399 41278910 -3454 41275461 41278610 -3516
Chr9 Complement NT_039477.1 AGCTCAGGCTGACCT 5531917 Adprtl3 5528762 5522212 -3155 5528464 5522212 -3453 5527834 5523092 -4083
Chr13 Complement NT_039573.1 TGGTCAAAAAGACCC 933121 Akr1c18 929668 911657 -3453 929668 911664 -3453 929635 911831 -3486
Chr8 Complement NT_039467.1 AGGTCTCAACGACCC 37364052 Dhodh 37360894 37343564 -3158 37360599 37345700 -3453 37360593 37346298 -3459
Chr11 Normal NT_039521.1 GTGTCATAGTGACCC 7081990 Phb 7085429 7099194 -3439 7085443 7099194 -3453 7086493 7098335 -4503
Chr15 Complement NT_039621.1 AGGACAAACTGACCA 33272850 LOC214068 33269399 33240659 -3451 33269399 33240659 -3451 33268560 33261297 -4290
ChrX Complement NT_039726.1 AGGTCAACATCACCC 11555420 Msl3l1 11551969 11532191 -3451 11551969 11532191 -3451 11551806 11532940 -3614
Chr4 Complement NT_039266.1 GGCTCACAACGACCT 3416472 Rps6ka1 3413025 3372513 -3447 3413025 3372514 -3447 3412881 3373272 -3591
Chr11 Complement NT_039521.1 AGGTCATGTTGATCT 17641987 2610204L23Rik 17638766 17622704 -3221 17638541 17622704 -3446 17635582 17623174 -6405
Chr18 Normal NT_039674.1 AAGTCAAACTGACCT 67895331 Stard6 67894801 67923083 530 67898776 67922645 -3445 67898776 67922643 -3445
Chr1 Normal NT_039169.1 AGGTCTCTGTGACCA 2341866 LOC241033 2345309 2355488 -3443 2345309 2355488 -3443 2345309 2355488 -3443
Chr9 Normal NT_039474.1 GGGACAGGACGACCT 15527715 Rora 15530625 15714858 -2910 15531157 15714090 -3442 15531157 15714025 -3442
ChrX Normal NT_039719.1 AGTTCACACTGACCA 2418121 LOC331552 2421562 2423758 -3441 2421562 2423758 -3441 2422413 2422811 -4292
Chr1 Normal NT_039170.1 AAGTCAAAATGACCC 21569137 LOC227036 21572577 21574944 -3440 21572577 21574944 -3440 21573020 21574944 -3883
Chr4 Normal NT_039268.1 AAGTCATAATGACCG 3510882 LOC270612 3513676 3516059 -2794 3514322 3516059 -3440 3514753 3515022 -3871
Chr4 Complement NT_039258.1 CTGTCACTGTGACCC 12706167 Ripk2 12702975 12663410 -3192 12702727 12663599 -3440 12702727 12663599 -3440
Chr6 Complement NT_039356.1 GGGTCAGGAAGACCC 3414481 6720474K14Rik 3411042 3407958 -3439 3411042 3407958 -3439 3410924 3410532 -3557
Chr15 Normal NT_039618.1 AGGTCAAGATGAGCG 3169793 C730015A02Rik 3173232 3240229 -3439 3173232 3239259 -3439 3173403 3238064 -3610
Chr16 Complement NT_039624.1 GGGTCATTGTGTCCA 14903091 Comt 14899993 14880029 -3098 14899653 14880684 -3438 14885098 14880978 -17993
Chr16 Complement NT_039630.1 GGGTCATTGTGTCCA 688251 Comt 685153 665849 -3098 684813 665849 -3438 670263 666143 -17988
Chr16 Normal NT_039624.1 AGGTCACCCTGACTA 33103534 LOC209324 33106972 33111586 -3438 33106972 33111586 -3438 33106972 33111586 -3438
Chr9 Normal NT_039473.1 GGGTCGGACTGCCCT 4001854 LOC278007 4005291 4030794 -3437 4005291 4030794 -3437 4005387 4030794 -3533
Chr4 Complement NT_039266.1 GAGTCAAGATGACCC 12768858 4833427P12Rik 12765423 12760354 -3435 12765423 12760354 -3435 12764927 12760879 -3931
Chr19 Normal NT_039684.1 CTGTCACCCTGACCC 1751055 A930011L17 1754436 1765671 -3381 1754490 1765671 -3435 1755617 1765233 -4562
Chr14 Normal NT_039606.1 GTGTCACACTGACCT 12701862 Stmn4 12695201 12712618 6661 12705297 12712618 -3435 12705378 12712079 -3516
Chr12 Normal NT_039551.1 AGGACATGCTGACCA 31435106 1700020O03Rik 31438540 31487895 -3434 31438540 31487895 -3434 31440710 31485513 -5604
Chr3 Complement NT_039228.1 AGGCCAACCTGACCT 9145520 LOC241958 9142087 9099548 -3433 9142087 9099548 -3433 9142087 9099548 -3433
Chr9 Normal NT_039480.1 AGGTCAGCCTGAACT 1406319 1700036D21Rik 1409716 1420245 -3397 1409749 1420245 -3430 1411037 1420115 -4718
Chr11 Complement NT_039521.1 GGGACACAGCGACCT 5658684 2610304F08Rik 5655254 5654387 -3430 5655254 5654387 -3430 5654822 5654391 -3862
Chr1 Normal NT_039170.1 TGGTCATATTCACCC 9775097 Khdrbs2 9778446 10264004 -3349 9778525 10263459 -3428 9778637 10263262 -3540
Chr4 Normal NT_039268.1 GGGTCAACATGACAA 3381047 1300002F13Rik 3383302 3398262 -2255 3384474 3398262 -3427 3394531 3396884 -13484
Chr14 Complement NT_039596.1 AGGTCATGCTGGCCT 209882 2700060E02Rik 206455 194640 -3427 206455 194640 -3427 206371 194823 -3511
Chr5 Normal NT_039312.1 AGCTCACCTTGACCT 14533 LOC330168 17960 20332 -3427 17960 20332 -3427 19274 19561 -4741
ChrX Complement NT_039719.1 TGGTCAGTGTGAGCT 2484367 LOC207318 2480941 2478745 -3426 2480941 2478745 -3426 2480090 2479692 -4277
Chr14 Normal NT_039606.1 GGGTCGGTGGGACCT 6631756 LOC271205 6635182 6690987 -3426 6635182 6690987 -3426 6635354 6690987 -3598
Chr12 Complement NT_039551.1 CAGTCACTGTGACCT 19080153 LOC238259 19076729 19028452 -3424 19076729 19028452 -3424 19076729 19028452 -3424
Chr2 Normal NT_039215.1 AGATCATACTGACCT 14157 LOC332717 17581 105827 -3424 17581 43351 -3424 17581 43351 -3424
Chr8 Normal NT_039467.1 GGGTCATATTGCCCA 57186358 LOC234882 57189778 57191193 -3420 57189778 57191193 -3420 57189852 57190289 -3494
ChrX Complement NT_039745.1 ATGTCAGCCTGACCT 538911 Ard1 535492 520351 -3419 535492 530440 -3419 535340 530522 -3571
Chr11 Complement NT_039515.1 TGGTCACATTGACAC 4509186 LOC237643 4505767 4490757 -3419 4505767 4490757 -3419 4505767 4490757 -3419
ChrX Complement NT_039708.1 ATGTCAGCCTGACCT 618989 Ard1 615571 600427 -3418 615571 610520 -3418 615419 610602 -3570
Chr8 Complement NT_039467.1 CGGTGAAACTGACCT 37779016 LOC270093 37775599 37769951 -3417 37775599 37769951 -3417 37775570 37769951 -3446
Chr8 Complement NT_039467.1 AGGTAACTGTGACCG 7531710 Hhip 7528314 7440385 -3396 7528297 7442286 -3413 7527823 7442373 -3887
Chr12 Normal NT_039553.1 AGGTAAATCTGACCA 1268214 Tcl1b3 1271444 1276195 -3230 1271627 1276195 -3413 1271685 1275084 -3471
Chr6 Normal NT_039356.1 TGGTCAACCTGATCT 423207 C130073D16Rik 426619 454747 -3412 426619 449717 -3412 440613 447895 -17406
Chr12 Complement NT_039539.1 AGGACACTTTGACCA 10070446 Nmyc1 10068477 10062736 -1969 10067034 10063647 -3412 10067034 10063647 -3412
Chr11 Complement NT_039520.1 AGGACATGGTGACCA 28129455 4933402P03Rik 28126045 28124146 -3410 28126045 28124146 -3410 28125977 28124206 -3478
Chr7 Complement NT_039400.1 GGGTCACACTGGCCC 1064830 Lu 1061478 1047239 -3352 1061422 1047239 -3408 1061416 1047714 -3414
Chr4 Normal NT_039278.1 AGGTCAGCTTTACCC 110065 LOC242745 113471 113830 -3406 113471 113830 -3406 113471 113830 -3406
Chr4 Complement NT_039264.1 AGGTCAACTTGATCA 2094135 LOC332924 2090729 2089978 -3406 2090729 2089978 -3406 2090729 2089978 -3406
Chr3 Complement NT_039241.1 GGGTGATTCTGACCC 346193 LOC210152 342788 319388 -3405 342788 319388 -3405 342752 321199 -3441
Chr16 Complement NT_039624.1 GGTTCGTTATGACCT 55922247 LOC224244 55918842 55918444 -3405 55918842 55918444 -3405 55918842 55918444 -3405
Chr17 Normal NT_039649.1 GGGCCAGGATGACCT 1077006 Pkd1 1080411 1126917 -3405 1080411 1126917 -3405 1080724 1125973 -3718
Chr11 Normal NT_039520.1 AGGTCAGCCTGATCT 36619458 Rab34 36621952 36625718 -2494 36622862 36625366 -3404 36622862 36625366 -3404
Chr11 Normal NT_039529.1 AGGTCAGCCTGATCT 4549 Rab34 7043 10809 -2494 7953 10457 -3404 7953 10457 -3404
Chr4 Complement NT_039268.1 AGATCAGACTGACCT 1959209 Ube4b 1955805 1857473 -3404 1955805 1857477 -3404 1954961 1884606 -4248
Chr1 Normal NT_039170.1 GGGACAGCCTGACCC 17392472 LOC211760 17395874 17493690 -3402 17395874 17493690 -3402 17395874 17493690 -3402
Chr3 Complement NT_039230.1 CGGTCACACTGATCT 8357026 LOC329648 8353626 8350845 -3400 8353626 8350845 -3400 8351438 8351133 -5588
Chr18 Normal NT_039674.1 GGGTCAAATTGACAT 9302721 2400010D15Rik 9306118 9328044 -3397 9306118 9327383 -3397 9306183 9327271 -3462
Chr11 Normal NT_039520.1 AGGCCAAACTGACCT 11565443 2410141K03Rik 11568840 11577452 -3397 11568840 11577452 -3397 11568852 11576744 -3409
Chr7 Normal NT_039407.1 GGGTCAGCGTGTCCC 1023382 Arhgef1 1026778 1050632 -3396 1026778 1050632 -3396 1031106 1050363 -7724
Chr4 Normal NT_039260.1 AGGTAGGAATGACCC 862841 5430416O09Rik 866219 870719 -3378 866236 868263 -3395 867232 867573 -4391
Chr12 Complement NT_039552.1 GGGTCAGGATGACAC 9853836 LOC331852 9850441 9828430 -3395 9850441 9828430 -3395 9850441 9828430 -3395
Chr6 Normal NT_039343.1 GGGTCAAATGGACCA 12880617 LOC330335 12884010 12905415 -3393 12884010 12905415 -3393 12903858 12904439 -23241
Chr11 Normal NT_039515.1 TGGTCATGGTGTCCC 5956929 LOC194765 5960321 5961845 -3392 5960321 5961820 -3392 5960550 5961338 -3621
Chr14 Normal NT_039606.1 AGGTCATGATGGCCT 32545020 LOC211338 32548412 32600336 -3392 32548412 32600336 -3392 32548412 32600336 -3392
Chr5 Complement NT_039305.1 AGGTAACCCTGACCA 464488 AA410078 461097 455635 -3391 461097 455635 -3391 461083 458561 -3405
Chr16 Normal NT_039624.1 CGGCCAGAGTGACCT 17362703 1810009K13Rik 17366093 17373499 -3390 17366093 17373499 -3390 17366117 17373183 -3414
Chr4 Complement NT_039265.1 TGGTCATTTTGACAC 8377838 LOC332942 8374450 8298645 -3388 8374450 8298645 -3388 8331891 8303898 -45947
Chr19 Complement NT_039692.1 TGGTCACCCTGACAT 9477225 4930535F04Rik 9473838 9472326 -3387 9473838 9472326 -3387 9473578 9473303 -3647
Chr11 Normal NT_039515.1 GGGTCACATTGGCCT 3475323 LOC327862 3478710 3481827 -3387 3478710 3481827 -3387 3479097 3479591 -3774
Chr5 Normal NT_039300.1 GGATCAAGTTGACCT 251311 LOC330057 254698 255742 -3387 254698 255742 -3387 254793 255440 -3482
Chr9 Complement NT_039474.1 AGGTCAAGATGACAA 17286687 Lipc 17283570 17142759 -3117 17283301 17142882 -3386 17283295 17142897 -3392
Chr11 Complement NT_039520.1 AGGACACGGTGACCC 4002821 LOC331738 3999435 3998346 -3386 3999435 3998346 -3386 3999435 3998346 -3386
Chr5 Complement NT_039325.1 AGGCCAACTTGACCC 103494 LOC243350 100110 1332 -3384 100110 1332 -3384 100110 1332 -3384
Chr16 Complement NT_039624.1 GGATCAAGATGACCT 6885838 LOC328623 6882454 6881404 -3384 6882454 6881404 -3384 6882367 6882038 -3471



Chr3 Complement NT_039230.1 TGGTCAGGGTGACTT 13693936 LOC329661 13690554 13688582 -3382 13690554 13688582 -3382 13690554 13688582 -3382
Chr17 Normal NT_039649.1 AGGTCATCACGAGCC 2731649 Rgs11 2735021 2743152 -3372 2735031 2743150 -3382 2735053 2742565 -3404
Chr11 Complement NT_039520.1 AGGTCATTTTGGCCC 40826001 LOC327977 40822620 40818076 -3381 40822620 40818076 -3381 40820095 40819721 -5906
Chr11 Normal NT_039521.1 AGGTCTCTGTGACCT 27646978 2310004N24Rik 27650358 27666782 -3380 27650358 27666782 -3380 27656360 27666546 -9382
Chr3 Complement NT_039234.1 AGGTCATTCTGACCC 17706738 LOC213571 17703359 17586594 -3379 17703359 17586594 -3379 17703359 17586594 -3379
Chr1 Complement NT_039173.1 GGGTCGCTGTCACCT 6205579 LOC329209 6202200 6199445 -3379 6202200 6199445 -3379 6202010 6201705 -3569
Chr1 Normal NT_039173.1 AGATCACCCTGACCA 658593 B3gnt7 661747 665806 -3154 661971 665806 -3378 662047 664730 -3454
Chr15 Complement NT_039621.1 GGGTCAGAGTGAACA 36162339 D730001G18Rik 36158964 36151161 -3375 36158964 36151161 -3375 36152424 36152086 -9915
Chr12 Normal NT_039551.1 TGATCACTCTGACCT 25331124 LOC271014 25334498 25360587 -3374 25334498 25360587 -3374 25334498 25360587 -3374
Chr5 Normal NT_039298.1 TGATCACCATGACCT 1846944 LOC208063 1850317 1873968 -3373 1850317 1873968 -3373 1850317 1873968 -3373
Chr17 Normal NT_039649.1 AGGTCAAACTGACAC 10593360 H2-DMb1 10596732 10603248 -3372 10596732 10603248 -3372 10596840 10603248 -3480
Chr17 Normal NT_039662.1 AGGTCAAACTGACAC 398837 LOC268945 394184 409147 4653 402209 409142 -3372 402317 408857 -3480
Chr14 Normal NT_039606.1 AGGCCAGGCTGACCT 16687314 2700029E10Rik 16690685 16694375 -3371 16690685 16694375 -3371 16691149 16693937 -3835
Chr15 Complement NT_039620.1 ACGTCATGGTGACCA 3669580 D030020D09Rik 4015215 3573044 345635 3666212 3573132 -3368 3604303 3575697 -65277
Chr12 Complement NT_039552.1 AGGTCAACTTGATCC 8575763 LOC328141 8572395 8571350 -3368 8572395 8571350 -3368 8572300 8571743 -3463
Chr2 Normal NT_039205.1 TGGTCATTCTGCCCT 2527809 Nelf 2531175 2540367 -3366 2531175 2540367 -3366 2531391 2538496 -3582
Chr6 Complement NT_039353.1 TTGTCAAACTGACCT 82130 Cml2 78796 75073 -3334 78765 77250 -3365 78028 77312 -4102
Chr3 Normal NT_039241.1 AGGTCACTGTGACTC 3825255 9330196J05Rik 3828451 3905315 -3196 3828619 3905315 -3364 3829541 3904344 -4286
Chr19 Complement NT_039692.1 AGGTGATTTCGACCC 7636438 LOC240668 7633074 7625736 -3364 7633074 7625736 -3364 7633074 7625736 -3364
Chr10 Normal NT_039495.1 AGGTAGTGGTGACCC 503175 LOC215996 506538 508829 -3363 506538 508829 -3363 506538 508829 -3363
Chr7 Normal NT_039420.1 CGGTCATTGTGAACC 781464 1700127D06Rik 784821 785736 -3357 784821 785736 -3357 784905 785717 -3441
Chr9 Complement NT_039482.1 AGGTCATCATGACTC 7829523 Cyp8b1 7826166 7824226 -3357 7826166 7824226 -3357 7826133 7824631 -3390
Chr12 Complement NT_039553.1 GGTTCACAGCGACCT 9086451 LOC328166 9083095 9078946 -3356 9083095 9078946 -3356 9080399 9079896 -6052
Chr12 Normal NT_039539.1 AGGTCACATTAACCA 10533196 4933425L03Rik 10536551 10711415 -3355 10536551 10711415 -3355 10541968 10711277 -8772
Chr7 Complement NT_039437.1 TGGTCACCATGACCT 3545053 BC025890 3566726 3465588 21673 3541701 3536705 -3352 3541223 3537266 -3830
Chr7 Normal NT_039428.1 TGGTCAAGGTCACCC 3174298 LOC215331 3177650 3244248 -3352 3177650 3244248 -3352 3181104 3244248 -6806
Chr6 Complement NT_039343.1 TGGTCTGAGTGACCT 20443920 LOC232051 20440570 20434363 -3350 20440570 20434363 -3350 20440570 20434363 -3350
Chr1 Normal NT_039170.1 AGGTCAACTTGATCC 32080350 4930511H11Rik 32083697 32201741 -3347 32083697 32201741 -3347 32083843 32201413 -3493
Chr10 Normal NT_039492.1 GGGTCAAGTTGACAA 20319561 1200002H13Rik 20322907 20346271 -3346 20322907 20346271 -3346 20322907 20344453 -3346
Chr4 Complement NT_039263.1 AGGTAGAGTTGACCC 7180817 LOC230460 7177472 7138575 -3345 7177472 7138575 -3345 7177472 7138575 -3345
ChrX Complement NT_039700.1 AGGCCACCCTGACCC 3264325 LOC333493 3260981 3170014 -3344 3260981 3170014 -3344 3260981 3170014 -3344
Chr2 Complement NT_039209.1 AGGGCACCCTGACCT 11194472 MOR248-7 11191128 11190190 -3344 11191128 11190190 -3344 11191128 11190190 -3344
Chr12 Normal NT_039551.1 CGGTCAGGGTTACCT 32375212 LOC217735 32378554 32388079 -3342 32378554 32388079 -3342 32378885 32379193 -3673
Chr3 Complement NT_039237.1 TTGTCAACTTGACCC 242068 A030004J04Rik 238727 236984 -3341 238727 236984 -3341 238111 237761 -3957
Chr13 Complement NT_039590.1 AGGTCATCAGGACCT 9186792 LOC218523 9183451 9146398 -3341 9183451 9146398 -3341 9183451 9146398 -3341
Chr8 Normal NT_039456.1 AGGTAATCATGACCT 2819462 LOC244359 2822803 2832296 -3341 2822803 2832296 -3341 2822803 2832296 -3341
Chr14 Normal NT_039614.1 GGGTCATCTTGATCA 854397 LOC279872 857738 861123 -3341 857738 861123 -3341 857738 861123 -3341
ChrX Complement NT_039700.1 AGGTCAGGCTGGCCT 10775673 LOC278255 10772333 10680485 -3340 10772333 10680485 -3340 10772333 10680485 -3340
Chr11 Complement NT_039521.1 GTGTCAAGTTGACCC 15064455 1700023H08Rik 15061118 15053308 -3337 15061118 15053308 -3337 15059134 15053560 -5321
Chr7 Complement NT_039424.1 TGGTCAATGTGATCC 7023005 LOC207415 7019668 7004408 -3337 7019668 7004408 -3337 7019668 7004408 -3337
Chr10 Normal NT_039491.1 AGGTCACATTGATCT 406627 LOC237258 409964 481629 -3337 409964 481629 -3337 409964 481629 -3337
Chr4 Complement NT_039260.1 AGGTCAGACTCACCA 840018 Olfr70 836682 832096 -3336 836682 832096 -3336 833046 832099 -6972
Chr1 Normal NT_039167.1 GGTTCAAGTTGACCA 2089650 0710001F19Rik 2092786 2170598 -3136 2092985 2170598 -3335 2094264 2170365 -4614
Chr2 Complement NT_039209.1 AAGTCAGTCTGACCC 3502578 LOC241587 3499243 3461329 -3335 3499243 3461329 -3335 3499243 3461329 -3335
Chr9 Complement NT_039474.1 TGGTCAGCATGCCCC 974746 LOC235382 971412 969853 -3334 971412 969853 -3334 971208 970861 -3538
Chr8 Normal NT_039467.1 AGGTCAGGGTTACCC 33453751 Pard6a 33456558 33458894 -2807 33457084 33458857 -3333 33457142 33458763 -3391
Chr6 Normal NT_039373.1 AGGTCACTCTGGCCA 103972 LOC195614 107304 143341 -3332 107304 143341 -3332 107304 143341 -3332
Chr5 Complement NT_039317.1 AGGTCAGCCTGGCCT 557064 LOC330230 553732 540620 -3332 553732 540620 -3332 553732 540620 -3332
Chr16 Normal NT_039624.1 TGGTCACTAAGACCT 7482680 LOC332141 7486010 7489630 -3330 7486010 7489630 -3330 7486010 7489630 -3330
Chr10 Complement NT_039495.1 TGGTCCCTTTGACCC 4231998 LOC216020 4228671 4208111 -3327 4228671 4208111 -3327 4228637 4208276 -3361
Chr14 Complement NT_039599.1 TGGCCAGTGTGACCC 5108007 3632451O06Rik 5104724 5002876 -3283 5104681 5002876 -3326 5104629 5003664 -3378
Chr2 Complement NT_039212.1 AGGTTAGGGTGACCC 3210025 Chrna4 3211170 3191073 1145 3206699 3192317 -3326 3206697 3192378 -3328
Chr1 Normal NT_039170.1 AGGTCAGGGTGATCA 8602197 LOC332422 8605522 8610026 -3325 8605522 8610026 -3325 8605522 8610026 -3325
Chr4 Complement NT_039259.1 GGATCAAGTTGACCT 1041316 LOC329807 1037993 1034228 -3323 1037993 1034228 -3323 1036637 1036257 -4679
Chr9 Normal NT_039474.1 CAGTCATTCTGACCC 4298403 Cyp11a 4301658 4313641 -3255 4301725 4313641 -3322 4301747 4313641 -3344
Chr9 Normal NT_039474.1 TGGTCAATATGTCCT 4236515 Sema7a 4239835 4248509 -3320 4239835 4248509 -3320 4239835 4247904 -3320
Chr13 Normal NT_039589.1 CGGTCACAGTGCCCT 13227465 LOC331953 13230784 13261605 -3319 13230784 13261605 -3319 13230784 13261605 -3319
Chr12 Normal NT_039551.1 AGGGCATAGTGACCT 1509594 Pax9 1512886 1528474 -3292 1512913 1528474 -3319 1513103 1527151 -3509
Chr4 Normal NT_039268.1 AGGCCAGCCTGACCT 4852177 Rpl22 4855371 4863696 -3194 4855493 4862105 -3316 4855513 4862053 -3336
Chr1 Complement NT_039173.1 AGGTAAGCCCGACCC 1482553 2010001C14Rik 1479238 1477320 -3315 1479238 1477320 -3315 1479222 1477917 -3331
Chr10 Complement NT_039500.1 GGGGCAGCACGACCC 2025751 LOC216224 2022436 2016342 -3315 2022436 2016342 -3315 2022436 2016342 -3315
Chr12 Complement NT_039551.1 TGGTCAAACTGACTT 30573215 1110014C03Rik 30569901 30538046 -3314 30569901 30538046 -3314 30569867 30538628 -3348
Chr2 Complement NT_039209.1 GGGTCACTTTGTCCT 50833470 Acas2l 50830428 50780039 -3042 50830157 50780039 -3313 50830125 50781541 -3345
Chr4 Normal NT_039284.1 GGTTCATTGTGACCC 55036 Fancg 57968 66030 -2932 58346 65428 -3310 58359 65390 -3323
Chr7 Normal NT_039438.1 AGGTCAACTTGATCC 58756 LOC333253 62066 102229 -3310 62066 102229 -3310 62066 102229 -3310
Chr2 Normal NT_039210.1 AGGGCATTTTGACCA 16411969 LOC241791 16415278 16661528 -3309 16415278 16496572 -3309 16415278 16496572 -3309
Chr11 Complement NT_039521.1 AGATCAGGCTGACCT 6271329 LOC278510 6268020 6263501 -3309 6268020 6263501 -3309 6267754 6263866 -3575
Chr6 Normal NT_039350.1 TTGTCAAAATGACCT 13051130 A230058J24 13054438 13056691 -3308 13054438 13056691 -3308 13054521 13055516 -3391
Chr1 Complement NT_039170.1 AGGTAGGCCTGACCC 30790635 1700019D03Rik 30787330 30748825 -3305 30787330 30748883 -3305 30749265 30748945 -41370
Chr4 Normal NT_039265.1 TGGTCAGCTTGACAC 6755326 LOC194209 6758631 6759607 -3305 6758631 6759607 -3305 6758641 6759291 -3315
Chr17 Normal NT_039666.1 GGATCAAGTTGACCA 127047 LOC279956 130352 132587 -3305 130352 132587 -3305 131049 131792 -4002
Chr13 Normal NT_039590.1 GGGGCAATGTGACCT 3797937 LOC238781 3801241 3856764 -3304 3801241 3856764 -3304 3801241 3856764 -3304
Chr10 Normal NT_039500.1 AGGTCAGGGAGACCT 1205142 LOC270760 1208446 1213703 -3304 1208446 1213703 -3304 1208446 1213703 -3304
Chr12 Complement NT_039554.1 AGGTCAGCCTGGCCA 697032 LOC331868 693729 693205 -3303 693729 693205 -3303 693729 693205 -3303
Chr17 Complement NT_039655.1 GGATCAAGTTGACCA 13595046 Sult1c1 13591883 13575964 -3163 13591743 13576186 -3303 13584858 13576327 -10188
Chr7 Normal NT_039437.1 ACGTCAATGTGACCA 253677 4833424K13Rik 256979 259892 -3302 256979 259892 -3302 258147 258595 -4470
Chr10 Complement NT_039496.1 GGGTCATCCTGACAC 3016499 Col18a1 3013197 2892811 -3302 3013197 2893668 -3302 3013108 2893824 -3391
Chr1 Complement NT_039174.1 AGGTCATGCAGACCC 13233169 LOC227458 13229867 13221716 -3302 13229867 13221716 -3302 13229867 13221716 -3302
Chr17 Complement NT_039649.1 AGGTCGTAATGTCCT 757210 1600002H07Rik 753912 748172 -3298 753912 748172 -3298 752847 748792 -4363
Chr14 Normal NT_039614.1 GGGGCAGCACGACCC 715774 LOC193564 719072 721812 -3298 719072 721812 -3298 719072 721812 -3298
Chr4 Normal NT_039266.1 TAGTCAAGATGACCT 8498460 9130020G10Rik 8501756 8502996 -3296 8501756 8502996 -3296 8501866 8502630 -3406
Chr7 Normal NT_039420.1 GGGTCACATTGTCCC 972852 Klk16 976148 980985 -3296 976148 980985 -3296 976700 980942 -3848
Chr6 Complement NT_039350.1 GGGTAGCCCTGACCC 713763 Rpia 710511 684016 -3252 710470 684016 -3293 710263 684869 -3500
Chr7 Complement NT_039429.1 GGGTCAGTGTGACTA 19972420 Art5 19969128 19963164 -3292 19969128 19963164 -3292 19965776 19963397 -6644
Chr6 Normal NT_039350.1 AGGTGATGATGACCA 6313212 LOC333126 6316503 6333464 -3291 6316503 6333464 -3291 6316503 6333464 -3291
Chr12 Complement NT_039539.1 AGGTCAGGATGACCC 13884200 5730583K22Rik 13880911 13793522 -3289 13880911 13794531 -3289 13863544 13803212 -20656
Chr2 Normal NT_039207.1 TGGACATGATGACCT 8419834 A530024P18 8423123 8472769 -3289 8423123 8465238 -3289 8423215 8465238 -3381
Chr14 Normal NT_039606.1 GGGTCATGTTGACAT 21617988 LOC214967 21621277 21657222 -3289 21621277 21657222 -3289 21621277 21657222 -3289
Chr17 Normal NT_039655.1 TGGACAAGGTGACCT 7952275 Trem1 7955517 7967715 -3242 7955562 7967715 -3287 7955573 7967429 -3298
Chr14 Normal NT_039610.1 GGGTCATCTTGATCA 204970 LOC277145 208256 211845 -3286 208256 211845 -3286 208256 211845 -3286
Chr10 Complement NT_039500.1 AGGTCAATCTGACTT 4657302 LOC214171 4654017 4652952 -3285 4654017 4652952 -3285 4653421 4653086 -3881
Chr5 Complement NT_039312.1 AGGTCAGTTTGAGCT 6321251 LOC243257 6317966 6291639 -3285 6317966 6291639 -3285 6317966 6291639 -3285
Chr11 Normal NT_039520.1 AGGTCAGAGTAACCT 18124267 Nt5m 18118937 18160447 5330 18127552 18156011 -3285 18127609 18155426 -3342
Chr14 Normal NT_039614.1 GGGTCATCTTGATCA 437925 LOC333691 441206 444759 -3281 441206 444759 -3281 441206 444759 -3281
Chr7 Complement NT_039437.1 GGGTCAAGGTGGCCT 340435 5530400B01Rik 337155 335153 -3280 337155 335153 -3280 335932 335627 -4503



Chr5 Normal NT_039308.1 GGGCCAGTGTGACCA 8747839 LOC243171 8751119 8769348 -3280 8751119 8769348 -3280 8760379 8769348 -12540
Chr2 Complement NT_039205.1 AGGGCAGACTGACCT 2949912 Ptgds 2946632 2943502 -3280 2946632 2943502 -3280 2946463 2944116 -3449
Chr4 Complement NT_039265.1 AGGTCAAACAGACCA 4213843 1700029G01Rik 4210566 4197671 -3277 4210566 4197671 -3277 4210303 4197793 -3540
Chr9 Normal NT_039480.1 AGGTCGCTGTGAACT 443670 Cdc25a 446945 463715 -3275 446945 463715 -3275 446945 463374 -3275
Chr2 Normal NT_039208.1 GGGTAGAGATGACCT 3376049 LOC241463 3379323 3870358 -3274 3379323 3452582 -3274 3379323 3452582 -3274
Chr15 Normal NT_039621.1 AGGCCAGGCTGACCT 46461133 LOC223740 46464406 46465537 -3273 46464406 46465537 -3273 46465027 46465395 -3894
Chr2 Normal NT_039208.1 TGGCCAGTCTGACCT 18653063 LOC228256 18656336 18773431 -3273 18656336 18657265 -3273 18656336 18657265 -3273
Chr15 Normal NT_039618.1 AGGTCATCCTGCCCA 17335274 LOC211147 17338546 17439468 -3272 17338546 17341869 -3272 17338760 17340696 -3486
Chr1 Normal NT_039167.1 AGGTCTACATGACCA 8209662 LOC240711 8212934 8253302 -3272 8212934 8253302 -3272 8212934 8253302 -3272
Chr17 Complement NT_039650.1 AGGACACTGTGACCA 2172289 LOC240100 2169018 2153617 -3271 2169018 2153617 -3271 2169018 2153617 -3271
Chr12 Complement NT_039553.1 TGGACACCCTGACCT 5073989 LOC331859 5070718 5060580 -3271 5070718 5060580 -3271 5070718 5060580 -3271
Chr8 Complement NT_039467.1 TGGTCAAGTAGACCT 48035054 Zdhhc7 48031783 48020687 -3271 48031783 48020687 -3271 48027202 48021984 -7852
Chr17 Complement NT_039666.1 AGGACACTGTGACCA 337232 LOC195363 333962 318601 -3270 333962 318601 -3270 333962 318601 -3270
Chr8 Normal NT_039467.1 AGGTCATGGAGACCA 8126192 LOC333315 8129459 8173202 -3267 8129459 8173202 -3267 8129459 8173202 -3267
Chr3 Complement NT_039240.1 ATGTCGTAATGACCC 94920 2810441O16Rik 99374 74604 4454 91654 74685 -3266 86107 77574 -8813
Chr5 Complement NT_039305.1 ATGTCACCTTGACCC 30069264 Atp8a1 30066200 29839150 -3064 30065998 29840491 -3266 30065998 29840491 -3266
Chr3 Complement NT_039230.1 AGGTCAGCCTGAGCT 8138847 BB026216 8135581 8131949 -3266 8135581 8131949 -3266 8135436 8133662 -3411
Chr1 Normal NT_039180.1 AGGCCACTATGACCT 431675 Crtr1-pending 434932 491845 -3257 434941 491845 -3266 460728 484112 -29053
Chr9 Complement NT_039472.1 TGGTCAGGCTGGCCT 1030640 LOC330889 1027374 974710 -3266 1027374 974710 -3266 1027374 974710 -3266
Chr7 Normal NT_039420.1 GGGTCACCAGGACCA 1685367 Lobel-pending 1688524 1694818 -3157 1688628 1694809 -3261 1691979 1694136 -6612
Chr3 Complement NT_039240.1 AGGTCAGCCTGACTA 8867655 LOC332807 8864397 8804258 -3258 8864397 8804258 -3258 8864397 8804258 -3258
Chr13 Normal NT_039578.1 TGGTCATAGTGTCCT 19940936 Spi14 19887527 19955414 53409 19944190 19955414 -3254 19946154 19954700 -5218
Chr4 Normal NT_039259.1 ATGTCATATTGACCC 9588393 LOC329816 9591646 9594647 -3253 9591646 9594647 -3253 9593467 9594482 -5074
Chr10 Normal NT_039494.1 GGGGCAAAGTGACCA 12289828 Asml3a-pending 12293023 12310267 -3195 12293079 12310267 -3251 12293161 12309962 -3333
Chr2 Normal NT_039209.1 ATGTCATCATGACCA 46126438 LOC329529 46129688 46646638 -3250 46129688 46131253 -3250 46129907 46130530 -3469
Chr2 Complement NT_039209.1 GGTTCAGCCTGACCA 30482216 LOC329518 30478967 30477096 -3249 30478967 30477096 -3249 30477916 30477635 -4300
Chr8 Complement NT_039467.1 GGGTCACTGTGAGCC 35179622 1700021I09Rik 35176374 35163818 -3248 35176374 35163818 -3248 35176364 35164176 -3258
Chr9 Normal NT_039477.1 AGTTCACTGCGACCT 2127525 LOC331017 2130773 2133348 -3248 2130773 2133348 -3248 2130826 2131250 -3301
Chr11 Complement NT_039520.1 AGGTTGTGGTGACCT 32784354 MOR255-3 32781107 32780175 -3247 32781107 32780175 -3247 32781107 32780175 -3247
Chr7 Normal NT_039395.1 AGGTCATCTTTACCC 332971 Napa 336033 355576 -3062 336218 355576 -3247 336252 354166 -3281
Chr15 Normal NT_039621.1 GGGTGAGCTTGACCT 35903511 Bai1 35906757 35967582 -3246 35906757 35967582 -3246 35906986 35967002 -3475
Chr4 Complement NT_039259.1 ATGTCAGTCTGACCA 18438723 Kif24 18435477 18424581 -3246 18435477 18424581 -3246 18425263 18424832 -13460
Chr9 Normal NT_039473.1 CGGGCATGGTGACCC 207163 Hspa8 209543 213686 -2380 210408 213604 -3245 210409 213604 -3246
Chr11 Normal NT_039520.1 GGGTCACTCTGGCCT 15721307 LOC237765 15724552 15735490 -3245 15724552 15735490 -3245 15724552 15735490 -3245
Chr2 Normal NT_039209.1 GGGTGAATATGACCG 29533802 LOC329515 29537046 29592690 -3244 29537046 29538945 -3244 29538205 29538645 -4403
Chr6 Complement NT_039341.1 GGGTCAGGGTGACCG 6272904 C130010K08Rik 6269663 6150974 -3241 6269663 6150974 -3241 6259859 6151673 -13045
Chr2 Normal NT_039209.1 AGGCCAAGGTGACCT 24177686 LOC214964 24180927 24427057 -3241 24180927 24348559 -3241 24180927 24348559 -3241
Chr3 Complement NT_039238.1 GGGTCACTCTGCCCG 3034119 2610202E01Rik 3030880 3029416 -3239 3030880 3029416 -3239 3030738 3029448 -3381
Chr6 Complement NT_039343.1 TGGCCAGAGTGACCT 2524916 LOC213325 2521677 2452197 -3239 2521677 2452197 -3239 2521677 2452197 -3239
Chr8 Normal NT_039466.1 AGGTCAGGTTGACAG 233622 MOR130-1 236860 237801 -3238 236860 237801 -3238 236860 237801 -3238
Chr14 Normal NT_039606.1 TAGTCAGGGTGACCT 770042 Mmp14 773278 782862 -3236 773278 782862 -3236 773450 782357 -3408
Chr1 Complement NT_039170.1 TGGTCACAATGACCA 44916430 Lancl1 44913196 44874798 -3234 44913196 44874798 -3234 44912906 44877761 -3524
Chr17 Normal NT_039649.1 GGGTCATTATCACCA 3592190 LOC224638 3595422 3611629 -3232 3595422 3611629 -3232 3595704 3611588 -3514
Chr5 Normal NT_039312.1 TAGTCACTATGACCT 11099651 LOC330193 11096237 11117636 3414 11102883 11117636 -3232 11103432 11116822 -3781
Chr9 Complement NT_039473.1 AGGTCATTTTGACCT 3782785 1300006O23Rik 3779555 3769486 -3230 3779555 3772241 -3230 3779158 3772720 -3627
ChrX Normal NT_039711.1 AGGTCAGTTTGATCC 3970971 A430107J06Rik 3974201 3983973 -3230 3974201 3983973 -3230 3975132 3981888 -4161
Chr17 Complement NT_039649.1 AGGGCGAGGTGACCT 10476374 H2-Ke4 10473392 10469859 -2982 10473144 10469859 -3230 10472844 10470502 -3530
Chr4 Complement NT_039258.1 ATGTCATCTTGACCA 16382194 Wwp1-pending 16378965 16278880 -3229 16378965 16278880 -3229 16348353 16281653 -33841
Chr14 Complement NT_039606.1 AGGTCATAATGGCCA 14118279 LOC277133 14115052 14105713 -3227 14115052 14105713 -3227 14113377 14106511 -4902
Chr6 Complement NT_039360.1 GGGTCAAAATGATCC 5530090 A230084G12Rik 5526875 5506234 -3215 5526865 5506234 -3225 5508835 5507267 -21255
Chr17 Normal NT_039656.1 AGGTCGCATTGACCA 1980828 LOC224893 1984026 1990862 -3198 1984053 1990862 -3225 1984117 1990517 -3289
Chr17 Complement NT_039663.1 AGGTCTTCATGACCA 212628 LOC280282 209403 183220 -3225 209403 183220 -3225 209403 183220 -3225
Chr7 Normal NT_039433.1 GCGTCATCATGACCT 1497890 MOR204-20 1501113 1502045 -3223 1501113 1502045 -3223 1501113 1502045 -3223
Chr2 Complement NT_039208.1 AGGTCAGACTGAGCT 15664951 Catns 15661985 15612205 -2966 15661729 15612756 -3222 15635686 15615121 -29265
Chr4 Complement NT_039260.1 GGGTCACAATGAACC 149913 Fancg 147069 138925 -2844 146691 139527 -3222 146678 139565 -3235
Chr4 Complement NT_039266.1 GGCTCACAGTGACCT 4063857 2410166I05Rik 4060763 4050938 -3094 4060636 4051483 -3221 4058017 4051783 -5840
Chr14 Normal NT_039599.1 GGCTCACAATGACCA 3876697 4930572G02Rik 3879918 3880708 -3221 3879918 3880708 -3221 3880330 3880641 -3633
Chr19 Normal NT_039687.1 CGGTCAACCTGGCCT 9297211 LOC225995 9300432 9305665 -3221 9300432 9305665 -3221 9300561 9304611 -3350
Chr19 Normal NT_039689.1 GGGCCAAAATGACCA 2336466 Rnasep2-pending 2339687 2360722 -3221 2339687 2360566 -3221 2339687 2360395 -3221
Chr7 Normal NT_039436.1 AGGTCACCCTGCCCC 2209174 2400009B11Rik 2212306 2215131 -3132 2212394 2215131 -3220 2213201 2214753 -4027
Chr17 Complement NT_039671.1 TGGTGATAATGACCC 157886 LOC279994 154667 135398 -3219 154667 135398 -3219 154385 138723 -3501
Chr4 Normal NT_039260.1 AGGTCACCTTGATCA 1090595 Glipr2 1093811 1115730 -3216 1093811 1115730 -3216 1093870 1114237 -3275
Chr15 Normal NT_039618.1 GGGTGAGAATGACCC 23770099 LOC332077 23773315 23841226 -3216 23773315 23841226 -3216 23773315 23841226 -3216
Chr9 Complement NT_039477.1 GGGTCAACCTGAGCT 6930134 Rbm6 6927045 6827787 -3089 6926922 6827787 -3212 6914616 6827909 -15518
ChrX Normal NT_039703.1 GGATCAAGTTGACCT 2824282 LOC278047 2827493 2829826 -3211 2827493 2829826 -3211 2827493 2829826 -3211
Chr16 Normal NT_039624.1 GGGTTGTACTGACCT 17372815 LOC328645 17376026 17377767 -3211 17376026 17377767 -3211 17376562 17376906 -3747
Chr5 Complement NT_039312.1 AGGTCAGCCTGAGCT 10524794 Pumag-pending 10521583 10519664 -3211 10521583 10519664 -3211 10521525 10520443 -3269
Chr15 Normal NT_039621.1 AGGTCTGCCTGACCC 28546209 LOC328546 28549417 28553433 -3208 28549417 28553433 -3208 28549655 28549936 -3446
Chr16 Complement NT_039624.1 AGGTGGGTATGACCT 7743495 Gspt1 7740690 7705584 -2805 7740288 7706693 -3207 7740142 7707119 -3353
Chr14 Normal NT_039606.1 AGGTCACTCTGACAA 22242704 Nufip1 22245869 22272357 -3165 22245911 22270064 -3207 22245911 22269880 -3207
Chr15 Normal NT_039621.1 TGCTCAGGCTGACCT 62785020 Acvr1b 62788196 62826434 -3176 62788226 62826434 -3206 62788235 62825786 -3215
Chr11 Normal NT_039520.1 CAGTCATGGTGACCT 36047229 LOC276760 36050435 36073558 -3206 36050435 36073558 -3206 36050435 36073558 -3206
Chr14 Complement NT_039609.1 AGGTCACTGTGAGCC 20580678 D630049P08Rik 20577473 20353551 -3205 20577473 20353551 -3205 20577379 20355107 -3299
Chr9 Complement NT_039473.1 AGGTCAGTCTGAGCT 3768143 Mizf-pending 3764939 3753990 -3204 3764939 3753990 -3204 3761846 3755544 -6297
Chr10 Normal NT_039514.1 AGGTCAGCCTGTCCC 194812 0910001B06Rik 198014 198465 -3202 198014 198465 -3202 198030 198341 -3218
Chr13 Normal NT_039590.1 GGGTGGCTCTGACCT 21587195 Esm1 21590212 21598651 -3017 21590396 21597293 -3201 21590396 21597293 -3201
Chr16 Normal NT_039624.1 AGCTCAGCTTGACCA 1091784 Slitl2 1094985 1105809 -3201 1094985 1105809 -3201 1103203 1105224 -11419
Chr8 Normal NT_039456.1 GGTTCAGATTGACCT 429848 LOC330720 433048 437430 -3200 433048 437430 -3200 433054 434447 -3206
Chr9 Complement NT_039476.1 GGGTCACCCTGAGCT 9872947 LOC331012 9869747 9866960 -3200 9869747 9866960 -3200 9869747 9866960 -3200
Chr11 Complement NT_039515.1 AGCTCATTTTGACCT 22401885 LOC331720 22398685 22396501 -3200 22398685 22396501 -3200 22398685 22396501 -3200
Chr9 Normal NT_039472.1 AGGCCACTATGACCA 25081072 MOR170-3 25084270 25085220 -3198 25084270 25085220 -3198 25084270 25085220 -3198
Chr7 Normal NT_039414.1 AGGCCACGTTGACCC 1528901 Pep4 1532099 1666151 -3198 1532099 1666151 -3198 1532130 1665813 -3229
Chr4 Normal NT_039268.1 AGGTCAGAGAGACCA 4902585 LOC269610 4905782 4919823 -3197 4905782 4919823 -3197 4905807 4915170 -3222
Chr14 Normal NT_039609.1 AGGTAGCTCTGACCT 25124392 LOC239310 25127588 25164181 -3196 25127588 25164181 -3196 25127588 25164181 -3196
Chr2 Complement NT_039208.1 GGGTCGCAGTGGCCC 23913225 LOC241552 23910029 23799749 -3196 23910029 23799749 -3196 23910029 23799749 -3196
Chr19 Complement NT_039687.1 TGGTCCCAGTGACCC 10984357 Anxa1 10981432 10963875 -2925 10981162 10963875 -3195 10975247 10964157 -9110
Chr11 Normal NT_039520.1 TGGTCAACTTGATCC 4900845 LOC276889 4904039 4904919 -3194 4904039 4904919 -3194 4904044 4904856 -3199
Chr3 Complement NT_039241.1 TGGTCACACTCACCT 7308720 Rrh 7305526 7285394 -3194 7305526 7289787 -3194 7305505 7289918 -3215
Chr7 Normal NT_039407.1 AGGTCTGGATGACCT 1393163 LOC333189 1396354 1411964 -3191 1396354 1411964 -3191 1401486 1401767 -8323
Chr7 Normal NT_039429.1 GGGTCACACTGAACC 1339995 LOC233424 1343183 1350099 -3188 1343183 1350099 -3188 1343344 1349137 -3349
Chr8 Normal NT_039467.1 AGGACATGCTGACCA 47540362 LOC234793 47543550 47546892 -3188 47543550 47546892 -3188 47543550 47546892 -3188
Chr11 Normal NT_039521.1 AGGTCAACTAGACCT 28884631 LOC195100 28887818 28917798 -3187 28887818 28917798 -3187 28888390 28917798 -3759
Chr6 Normal NT_039361.1 CGGTGAGATTGACCT 955760 2210417D09Rik 958945 960013 -3185 958945 960013 -3185 959073 959765 -3313
Chr8 Normal NT_039462.1 GGGTCCTGTTGACCA 5876419 Mapa-pending 5878884 5882890 -2465 5879602 5882703 -3183 5879611 5882703 -3192
Chr19 Normal NT_039684.1 TGGTCAGTGTGCCCC 2411869 0710001P18Rik 2415051 2427690 -3182 2415051 2427690 -3182 2415214 2427535 -3345



Chr8 Complement NT_039456.1 AGGTCACCTTGGCCT 78920 Defcr-rs1 75738 74647 -3182 75738 74647 -3182 75715 74741 -3205
Chr3 Normal NT_039234.1 AGGTAACCCTGACCC 5391818 LOC213151 5395000 5417924 -3182 5395000 5417924 -3182 5395000 5417924 -3182
ChrX Complement NT_039711.1 GGGTCAGGATGCCCC 4728405 LOC236922 4725224 4724931 -3181 4725224 4724931 -3181 4725224 4724931 -3181
Chr12 Normal NT_039539.1 AGATCAGGTTGACCG 10394848 LOC238085 10398029 10419344 -3181 10398029 10419344 -3181 10398029 10419344 -3181
Chr17 Complement NT_039649.1 TGGTCATAATGACCA 8881322 Akap8 8878154 8860677 -3168 8878142 8861656 -3180 8878104 8862258 -3218
Chr9 Complement NT_039473.1 AGGTCAGTCTGACAC 1895884 E130107N23Rik 1928694 1833287 32810 1892705 1833289 -3179 1872671 1836801 -23213
Chr11 Normal NT_039521.1 AGTTCAGTATGACCT 32692760 4430402O11Rik 32695912 32714514 -3152 32695937 32712181 -3177 32695984 32711581 -3224
Chr7 Normal NT_039420.1 TGGTCAGGCTGAGCT 1223271 Syt3 1225080 1240407 -1809 1226447 1239529 -3176 1226447 1239529 -3176
Chr5 Normal NT_039314.1 AGGTCAGGTTGGCCT 6360504 Dtx2 6363607 6401896 -3103 6363679 6401889 -3175 6378891 6401512 -18387
Chr9 Complement NT_039482.1 GGGTCACGGTGAACA 7407666 Cck 7404492 7398597 -3174 7404492 7398599 -3174 7403302 7398840 -4364
Chr17 Complement NT_039649.1 TGGTCACTGTGTCCC 11537877 Ly6g6d 11538277 11531594 400 11534703 11531784 -3174 11534703 11531784 -3174
Chr17 Complement NT_039662.1 TGGTCACTGTGTCCC 1327340 Ly6g6d 1327740 1321057 400 1324166 1321247 -3174 1324166 1321247 -3174
Chr5 Normal NT_039307.1 AGGTCGACATGATCT 14579192 LOC243100 14582364 14619206 -3172 14582364 14619206 -3172 14582364 14619206 -3172
Chr16 Complement NT_039625.1 TGGACAGTGTGACCT 24480817 LOC239940 24477647 24424220 -3170 24477647 24424220 -3170 24477647 24424220 -3170
Chr9 Normal NT_039472.1 AGGTCACATTGCCCT 25310801 MOR165-4 25313971 25314903 -3170 25313971 25314903 -3170 25313971 25314903 -3170
Chr9 Complement NT_039482.1 TGGTCATCTTGGCCT 5068958 Myd88 5065869 5061773 -3089 5065788 5063185 -3170 5065788 5063185 -3170
Chr10 Normal NT_039491.1 AGGTCATCAAGACCA 10177781 Cited2 10180950 10182559 -3169 10180950 10182559 -3169 10181649 10182559 -3868
Chr1 Complement NT_039170.1 AAGTCACCCTGACCA 42951088 Crygd 42966866 42933655 15778 42947919 42946459 -3169 42947919 42946526 -3169
Chr15 Complement NT_039621.1 GGGACACCCTGACCT 62342706 Galnt6 62339537 62301838 -3169 62339537 62301838 -3169 62326561 62303377 -16145
Chr7 Complement NT_039436.1 GGGTCAGAGTGACGC 310038 LOC333248 306870 249979 -3168 306870 249979 -3168 306870 249979 -3168
Chr4 Normal NT_039259.1 TGGTCACTAGGACCT 8858215 Map3k7 8861189 8918072 -2974 8861382 8918072 -3167 8861529 8916866 -3314
Chr2 Normal NT_039222.1 TGGTCACTCTGTCCC 139608 C230075L19Rik 128940 162617 10668 142773 146746 -3165 145152 145735 -5544
Chr10 Normal NT_039500.1 AGGTCACAGTGTCCA 31450063 LOC331684 31453228 31520320 -3165 31453228 31520320 -3165 31453228 31520320 -3165
Chr18 Complement NT_039674.1 ATGTCAACTTGACCC 72983040 LOC269038 72979877 72892349 -3163 72979877 72892349 -3163 72978448 72892652 -4592
Chr4 Normal NT_039260.1 AGGTCATCATCACCA 2934744 Aldh1b1 2937827 2943379 -3083 2937905 2943379 -3161 2941242 2942801 -6498
Chr16 Normal NT_039624.1 AGGTCACTCGGACCC 56086701 AW489850 56089720 56096047 -3019 56089860 56096047 -3159 56091266 56094869 -4565
Chr2 Complement NT_039207.1 AGGTCAGCATAACCA 6307458 9330158F14Rik 6304301 6289708 -3157 6304301 6289708 -3157 6304186 6295100 -3272
Chr1 Normal NT_039170.1 TTGTCAGTATGACCT 11761052 2310001O04Rik 11510345 11912528 250707 11764208 11786932 -3156 11764288 11786910 -3236
Chr16 Normal NT_039625.1 AAGTCAACCTGACCC 9678382 LOC239893 9681538 9745013 -3156 9681538 9745013 -3156 9681538 9745013 -3156
Chr9 Complement NT_039476.1 TGGACAAGGTGACCT 10183213 LOC333423 10180057 10172047 -3156 10180057 10172047 -3156 10179060 10172047 -4153
Chr9 Normal NT_039482.1 TGGTCAGCATGACCC 8831547 Zfp105 8834677 8842670 -3130 8834703 8842670 -3156 8836759 8842491 -5212
Chr13 Complement NT_039590.1 AGGTCATCCTGACCA 1195246 AI649009 1192212 1146443 -3034 1192091 1147209 -3155 1186247 1147399 -8999
Chr12 Normal NT_039551.1 AGCTCATTCTGACCT 21595030 Hspa2 21598185 21600716 -3155 21598185 21600716 -3155 21598316 21600217 -3286
Chr2 Complement NT_039210.1 AGGTCAGCCTGGCCA 16918172 Dpm1 16915028 16894047 -3144 16915019 16895512 -3153 16915019 16895518 -3153
Chr8 Complement NT_039457.1 TGGTCAGATTAACCT 1859685 LOC330737 1856532 1837661 -3153 1856532 1837661 -3153 1838903 1838631 -20782
Chr6 Normal NT_039347.1 GAGTCACCATGACCA 530594 LOC232071 533745 536025 -3151 533745 536025 -3151 534250 534558 -3656
Chr6 Complement NT_039361.1 GGGTCACAGTGTCCT 1738493 LOC243703 1735342 1627986 -3151 1735342 1627986 -3151 1735342 1627986 -3151
Chr2 Normal NT_039210.1 GGGCCAGAGTGACCA 15397229 LOC332690 15400380 15471510 -3151 15400380 15461403 -3151 15400380 15461403 -3151
Chr14 Complement NT_039599.1 TGGTCATCATCACCC 6491086 Rib1 6487938 6486173 -3148 6487938 6486350 -3148 6487066 6486617 -4020
Chr11 Normal NT_039520.1 AGCTCAGGCTGACCT 8598760 1700121K02Rik 8601907 8603845 -3147 8601907 8603845 -3147 8603400 8603822 -4640
Chr8 Complement NT_039454.1 AGGTCACAATGACCT 384981 1810022F11Rik 381866 371309 -3115 381834 373018 -3147 381817 373401 -3164
Chr1 Complement NT_039185.1 AGGTCACCCTGACTA 8375873 Atp1b1 8373652 8255385 -2221 8372727 8353004 -3146 8372716 8353205 -3157
Chr19 Normal NT_039684.1 AGGTCAGCCTGAACT 1574547 Klc2 1577680 1588312 -3133 1577691 1588312 -3144 1578514 1587456 -3967
Chr4 Normal NT_039266.1 TGGTCACCTTGATCT 10711259 LOC329972 10714402 10738812 -3143 10714402 10738812 -3143 10716516 10738705 -5257
Chr1 Normal NT_039170.1 GGGTCTTGCTGACCG 52325004 Slc11a1 52328121 52339736 -3117 52328147 52339736 -3143 52328233 52339185 -3229
Chr11 Normal NT_039515.1 GGGTCACCTAGACCT 29387803 Mpg 29390945 29397185 -3142 29390945 29396510 -3142 29391027 29396481 -3224
Chr11 Normal NT_039531.1 GGGTCACCTAGACCT 63270 Mpg 66412 72653 -3142 66412 71978 -3142 66660 71949 -3390
Chr17 Complement NT_039658.1 GGGTCACCCTAACCA 12515913 LOC328860 12512949 12511348 -2964 12512773 12511348 -3140 12512430 12511987 -3483
Chr2 Normal NT_039205.1 GGTTCATAATGACCT 2729105 C730025P13Rik 2732244 2733081 -3139 2732244 2733081 -3139 2732460 2732870 -3355
Chr6 Complement NT_039355.1 TGGTCAGTATGACCA 9415647 2810037F07Rik 9412510 9385573 -3137 9412510 9385573 -3137 9387209 9385782 -28438
Chr5 Normal NT_039307.1 AGGTTGCTCTGACCC 16612582 LOC330126 16615718 16635471 -3136 16615718 16635471 -3136 16615770 16634807 -3188
Chr15 Normal NT_039621.1 TGTTCAGATTGACCT 60567902 Tuba6 60570968 60578764 -3066 60571038 60578764 -3136 60571082 60578669 -3180
Chr17 Complement NT_039658.1 AGGTCATGCTTACCT 21658420 LOC210742 21655285 21534279 -3135 21655285 21534279 -3135 21655285 21534279 -3135
Chr12 Normal NT_039548.1 TGGTCAACTTGATCC 15024584 LOC208340 15027718 15244988 -3134 15027718 15244988 -3134 15027718 15244988 -3134
Chr10 Normal NT_039502.1 AGGTCATGGTAACCA 5897002 LOC327845 5900136 5901438 -3134 5900136 5901438 -3134 5900873 5901332 -3871
Chr15 Complement NT_039621.1 AGGTCGTTATGACTT 52561532 Kif21a 52558449 52442494 -3083 52558399 52443596 -3133 52558290 52443663 -3242
ChrX Normal NT_039753.1 TGGTCATACTGACAT 421694 C6 424760 462747 -3066 424826 458191 -3132 424841 457166 -3147
Chr1 Complement NT_039190.1 AGCTCAGCGTGACCA 1213674 Hsd11b1 1210542 1168140 -3132 1210542 1168140 -3132 1188759 1168508 -24915
Chr5 Complement NT_039297.1 AGGTCAGAATGACGT 2118174 LOC332980 2115042 2114245 -3132 2115042 2114245 -3132 2114885 2114245 -3289
Chr15 Normal NT_039621.1 GGGTCAGCGTGAACC 62878712 Nr4a1 62881827 62889999 -3115 62881843 62889999 -3131 62885067 62889459 -6355
Chr5 Normal NT_039298.1 AGGTCACACAGACCT 2907635 LOC208427 2910764 2971764 -3129 2910764 2971764 -3129 2916428 2971764 -8793
ChrX Normal NT_039709.1 TGGTCATACTGACAT 529691 C6 532752 571815 -3061 532818 567259 -3127 532833 566234 -3142
Chr5 Complement NT_039336.1 AGGACATCATGACCA 22737 LOC333784 19611 4302 -3126 19611 4302 -3126 19611 4302 -3126
Chr19 Complement NT_039685.1 GGGTCATTCTGAGCC 688621 Scgb1a1 685504 681206 -3117 685495 681206 -3126 685467 681330 -3154
Chr7 Complement NT_039435.1 TGGGCAGCTTGACCT 2619382 Adam12 2616257 2270705 -3125 2616257 2270705 -3125 2616037 2274678 -3345
Chr5 Complement NT_039314.1 TGGTCAACTTGACCC 3067506 LOC213900 3064381 3000201 -3125 3064381 3000201 -3125 3064381 3000201 -3125
ChrX Normal NT_039733.1 GGATCAAGCTGACCT 99445 LOC280115 102568 108277 -3123 102568 108277 -3123 105882 107597 -6437
Chr18 Normal NT_039676.1 AGGCCAGCCTGACCA 2092191 LOC269040 2095313 2095841 -3122 2095313 2095841 -3122 2095313 2095841 -3122
Chr3 Normal NT_039234.1 TGGTCATATTCACCC 4459559 LOC229373 4462680 4464270 -3121 4462680 4464270 -3121 4462797 4463114 -3238
Chr13 Complement NT_039580.1 TGGTCATAGTGACCA 4552351 LOC238615 4549230 4508256 -3121 4549230 4508256 -3121 4549230 4508256 -3121
Chr3 Complement NT_039228.1 GGGTCCACTTGACCC 8490229 LOC329626 8487109 8472701 -3120 8487109 8472701 -3120 8473322 8472990 -16907
Chr8 Complement NT_039467.1 TGGTCCAAGTGACCC 21019565 2310039D24Rik 21016447 21004613 -3118 21016447 21004613 -3118 21016422 21004795 -3143
Chr10 Normal NT_039491.1 AGGCCAACCTGACCT 2120152 LOC237271 2123270 2154886 -3118 2123270 2154886 -3118 2123270 2154886 -3118
Chr7 Complement NT_039435.1 GGGTTGTGGTGACCT 1228893 2010208K18Rik 1225776 1200568 -3117 1225776 1200568 -3117 1225711 1200869 -3182
Chr1 Normal NT_039189.1 GGGGCAGCCTGACCT 4773941 Ush2a 4777046 4969837 -3105 4777058 4969837 -3117 4778057 4969322 -4116
Chr17 Normal NT_039649.1 AGGTCATCCTGGCCG 11354701 Bat8 11357787 11374284 -3086 11357817 11374284 -3116 11357817 11374059 -3116
Chr17 Normal NT_039662.1 AGGTCATCCTGGCCG 1144159 Bat8 1147245 1163742 -3086 1147275 1163742 -3116 1147275 1163517 -3116
Chr6 Complement NT_039341.1 AGGCCACTGTGACCA 8123615 Hipk2 8120500 7942132 -3115 8120500 7942132 -3115 8063809 7942361 -59806
Chr4 Complement NT_039262.1 AGGTCACAAGGACCA 327211 Zfp37 324609 305706 -2602 324096 305706 -3115 308561 307327 -18650
Chr1 Complement NT_039170.1 GGGTCACCATGGCCT 12217099 LOC214434 12213986 12209431 -3113 12213986 12209431 -3113 12213748 12213416 -3351
Chr17 Complement NT_039649.1 GGGCCAGCCTGACCT 2734305 1810041F13Rik 2731193 2728108 -3112 2731193 2728108 -3112 2731139 2728188 -3166
Chr3 Complement NT_039239.1 AGGTTGAGCTGACCT 2739214 Cd2 2736106 2724077 -3108 2736103 2724077 -3111 2736046 2724124 -3168
Chr4 Complement NT_039282.1 AGGTCAAGCTGGCCT 30406 0610038D11Rik 27296 26728 -3110 27296 26728 -3110 27265 26894 -3141
Chr5 Normal NT_039316.1 CGGTCACTCTGACCC 3752334 Foxk1 3755444 3806105 -3110 3755444 3806105 -3110 3755452 3806105 -3118
Chr4 Complement NT_039261.1 AGGTCAAGGTGACGC 8310087 LOC242478 8306977 8257892 -3110 8306977 8257892 -3110 8306977 8257892 -3110
Chr3 Normal NT_039234.1 GGGTCACTATGCCCA 16899585 Pdgfc 16901870 17079631 -2285 16902694 17079488 -3109 16902891 17078032 -3306
Chr7 Complement NT_039433.1 TGGTCAACTTGATCC 2080044 LOC209057 2076937 2076659 -3107 2076937 2076659 -3107 2076937 2076659 -3107
Chr5 Complement NT_039330.1 TGGTGAGGTTGACCT 123922 LOC330255 120815 116539 -3107 120815 116539 -3107 119635 117062 -4287
Chr8 Normal NT_039467.1 GGGTCAAGTTTACCC 18496163 LOC330822 18499270 18501165 -3107 18499270 18501165 -3107 18499551 18499877 -3388
Chr3 Normal NT_039226.1 AGGTGAATTTGACCT 513426 Hnf4g 516532 666222 -3106 516532 666222 -3106 516759 666024 -3333
Chr14 Normal NT_039599.1 AGCTCACCTTGACCC 2571553 Socs7 2574659 2588691 -3106 2574659 2588691 -3106 2587260 2588570 -15707
Chr6 Normal NT_039356.1 GGGCCGCTGTGACCC 463800 Acrbp 466619 480448 -2819 466905 480448 -3105 466940 480263 -3140
Chr15 Complement NT_039621.1 GGGTCATCTTGACTG 35143054 LOC268816 35139950 35136584 -3104 35139950 35136584 -3104 35137498 35136767 -5556
Chr1 Normal NT_039167.1 GGGGCAAAGTGACCA 11718874 LOC329098 11721978 11727155 -3104 11721978 11727155 -3104 11721978 11727155 -3104
Chr4 Complement NT_039260.1 GGGTCACTATGACTG 3531318 5830415F09Rik 3528215 3515283 -3103 3528215 3515283 -3103 3528171 3518829 -3147



Chr15 Complement NT_039621.1 GGGCCAGAATGACCT 43795225 Ndufa6 43792207 43788027 -3018 43792122 43788048 -3103 43792113 43788125 -3112
Chr17 Normal NT_039649.1 CTGTCAGCGTGACCT 2002157 1700010L19Rik 2005258 2010261 -3101 2005258 2010261 -3101 2005390 2010205 -3233
Chr17 Complement NT_039649.1 AGGTCACCATGACCC 10472744 H2-Ke6 10469643 10467525 -3101 10469643 10467525 -3101 10469633 10467825 -3111
Chr17 Complement NT_039662.1 AGGTCACCATGACCC 280096 H2-Ke6 276995 274973 -3101 276995 274973 -3101 276985 275272 -3111
Chr2 Complement NT_039206.1 GGATCAAGTTGACCA 20254019 LOC329407 20250918 20242374 -3101 20250918 20242374 -3101 20243351 20242899 -10668
Chr10 Normal NT_039494.1 AGGACAAATTGACCA 12289979 Asml3a-pending 12293023 12310267 -3044 12293079 12310267 -3100 12293161 12309962 -3182
Chr1 Complement NT_039170.1 TGGTCATTAAGACCT 46653563 LOC271709 46650464 46585927 -3099 46650464 46585927 -3099 46650464 46585927 -3099
Chr2 Complement NT_039210.1 AGGTAGGAATGACCT 13037353 Slpi 13063937 13028913 26584 13034254 13028913 -3099 13031114 13029719 -6239
Chr13 Normal NT_039586.1 GGGGCAGCACGACCC 1431595 4921522D01Rik 1434693 1459360 -3098 1434693 1459360 -3098 1434787 1459281 -3192
Chr12 Complement NT_039551.1 AGGCCAGCTTGACCT 19136631 LOC238260 19133533 19125352 -3098 19133533 19125352 -3098 19133533 19125352 -3098
Chr2 Complement NT_039211.1 GGGTCACATAGACCA 1844041 LOC332699 1840943 1818286 -3098 1840943 1818286 -3098 1840943 1818286 -3098
Chr11 Complement NT_039515.1 AAGTCACCCTGACCA 2718117 Polm 2715088 2705120 -3029 2715019 2705120 -3098 2715010 2706288 -3107
Chr10 Complement NT_039499.1 AGATCAGGCTGACCT 146957 LOC270757 143860 91713 -3097 143860 91713 -3097 132649 92429 -14308
Chr8 Normal NT_039455.1 AGGTCAGTATGGCCA 457231 LOC244243 460327 465927 -3096 460327 465927 -3096 460327 465927 -3096
Chr7 Normal NT_039393.1 GGGTCTACATGACCT 1209595 LOC232889 1212690 1216226 -3095 1212690 1216226 -3095 1215448 1215780 -5853
Chr8 Complement NT_039456.1 TGGTCAGCATGACCC 9825323 LOC244389 9822228 9768414 -3095 9822228 9768414 -3095 9822228 9768414 -3095
Chr3 Normal NT_039242.1 GGATCAAGTTGACCT 6002473 LOC329761 6005567 6007907 -3094 6005567 6007907 -3094 6006780 6007580 -4307
Chr9 Normal NT_039474.1 AGGTCAACATCACCC 15094004 9530091C08Rik 15097097 15101202 -3093 15097097 15101202 -3093 15097785 15098165 -3781
Chr8 Normal NT_039467.1 AGGTCAGTCTGACTC 36702127 A230102L03Rik 36705220 36708239 -3093 36705220 36708239 -3093 36706024 36706377 -3897
Chr12 Complement NT_039553.1 AGGTCAGTCTGGCCT 1754884 C630028L02Rik 1751791 1748699 -3093 1751791 1748699 -3093 1751774 1748711 -3110
Chr3 Complement NT_039239.1 AGCTCAAACTGACCT 8386282 LOC229691 8383189 8382242 -3093 8383189 8382242 -3093 8383189 8382242 -3093
Chr10 Complement NT_039500.1 TTGTCAAGATGACCC 30292305 LOC331681 30289212 30248830 -3093 30289212 30248830 -3093 30289212 30248830 -3093
Chr1 Normal NT_039173.1 AGGTCACACTGCCCT 2408560 LOC227336 2411652 2424682 -3092 2411652 2424682 -3092 2411652 2424682 -3092
Chr5 Complement NT_039314.1 AGGTCAAGCTGACTC 7452912 Serpine1 7449827 7439068 -3085 7449820 7439068 -3092 7448863 7440734 -4049
Chr9 Complement NT_039472.1 GGGTGACTTTGACCA 16307016 LOC330910 16303926 16302158 -3090 16303926 16302158 -3090 16302477 16302163 -4539
Chr7 Complement NT_039420.1 AGGCCAACCCGACCC 1078592 1700028J19Rik 1075503 1069314 -3089 1075503 1069314 -3089 1070807 1069724 -7785
Chr12 Complement NT_039539.1 AGGACAACTCGACCC 13716271 Lpin1 13734764 13659058 18493 13713184 13659058 -3087 13704330 13661514 -11941
Chr13 Complement NT_039578.1 TGGTCAACTTGATCC 13383442 LOC328212 13380357 13378499 -3085 13380357 13378499 -3085 13379398 13379114 -4044
Chr14 Complement NT_039609.1 AGGACATTATGACCA 23401150 D630032F02 23398068 23351850 -3082 23398068 23351850 -3082 23371217 23352723 -29933
Chr7 Complement NT_039407.1 AGGTGGGTGTGACCT 200830 LOC330484 197748 186094 -3082 197748 186094 -3082 195417 186094 -5413
Chr2 Normal NT_039209.1 GGGTCAAGCTGACGA 11893111 AI505034 11896192 11919622 -3081 11896192 11903815 -3081 11896668 11903611 -3557
Chr7 Complement NT_039428.1 GGGTCGCGGTGGCCT 21017770 2900076A07Rik 21014690 21012478 -3080 21014690 21012478 -3080 21012820 21012482 -4950
Chr14 Complement NT_039598.1 TGGTAACCCTGACCT 7430815 LOC239031 7427735 7419867 -3080 7427735 7419867 -3080 7427735 7419867 -3080
Chr3 Normal NT_039234.1 GAGTCGGTGTGACCT 5095653 LOC242083 5098733 5337770 -3080 5098733 5337770 -3080 5099422 5335761 -3769
Chr2 Normal NT_039208.1 GGGTCACCCTCACCG 22644986 B230365D05Rik 22647713 22718917 -2727 22648063 22670167 -3077 22651916 22668741 -6930
Chr12 Normal NT_039548.1 AGTTCACTGTGACCC 5621592 2310075M15Rik 5624667 5645814 -3075 5624667 5645808 -3075 5624780 5643727 -3188
Chr10 Complement NT_039496.1 GGGGCGGCCTGACCC 6420797 1700021P10Rik 6421021 6412149 224 6417723 6412761 -3074 6417540 6412881 -3257
Chr10 Normal NT_039491.1 GGGTTATGCTGACCA 14541990 LOC331609 14545064 14554968 -3074 14545064 14554968 -3074 14545064 14554968 -3074
Chr9 Complement NT_039477.1 AGGTCACATGGACCA 6722457 Slc38a3 6721013 6703173 -1444 6719383 6703173 -3074 6711213 6703952 -11244
Chr2 Complement NT_039208.1 AGGGCAGTGTGACCA 22933195 Mdk 22930123 22927646 -3072 22930123 22927669 -3072 22929288 22927931 -3907
Chr1 Complement NT_039173.1 GGGTCAGAGTGACCT 1045188 Nppc 1042116 1037852 -3072 1042116 1041197 -3072 1041981 1041207 -3207
Chr5 Normal NT_039312.1 GTGTCGACATGACCT 4427448 Nos1 4430519 4519013 -3071 4430519 4519013 -3071 4430617 4519013 -3169
Chr4 Normal NT_039266.1 AGGTCAGACTGAGCA 8409508 Pla2g2e 8412579 8417449 -3071 8412579 8417449 -3071 8414094 8417194 -4586
Chr7 Normal NT_039436.1 AGGTGACCTTGACCA 2072179 Pkp3 2073689 2085949 -1510 2075249 2085949 -3070 2075341 2085606 -3162
Chr6 Normal NT_039355.1 AGGTCACTGTGACTA 10293243 LOC245882 10296312 10311530 -3069 10296312 10311530 -3069 10296332 10310116 -3089
Chr7 Normal NT_039428.1 TGGTGAATTTGACCT 16145454 LOC330573 16148523 16240151 -3069 16148523 16240151 -3069 16148523 16240151 -3069
Chr11 Normal NT_039521.1 AGGTCAGCCTGATCT 7592913 LOC328003 7595980 7597192 -3067 7595980 7597192 -3067 7596096 7596425 -3183
Chr2 Normal NT_039205.1 AGGTAGTTTTGACCT 3152989 LOC329362 3156056 3158395 -3067 3156056 3158395 -3067 3156812 3158357 -3823
Chr8 Normal NT_039460.1 AGGGCATGCTGACCT 4145007 LOC270046 4148072 4148608 -3065 4148072 4148608 -3065 4148072 4148608 -3065
Chr4 Normal NT_039266.1 GGGTCAGCCAGACCT 2999687 AU045678 3002749 3010548 -3062 3002749 3010548 -3062 3002915 3009715 -3228
Chr7 Complement NT_039436.1 TGGCCACAGTGACCC 2008575 Fgls-pending 2005580 2004359 -2995 2005513 2004359 -3062 2005414 2004494 -3161
Chr9 Complement NT_039472.1 AGGTCATACAGACCC 5138655 1110008I14Rik 5135595 5119213 -3060 5135595 5119213 -3060 5134246 5119276 -4409
Chr8 Normal NT_039455.1 AGGTCATCATGCCCG 9548193 F10 9550723 9569315 -2530 9551253 9569315 -3060 9551253 9569297 -3060
Chr13 Normal NT_039590.1 TGTTCAGGGTGACCT 3328882 2610005H11Rik 3331609 3344256 -2727 3331933 3344256 -3051 3342485 3343171 -13603
Chr9 Complement NT_039480.1 GGGTCATTTTGTCCC 2517712 4930545L08Rik 2514662 2508307 -3050 2514662 2508307 -3050 2514548 2508477 -3164
ChrX Complement NT_039726.1 GGGTCAGTTGGACCA 7890336 LOC237212 7887286 7865848 -3050 7887286 7865848 -3050 7887286 7865848 -3050
Chr12 Complement NT_039551.1 TGGCCAAATTGACCT 25896867 0610009B14Rik 25893818 25887725 -3049 25893818 25887725 -3049 25888178 25887777 -8689
Chr11 Normal NT_039520.1 GGGCCAAGGCGACCT 29007333 Kif1c 29008228 29037969 -895 29010382 29036445 -3049 29010382 29036445 -3049
Chr1 Complement NT_039170.1 ATGTCACCCTGACCT 31122182 MGC36491 31119152 31011677 -3030 31119133 31011677 -3049 31104209 31011820 -17973
Chr2 Normal NT_039206.1 AGGTCTCACTGACCC 632228 D230039K05Rik 635276 690887 -3048 635276 689486 -3048 635335 689486 -3107
Chr17 Complement NT_039657.1 GGCTCAGGATGACCC 331705 LOC328845 328657 324498 -3048 328657 324498 -3048 328651 324527 -3054
Chr1 Complement NT_039180.1 TGGTGAGGGTGACCC 2093211 1010001D01Rik 2095329 2049373 2118 2090164 2057192 -3047 2067209 2057192 -26002
Chr19 Normal NT_039689.1 TGGTCACACTGATCC 340877 4632427C23Rik 343922 365504 -3045 343922 365504 -3045 344159 364213 -3282
Chr1 Complement NT_039189.1 GGGTCACATTTACCA 1265926 LOC332545 1262881 1241785 -3045 1262881 1241785 -3045 1262881 1241785 -3045
Chr7 Complement NT_039413.1 AGGTCATGGTGGCCT 3294103 MGC31423 3291058 3281319 -3045 3291058 3281319 -3045 3286539 3281399 -7564
Chr4 Normal NT_039261.1 AGGTCGCCGTGAGCT 7689888 Actl7a 7692932 7694424 -3044 7692932 7694424 -3044 7692979 7694301 -3091
Chr7 Complement NT_039413.1 GGCTCACACTGACCC 3491544 Aplp1 3488500 3478096 -3044 3488500 3478096 -3044 3488416 3478176 -3128
Chr13 Normal NT_039587.1 TGGTCTGTATGACCT 146875 LOC238667 149918 155413 -3043 149918 155413 -3043 149918 155413 -3043
Chr7 Complement NT_039414.1 GGGTCAATCTGAGCA 2218567 Rgs9bp 2215524 2214811 -3043 2215524 2214811 -3043 2215524 2214811 -3043
ChrX Complement NT_039702.1 AGGTCACAATGACAC 13119292 MOR128-2 13116250 13115252 -3042 13116250 13115252 -3042 13116250 13115252 -3042
ChrX Complement NT_039712.1 TGGTCACAGTGATCC 476134 Cysltr1 473094 446015 -3040 473094 447254 -3040 450359 447318 -25775
Chr6 Normal NT_039343.1 GGATCAAGTTGACCT 11190423 LOC330331 11193463 11196376 -3040 11193463 11196376 -3040 11194258 11194635 -3835
Chr19 Complement NT_039687.1 AGGACGCAATGACCT 5869024 LOC332367 5865984 5728421 -3040 5865984 5728421 -3040 5865984 5728421 -3040
Chr7 Complement NT_039433.1 TGCTCAGGGTGACCT 20887991 1110033K02Rik 20884952 20879043 -3039 20884952 20879229 -3039 20881490 20879485 -6501
Chr11 Complement NT_039521.1 AGGTCAGAGTGACCA 12136682 Gcn5l2 12133694 12125988 -2988 12133644 12126478 -3038 12133644 12126478 -3038
Chr13 Normal NT_039578.1 TGGTCATGATGTCCC 10448407 LOC218102 10451444 10451807 -3037 10451444 10451807 -3037 10451462 10451773 -3055
ChrX Complement NT_039712.1 GGATCAAGTTGACCA 4791351 LOC278146 4788318 4787518 -3033 4788318 4787518 -3033 4788040 4787714 -3311
Chr11 Normal NT_039520.1 AGTTCACCATGACCT 25268005 LOC331749 25271038 25294357 -3033 25271038 25294357 -3033 25271038 25294357 -3033
Chr4 Normal NT_039263.1 AGGTCAGGCTGATCT 9553459 Cipp 9447086 9729359 106373 9556490 9729359 -3031 9465916 9727692 87543
Chr7 Normal NT_039433.1 GGGTGGTTCTGACCT 6503351 4632411J06Rik 6506381 6509865 -3030 6506381 6509865 -3030 6506613 6508139 -3262
Chr8 Normal NT_039460.1 GGGTTAGAATGACCA 5705382 4930555F03Rik 5708412 5839510 -3030 5708412 5839510 -3030 5800849 5839417 -95467
Chr3 Normal NT_039226.1 GGATCACTGTGACCT 22152 LOC229022 25182 152839 -3030 25182 152839 -3030 25182 152839 -3030
Chr10 Normal NT_039501.1 AGGTTAAGATGACCT 3709911 LOC331694 3712941 3746375 -3030 3712941 3746375 -3030 3712941 3746375 -3030
Chr6 Complement NT_039371.1 TGTTCATATTGACCT 121198 LOC194373 118169 112918 -3029 118169 112918 -3029 118169 112918 -3029
Chr17 Normal NT_039649.1 AGGTCATCTTGAACA 10278540 425O18-1 10281487 10287257 -2947 10281567 10286932 -3027 10281567 10286932 -3027
Chr17 Normal NT_039662.1 AGGTCATCTTGAACA 88911 425O18-1 91858 97520 -2947 91938 97195 -3027 91938 97195 -3027
Chr11 Complement NT_039521.1 AGGTCAAGATGGCCG 17913061 Ern1 17910074 17816889 -2987 17910034 17819858 -3027 17909914 17820780 -3147
Chr5 Normal NT_039308.1 AGGGCATAGTGACCG 12774077 LOC330154 12777104 12778746 -3027 12777104 12778746 -3027 12777338 12777616 -3261
Chr8 Normal NT_039467.1 TGGGCATGGTGACCT 22507781 Polr2c 22510808 22517184 -3027 22510808 22517184 -3027 22510835 22516875 -3054
Chr3 Complement NT_039238.1 AGGTCATTGTCACCT 1670823 LOC229599 1667974 1664226 -2849 1667797 1664226 -3026 1667248 1664357 -3575
Chr11 Normal NT_039520.1 AGCTCAAAATGACCA 44312037 Tbx4 44311421 44341094 616 44315062 44339744 -3025 44315062 44339744 -3025
Chr6 Normal NT_039355.1 TGGTCAGATTGACCT 12151089 4632428M11Rik 12153892 12169063 -2803 12154113 12166411 -3024 12154490 12163841 -3401
Chr7 Normal NT_039429.1 AGGTCAGAATGACGA 20507819 MOR25-1 20510843 20511796 -3024 20510843 20511796 -3024 20510843 20511796 -3024
Chr7 Complement NT_039428.1 AAGTCAGGCTGACCA 12913802 LOC244060 12910780 12910448 -3022 12910780 12910448 -3022 12910780 12910448 -3022
Chr9 Complement NT_039477.1 TGGTCAGGTTGACTT 6344911 AI874665 6341891 6306945 -3020 6341891 6306945 -3020 6341362 6308201 -3549



Chr16 Normal NT_039625.1 AGGTCACTGTGCCCA 28901667 LOC209571 28904686 28914661 -3019 28904686 28914661 -3019 28904686 28914661 -3019
Chr17 Complement NT_039643.1 AGGGCAGCTTGACCT 532648 LOC328756 529632 522032 -3016 529632 522032 -3016 529632 522032 -3016
Chr8 Complement NT_039456.1 TGGTAAAGTTGACCC 4220149 Ash2l 4224378 4191357 4229 4217135 4192029 -3014 4217123 4192528 -3026
Chr1 Normal NT_039172.1 AGGTCAACTTGATCC 552079 LOC332467 555089 555508 -3010 555089 555508 -3010 555089 555508 -3010
Chr7 Complement NT_039446.1 AGTTCAGACCGACCC 100148 LOC280564 97139 96855 -3009 97139 96855 -3009 97139 96855 -3009
Chr8 Normal NT_039462.1 AGGTCACCCTCACCG 5639502 LOC211209 5642508 5643236 -3006 5642508 5643236 -3006 5642508 5643236 -3006
Chr11 Complement NT_039521.1 TGGACATGCTGACCT 26641741 1110028N05Rik 26639313 26634299 -2428 26638738 26634299 -3003 26638294 26634495 -3447
Chr10 Complement NT_039500.1 AGGTCACAGTGACAC 30924975 4733401N12Rik 30921972 30901725 -3003 30921972 30901725 -3003 30921874 30915200 -3101
Chr3 Normal NT_039238.1 GGGTCACCGTGACAA 1869592 LOC332791 1872594 1874291 -3002 1872594 1874291 -3002 1872594 1874291 -3002
Chr7 Complement NT_039413.1 TGGTCATATTGTCCT 3238333 Capns1 3240097 3228586 1764 3235332 3228586 -3001 3235317 3228737 -3016
Chr4 Complement NT_039265.1 AGGTCACAGTTACCA 4521305 Eif2c1 4518304 4484898 -3001 4518304 4489386 -3001 4518304 4489386 -3001
Chr17 Normal NT_039662.1 GGGTCAGGCTGGCCT 484883 H2-Ob 487817 502817 -2934 487884 502817 -3001 487884 502817 -3001
Chr19 Complement NT_039687.1 TGTTCATGCTGACCT 15284154 LOC329043 15281153 15278601 -3001 15281153 15278601 -3001 15280038 15279742 -4116
Chr8 Normal NT_039467.1 GGGTAATTCTGACCT 23000867 Mmp15 23003867 23024592 -3000 23003867 23024592 -3000 23003872 23023601 -3005
Chr9 Normal NT_039472.1 AGGTCATCATGACTG 7200416 LOC235031 7203415 7217829 -2999 7203415 7217829 -2999 7203415 7217829 -2999
Chr7 Normal NT_039407.1 GGGTGACCATGACCC 1279378 LOC232977 1282376 1286539 -2998 1282376 1286539 -2998 1285291 1286066 -5913
Chr8 Normal NT_039462.1 CAGTCACACTGACCC 5085765 Pbx4 5088696 5129489 -2931 5088763 5128617 -2998 5088768 5126362 -3003
Chr11 Normal NT_039520.1 AGGTCAGTTTGAGCC 36692284 2610507B11Rik 36695281 36724148 -2997 36695281 36724148 -2997 36695375 36723508 -3091
Chr11 Normal NT_039529.1 AGGTCAGTTTGAGCC 77358 2610507B11Rik 80355 109222 -2997 80355 109222 -2997 80449 108582 -3091
Chr8 Complement NT_039467.1 GGGTCAAGTTGACAC 53792750 A830048P05 53789753 53736250 -2997 53789753 53736250 -2997 53786779 53736430 -5971
Chr12 Complement NT_039552.1 AGGTCACCTTGCCCT 11353908 LOC331853 11350912 11350535 -2996 11350912 11350535 -2996 11350912 11350535 -2996
Chr15 Complement NT_039621.1 GGGTCAGCAGGACCC 37479607 AI118201 37476612 37454046 -2995 37476612 37454068 -2995 37476269 37454274 -3338
Chr5 Complement NT_039324.1 GGGTCACAGTGAGCT 2480254 AI447493 2477260 2475474 -2994 2477260 2475474 -2994 2476864 2476535 -3390
Chr3 Normal NT_039226.1 TGGACACTGTGACCC 6520 LOC269402 9512 16147 -2992 9512 16147 -2992 9512 16147 -2992
Chr8 Complement NT_039456.1 AGTTCATATTGACCT 9825219 LOC244389 9822228 9768414 -2991 9822228 9768414 -2991 9822228 9768414 -2991
Chr14 Normal NT_039606.1 AGGACATCACGACCT 16441645 LOC332019 16444635 16444984 -2990 16444635 16444984 -2990 16444635 16444984 -2990
Chr11 Complement NT_039521.1 AGGTCACCTTGCCCT 12363634 Stat3 12360691 12309464 -2943 12360644 12309464 -2990 12332601 12310756 -31033
Chr17 Complement NT_039649.1 AGGTCACTCTGAGCA 7598735 LOC332228 7595746 7570784 -2989 7595746 7570784 -2989 7595746 7570784 -2989
Chr5 Normal NT_039318.1 TGTTCAGGATGACCT 31160 Pms2 34149 55933 -2989 34149 55623 -2989 34236 55338 -3076
Chr8 Normal NT_039454.1 GGCTCAGTGTGACCA 366954 AI467246 369940 370801 -2986 369940 370801 -2986 370037 370126 -3083
Chr19 Complement NT_039684.1 AGGTCACCTTGATCC 444574 LOC225847 441588 434415 -2986 441588 434415 -2986 436288 434537 -8286
Chr11 Complement NT_039520.1 TGGTCCAGATGACCC 2016014 Adra1b 2077463 1951538 61449 2013029 1952087 -2985 2012314 1952087 -3700
Chr8 Normal NT_039456.1 AGGTCAAAGTGATCT 10861956 LOC244400 10864941 10888334 -2985 10864941 10888334 -2985 10864941 10888334 -2985
Chr17 Normal NT_039655.1 GGGTCAGGAAGACCT 3145909 LOC328820 3148894 3153609 -2985 3148894 3153609 -2985 3148922 3153017 -3013
Chr5 Complement NT_039300.1 TTGTCAATGTGACCT 3801216 LOC332993 3798231 3797959 -2985 3798231 3797959 -2985 3798231 3797959 -2985
Chr9 Normal NT_039471.1 AGGTCAAAGTGATCT 315419 LOC330871 318402 327625 -2983 318402 327625 -2983 318442 325940 -3023
Chr1 Normal NT_039185.1 AGGTCAAATTGACAT 7905858 2810422O20Rik 7908839 7911169 -2981 7908839 7911169 -2981 7910036 7911124 -4178
Chr7 Complement NT_039400.1 CCGTCATGGTGACCC 1209652 D7Ertd458e 1206671 1194494 -2981 1206671 1194494 -2981 1206530 1194569 -3122
Chr11 Complement NT_039521.1 AGGTCAGACTGAACT 26417304 LOC268504 26414323 26407747 -2981 26414323 26407747 -2981 26414323 26407747 -2981
Chr1 Normal NT_039174.1 TGGTCACCATGACCA 13761509 9830131G07 13764488 13784756 -2979 13764488 13784756 -2979 13767856 13782557 -6347
Chr11 Complement NT_039520.1 AGGTGAATGCGACCC 42940090 Aatf 42937172 42846466 -2918 42937111 42846466 -2979 42936992 42846566 -3098
Chr16 Complement NT_039625.1 AGGTAAGACTGACCG 27299587 4930563D23Rik 27296609 27293936 -2978 27296609 27293936 -2978 27296571 27295816 -3016
Chr7 Complement NT_039433.1 AGGTCAACTTGACAC 3823468 LOC209087 3820490 3816291 -2978 3820490 3816291 -2978 3820490 3816291 -2978
Chr7 Complement NT_039400.1 GGGGCATCCTGACCC 573576 LOC232941 570598 567225 -2978 570598 567225 -2978 570576 567616 -3000
Chr4 Complement NT_039265.1 AGGCCAACTTGACCT 7638307 LOC195552 7635331 7622408 -2976 7635331 7622408 -2976 7635331 7622408 -2976
Chr4 Normal NT_039268.1 TGGTCACAGGGACCC 5224194 LOC330004 5227169 5228751 -2975 5227169 5228751 -2975 5227292 5228731 -3098
Chr9 Complement NT_039473.1 GAGTCACCATGACCT 3903389 LOC333384 3900414 3892697 -2975 3900414 3892697 -2975 3900414 3892697 -2975
Chr11 Normal NT_039520.1 AGTTCAGGATGACCT 9825930 2900006B13Rik 9828903 9847409 -2973 9828903 9847409 -2973 9828967 9846987 -3037
Chr12 Normal NT_039551.1 CAGTCAAGCTGACCT 3592297 LOC238196 3595270 3748097 -2973 3595270 3748097 -2973 3595270 3748097 -2973
Chr19 Complement NT_039692.1 GGGTCATGCTGACCC 5458965 Mrpl43 5455993 5454742 -2972 5455993 5454742 -2972 5455965 5455270 -3000
Chr19 Normal NT_039692.1 AGGTCAACATGTCCT 19299525 1810031L05Rik 19302331 19304737 -2806 19302496 19304737 -2971 19304074 19304415 -4549
Chr7 Normal NT_039437.1 AGGTTAGGGTGACCT 2556842 LOC211087 2559812 2596968 -2970 2559812 2596968 -2970 2559812 2596968 -2970
Chr10 Normal NT_039491.1 AGGTCAATATGAACT 14542094 LOC331609 14545064 14554968 -2970 14545064 14554968 -2970 14545064 14554968 -2970
Chr7 Normal NT_039426.1 AGGTCAACTTGATCT 118226 LOC333210 121196 121630 -2970 121196 121630 -2970 121196 121630 -2970
Chr19 Complement NT_039687.1 TGGTGACTGTGACCT 1231400 Zp1 1228430 1222066 -2970 1228430 1222066 -2970 1228373 1222100 -3027
Chr12 Normal NT_039551.1 TGGTGACCTTGACCT 16695530 LOC238250 16698498 16749599 -2968 16698498 16749599 -2968 16698498 16749599 -2968
Chr11 Complement NT_039515.1 GGGACAGGATGACCA 19946220 B3gnt1 20066134 19918381 119914 19943253 19918381 -2967 19919611 19918418 -26609
Chr5 Complement NT_039308.1 AGGTCACCCTGCCCT 5883243 Nkx6-1 5880276 5874346 -2967 5880276 5874346 -2967 5879799 5874346 -3444
Chr12 Normal NT_039551.1 AGGTAAAGTTGACCT 9866245 LOC217649 9869210 9901526 -2965 9869210 9872304 -2965 9871131 9872115 -4886
Chr8 Complement NT_039455.1 AGGTCGAGCGGACCC 661192 3110007G05Rik 658228 654293 -2964 658228 654293 -2964 658223 657789 -2969
Chr1 Complement NT_039171.1 AGCTCAGGCTGACCC 61337 Abcb6 58387 49656 -2950 58374 49853 -2963 58129 49893 -3208
Chr3 Complement NT_039226.1 AGGTCACCATAACCT 11730728 LOC329600 11727765 11722781 -2963 11727765 11722781 -2963 11726144 11722836 -4584
Chr8 Complement NT_039456.1 TGGTCATACAGACCC 3155880 Adam5 3152927 3132837 -2953 3152927 3132837 -2953 3152888 3133099 -2992
Chr4 Normal NT_039266.1 GGGTCATTCTGCCCT 7780313 Kif17 7771450 7822982 8863 7783266 7822507 -2953 7783518 7822442 -3205
Chr5 Normal NT_039307.1 AGGTCACATTGACAC 16612765 LOC330126 16615718 16635471 -2953 16615718 16635471 -2953 16615770 16634807 -3005
Chr17 Complement NT_039641.1 AAGTCAACTTGACCC 1150090 LOC213251 1148285 1145595 -1805 1147139 1145595 -2951 1147127 1146627 -2963
Chr11 Normal NT_039520.1 TGGTCACAGTCACCT 32370822 Olfr23 32373773 32374750 -2951 32373773 32374750 -2951 32373773 32374750 -2951
Chr3 Complement NT_039239.1 AGGTCCACCTGACCA 3847472 LOC242129 3844522 3785479 -2950 3844522 3785479 -2950 3844522 3785479 -2950
Chr7 Complement NT_039436.1 AGGTCGATTTGTCCT 2213480 1600016N20Rik 2210531 2206546 -2949 2210531 2206546 -2949 2210531 2206546 -2949
Chr2 Complement NT_039207.1 TGGTCATCATAACCC 5021157 Fign 5018258 4898051 -2899 5018208 4898051 -2949 5017139 4898865 -4018
Chr11 Complement NT_039521.1 GGGCCACAGTGACCT 29861983 Ppicap 29859195 29849855 -2788 29859034 29849855 -2949 29856882 29850121 -5101
Chr17 Complement NT_039649.1 AGGTGGAATTGACCC 609900 2610030N08Rik 606952 581201 -2948 606952 581201 -2948 606895 582882 -3005
Chr9 Normal NT_039477.1 AGGACGACCTGACCC 7829848 1500005N04Rik 7820502 7843153 9346 7832794 7834789 -2946 7833101 7834699 -3253
Chr5 Normal NT_039307.1 GGGTCAGAATGAACT 437305 A730011E05Rik 440232 481192 -2927 440251 481192 -2946 443670 480677 -6365
Chr13 Normal NT_039590.1 AGGTCATATTGTCCC 4719860 LOC209684 4722806 4725351 -2946 4722806 4725351 -2946 4723229 4723534 -3369
Chr12 Normal NT_039548.1 AGGTCAAGCTTACCT 15881189 LOC270983 15884134 15885485 -2945 15884134 15885485 -2945 15884134 15885485 -2945
Chr11 Normal NT_039520.1 AGGTCATCATCACCA 40293013 5530401A14Rik 40295957 40329862 -2944 40295957 40329862 -2944 40298935 40329308 -5922
Chr9 Normal NT_039476.1 TGGACAAGGTGACCT 10183213 C030018L16Rik 10186039 10243327 -2826 10186155 10243327 -2942 10189059 10242868 -5846
Chr5 Complement NT_039311.1 GGGTCAGACTGCCCC 1952318 LOC235736 1950232 1948318 -2086 1949376 1948318 -2942 1949131 1948847 -3187
Chr3 Normal NT_039239.1 AGGTCAGGCTGACCT 4480301 D3Jfr1 4474958 4512191 5343 4483241 4511545 -2940 4493112 4511353 -12811
Chr1 Normal NT_039173.1 AGTTCAGAGTGACCT 1708856 LOC209059 1711796 1713659 -2940 1711796 1713659 -2940 1711880 1712371 -3024
Chr7 Normal NT_039429.1 TGGTCACATTGTCCT 13837218 LOC244140 13840156 13875034 -2938 13840156 13875034 -2938 13840156 13875034 -2938
Chr8 Complement NT_039455.1 GGATCATTTTGACCC 299195 Cd209e-pending 296280 289937 -2915 296258 289945 -2937 296225 291056 -2970
Chr9 Normal NT_039480.1 GGGTGGTACTGACCC 1987582 C030048J01Rik 1990515 1991682 -2933 1990515 1991682 -2933 1991123 1991566 -3541
Chr4 Complement NT_039268.1 AGGTCACCATGAGCC 4968443 Kcnab2 5007154 4920374 38711 4965510 4922664 -2933 4965510 4922664 -2933
Chr3 Complement NT_039242.1 AGGACAGGCTGACCA 1200746 LOC229824 1197813 1193983 -2933 1197813 1193983 -2933 1197813 1193983 -2933
Chr1 Complement NT_039188.1 AGCTCAGACTGACCT 220940 B230369F24Rik 218008 212787 -2932 218008 212787 -2932 214745 214473 -6195
Chr2 Normal NT_039210.1 TGGTCAAAGTGACCA 5082499 Epb4 5085390 5234113 -2891 5085431 5204868 -2932 5158248 5204407 -75749
Chr9 Complement NT_039471.1 AGGTCACTATGGCCT 4931092 LOC244677 4928160 4885773 -2932 4928160 4885773 -2932 4928160 4885773 -2932
Chr11 Complement NT_039521.1 GGGTCATTGTTACCC 11684629 Krt1-17 11681722 11676928 -2907 11681698 11676928 -2931 11681674 11677111 -2955
Chr11 Normal NT_039520.1 TGGTCACTTTGTCCT 8143051 9130006A14Rik 8145981 8224368 -2930 8145981 8224368 -2930 8201186 8223665 -58135
Chr13 Normal NT_039588.1 TGGTCAATTTGACTC 858530 4930441O14Rik 861458 874103 -2928 861458 874103 -2928 871992 872309 -13462
Chr19 Normal NT_039684.1 AGATCGCCTTGACCT 260359 LOC332358 263284 271673 -2925 263284 271673 -2925 263284 271673 -2925
Chr17 Normal NT_039657.1 AGATCAAGCTGACCA 9649399 ORF19 9652324 9661161 -2925 9652324 9661161 -2925 9654646 9659947 -5247
Chr4 Normal NT_039266.1 AGGTCAATGTGACCA 10866013 6430573B13Rik 10865704 10883615 309 10868937 10883615 -2924 10872257 10882932 -6244



Chr5 Normal NT_039312.1 TGGTGATGCTGACCT 6821937 LOC272215 6824860 6862542 -2923 6824860 6862542 -2923 6824860 6862542 -2923
Chr9 Normal NT_039482.1 TGGTCACCCCGACCC 8658222 LOC331043 8661145 8681886 -2923 8661145 8681886 -2923 8661179 8681839 -2957
Chr9 Complement NT_039474.1 AGGTCAGTGAGACCG 943369 Lpd 940446 884223 -2923 940446 884329 -2923 940231 884723 -3138
Chr16 Normal NT_039624.1 GGGTCTCTGTGACCT 35819270 Igsf11 35716317 35840815 102953 35822191 35840253 -2921 35822191 35840253 -2921
Chr9 Normal NT_039472.1 GGGTCAGAGTGTCCT 8850026 LOC244730 8852945 8861508 -2919 8852945 8861508 -2919 8853038 8861508 -3012
Chr18 Normal NT_039676.1 AGGTCACTTTGAGCA 2089502 LOC225766 2092418 2092929 -2916 2092418 2092929 -2916 2092418 2092929 -2916
Chr17 Normal NT_039664.1 AGGGCAGGTTGACCT 42408 LOC333746 45324 48651 -2916 45324 48651 -2916 45335 48651 -2927
Chr7 Normal NT_039420.1 AGGTGAGAATGACCA 1901155 2310061K06Rik 1904033 1919775 -2878 1904070 1918993 -2915 1915072 1918960 -13917
Chr1 Normal NT_039173.1 AGGGCATCCTGACCA 5754334 4832406C22 5757219 5765002 -2885 5757249 5765002 -2915 5757379 5763265 -3045
Chr2 Normal NT_039205.1 ATGTCATAGTGACCA 9573530 D830019K17Rik 9576253 9713757 -2723 9576445 9591538 -2915 9576537 9590698 -3007
Chr1 Complement NT_039170.1 AGGTCAGCCTGAGCT 40854079 LOC278813 40851165 40803972 -2914 40851165 40803972 -2914 40851165 40803972 -2914
Chr11 Normal NT_039521.1 CGGTCAGGCTGTCCC 27983296 Sphk1 27982399 27988137 897 27986209 27988137 -2913 27985633 27987855 -2337
Chr4 Complement NT_039266.1 GGGTCATGGTGGCCG 11258111 2310034J19Rik 11289996 11251788 31885 11255199 11251788 -2912 11254378 11252623 -3733
Chr8 Normal NT_039467.1 GGGTCTTGGTGACCT 41990173 LOC234757 41993082 41994290 -2909 41993082 41994290 -2909 41993280 41993591 -3107
Chr1 Complement NT_039173.1 GGGTCATCACGACCA 5354482 Rab17 5356605 5345410 2123 5351573 5346157 -2909 5351573 5346157 -2909
ChrX Complement NT_039726.1 AGGGCACAATGACCC 10263570 Prps2 10260664 10224265 -2906 10260664 10226454 -2906 10260523 10226838 -3047
Chr2 Normal NT_039222.1 GGGTCACCCTGAGCT 201514 3200002I06Rik 204419 68970 -2905 204419 221732 -2905 204429 221558 -2915
Chr17 Complement NT_039662.1 AGGGCGAGGTGACCT 283401 H2-Ke4 280744 277211 -2657 280496 277211 -2905 280196 277854 -3205
Chr5 Normal NT_039305.1 AGATCAGGCTGACCT 15149713 Slc34a2 15141342 15174921 8371 15152617 15174921 -2904 15161416 15172890 -11703
Chr4 Normal NT_039266.1 AGGTCAATCTGCCCC 7780363 Kif17 7771450 7822982 8913 7783266 7822507 -2903 7783518 7822442 -3155
Chr13 Normal NT_039586.1 AGGCCAGTCTGACCT 263855 2210404D11Rik 266757 309029 -2902 266757 309029 -2902 266797 306113 -2942
Chr17 Complement NT_039661.1 AGGTCAACCTGCCCT 23587 LOC193765 20685 17358 -2902 20685 17358 -2902 20674 17358 -2913
Chr2 Normal NT_039209.1 AGGTGGCAATGACCC 22045195 9030623N16Rik 22048095 22097166 -2900 22048095 22052080 -2900 22048236 22051592 -3041
Chr1 Normal NT_039184.1 GGGTCACACTCACCC 6399716 LOC240820 6402615 6451846 -2899 6402615 6451846 -2899 6402615 6451846 -2899
Chr17 Normal NT_039649.1 GGGTCACAGTGACTG 1574393 AI661311 1549224 1632089 25169 1577291 1632089 -2898 1577768 1631541 -3375
Chr1 Normal NT_039185.1 TGGTCAGGCTCACCC 15396397 LOC226652 15399295 15401584 -2898 15399295 15401584 -2898 15399384 15400637 -2987
Chr8 Complement NT_039467.1 CGGCCACCGTGACCT 50483993 LOC330860 50481095 50480651 -2898 50481095 50480651 -2898 50481072 50480651 -2921
Chr4 Complement NT_039264.1 AGGTCAGTCTGAGCT 7200434 Mrpl37 7197536 7186574 -2898 7197536 7186574 -2898 7197486 7186718 -2948
Chr11 Complement NT_039515.1 TGGTCAAGCTGAACC 7581519 LOC278360 7578624 7453060 -2895 7578624 7453060 -2895 7578624 7453060 -2895
Chr8 Complement NT_039461.1 AGGTCATATAGACCT 2498473 LOC330774 2495579 2492319 -2894 2495579 2492319 -2894 2494753 2494445 -3720
Chr1 Complement NT_039172.1 GGGCCGGCATGACCC 4239909 1810018L02Rik 4237016 4225181 -2893 4237016 4225181 -2893 4236977 4225964 -2932
Chr12 Complement NT_039552.1 GGGTCACCATGGCCT 5875762 LOC238353 5872869 5791048 -2893 5872869 5791048 -2893 5872869 5791048 -2893
Chr1 Normal NT_039173.1 AGGTCAAAGTGATCC 7632386 LOC329213 7635279 7636880 -2893 7635279 7636880 -2893 7635626 7635937 -3240
Chr18 Normal NT_039674.1 GGGTCTCCCTGACCC 3744689 Rab18 3716226 3772550 28463 3747582 3771043 -2893 3747586 3770976 -2897
Chr1 Complement NT_039185.1 GGGGCATTTTGACCT 4115729 Cacybp 4112837 4102276 -2892 4112837 4102276 -2892 4112629 4103474 -3100
Chr8 Complement NT_039467.1 AGGTCAGCCTGAGCT 32243780 LOC234663 32240888 32215770 -2892 32240888 32215770 -2892 32240642 32218856 -3138
Chr6 Complement NT_039356.1 TGGTCACATTGTCCT 2076984 Kcna1 2074094 2069679 -2890 2074094 2070954 -2890 2072637 2071150 -4347
Chr9 Normal NT_039472.1 TGGTCATGGTGTCCC 18650355 LOC235145 18653244 18708778 -2889 18653244 18708778 -2889 18653244 18708778 -2889
Chr9 Normal NT_039472.1 AGGACAGTGTGACCT 27215058 LOC208629 27217946 27246739 -2888 27217946 27246739 -2888 27246323 27246739 -31265
Chr4 Complement NT_039268.1 GGGTCACACTTACCC 6223314 LOC230961 6220427 6220098 -2887 6220427 6220098 -2887 6220427 6220098 -2887
Chr11 Normal NT_039521.1 GGGTCACTCAGACCT 27246175 2310067B10Rik 27216901 27250835 29274 27249061 27250492 -2886 27250059 27250442 -3884
Chr2 Normal NT_039208.1 AGGACGTGGTGACCC 16070327 LOC228140 16073213 16150971 -2886 16073213 16084089 -2886 16073488 16083207 -3161
Chr1 Complement NT_039188.1 AGGCCAGCATGACCG 2389738 LOC329304 2386852 2385109 -2886 2386852 2385109 -2886 2386700 2386371 -3038
Chr7 Complement NT_039436.1 GGGCCACACCGACCC 122863 LOC57740 144799 41499 21936 119977 41499 -2886 119867 42083 -2996
Chr15 Normal NT_039621.1 AGGACAGAGTGACCT 50360210 LOC223775 50363095 50367129 -2885 50363095 50367129 -2885 50364458 50366374 -4248
Chr16 Normal NT_039624.1 TGGTCTTAATGACCT 18802193 LOC239760 18805076 18805507 -2883 18805076 18805507 -2883 18805076 18805507 -2883
Chr16 Complement NT_039624.1 AGGTCATGTTTACCA 12017867 1110021H13Rik 12014985 12012580 -2882 12014985 12012580 -2882 12013595 12013320 -4272
Chr17 Complement NT_039649.1 TGCTCACACTGACCT 11509742 Msh5 11506962 11488846 -2780 11506861 11488846 -2881 11506613 11488980 -3129
Chr17 Complement NT_039662.1 TGCTCACACTGACCT 1299196 Msh5 1296436 1278300 -2760 1296315 1278300 -2881 1296067 1278434 -3129
Chr2 Normal NT_039210.1 AGGTCAACCTGAGCT 646805 Tcf15 649686 787959 -2881 649686 655211 -2881 649740 654884 -2935
Chr15 Complement NT_039621.1 AGTTCATAATGACCT 44724681 C130064B19Rik 44721802 44719071 -2879 44721802 44719071 -2879 44719743 44719459 -4938
ChrX Complement NT_039714.1 AGGTCATCTTGCCCT 1188244 LOC211222 1185365 1150343 -2879 1185365 1150343 -2879 1185365 1150343 -2879
Chr9 Normal NT_039474.1 TGGCCAGCCTGACCT 7084788 2700059D02Rik 7087665 7173392 -2877 7087665 7173392 -2877 7087832 7173206 -3044
Chr3 Normal NT_039234.1 TGGGCAAGATGACCT 26643829 S100a3 26631226 26649191 12603 26646704 26649191 -2875 26648274 26648844 -4445
Chr18 Complement NT_039674.1 AGGTCAGCCTGGCCT 4086321 LOC271490 4083448 4064444 -2873 4083448 4064444 -2873 4083448 4064444 -2873
Chr5 Normal NT_039332.1 AGGTCATAATGGCCA 27814 LOC333625 30686 33360 -2872 30686 33360 -2872 31452 31739 -3638
Chr7 Complement NT_039413.1 GGGTCAAACTGGCCC 3627835 LOC269894 3624964 3615256 -2871 3624964 3615256 -2871 3624839 3618249 -2996
Chr19 Complement NT_039684.1 GGGACAGAGTGACCT 436340 LOC329015 433469 430019 -2871 433469 430019 -2871 432971 430636 -3369
Chr2 Complement NT_039205.1 AAGTCACCGCGACCT 8311550 Asb6 8308683 8301393 -2867 8308683 8301393 -2867 8306536 8302136 -5014
Chr11 Normal NT_039520.1 GGGTCAAAGTGTCCC 8035469 Gfpt2 8038335 8082759 -2866 8038335 8082759 -2866 8038383 8081911 -2914
Chr5 Normal NT_039312.1 CTGTCATGGTGACCT 1090957 LOC330172 1093821 1136782 -2864 1093821 1136782 -2864 1136466 1136768 -45509
Chr14 Complement NT_039609.1 AGGTAGGCCTGACCC 24871626 5730419O14Rik 24868870 24805251 -2756 24868764 24805251 -2862 24836796 24819431 -34830
Chr17 Complement NT_039638.1 GGGTAAATATGACCC 721165 LOC224497 718304 717608 -2861 718304 717610 -2861 718269 717889 -2896
Chr1 Normal NT_039172.1 AGGGCAGGGTGACCC 4627957 4933429D11Rik 4630810 4682474 -2853 4630810 4682474 -2853 4630847 4682095 -2890
Chr8 Complement NT_039467.1 AGGTCAACCTGATCT 13282517 Neto2 13279665 13217065 -2852 13279665 13217065 -2852 13279415 13218169 -3102
Chr5 Normal NT_039300.1 AGGTCTCTATGACCC 27080 LOC242896 29930 40159 -2850 29930 40159 -2850 29930 40159 -2850
Chr2 Normal NT_039210.1 AGGTGATGGTGACCA 3309787 2010012F05Rik 3307246 3380213 2541 3312635 3350670 -2848 3312773 3349890 -2986
Chr6 Complement NT_039360.1 AGGTTAAGTTGACCC 1099493 LOC232481 1096645 1081187 -2848 1096645 1081187 -2848 1096645 1081187 -2848
Chr15 Normal NT_039621.1 AAGTCATCCTGACCC 35846379 LOC332107 35849227 35850057 -2848 35849227 35850057 -2848 35849227 35850057 -2848
Chr17 Complement NT_039649.1 TGGTCATCTTGACAT 5036204 Fkbp5 5033429 4946409 -2775 5033357 4947234 -2847 4988422 4948359 -47782
Chr10 Normal NT_039495.1 AGGTCAAAATGACCT 12977170 LOC278269 12980017 12981857 -2847 12980017 12981857 -2847 12980017 12981857 -2847
Chr2 Normal NT_039209.1 TGGTGATACTGACCT 43680280 LOC269367 43683125 43760097 -2845 43683125 43698283 -2845 43683125 43698283 -2845
Chr15 Complement NT_039621.1 GGGTCAACTTGACAC 26450448 LOC332101 26447603 26393934 -2845 26447603 26393934 -2845 26447603 26393934 -2845
Chr3 Complement NT_039242.1 GGGGCAGGTTGACCT 5541847 LOC332817 5539003 5504343 -2844 5539003 5504343 -2844 5539003 5504343 -2844
Chr13 Normal NT_039585.1 GGGTCAAGCTGACAT 176953 Spin 179397 231607 -2444 179797 228254 -2844 202175 228221 -25222
Chr17 Normal NT_039655.1 GGGACATCATGACCA 5909015 2700038C24Rik 5911857 5952440 -2842 5911857 5951142 -2842 5911923 5951142 -2908
ChrX Complement NT_039703.1 GGGGCAACGTGACCA 193101 LOC331418 190259 177055 -2842 190259 177055 -2842 190259 177055 -2842
Chr17 Normal NT_039670.1 GGGACATCATGACCA 121651 2700038C24Rik 124402 163367 -2751 124492 162799 -2841 124558 162771 -2907
ChrX Complement NT_039710.1 AGATCAGGCTGACCT 2864316 Eif2s3x 2861525 2837546 -2791 2861475 2839333 -2841 2861467 2839693 -2849
Chr13 Normal NT_039590.1 AGGTCAATGTGTCCC 10269353 LOC238815 10272194 10408059 -2841 10272194 10408059 -2841 10272194 10408059 -2841
Chr4 Complement NT_039268.1 GGGTCAAACTGACAT 2610887 LOC195566 2608049 2586939 -2838 2608049 2586939 -2838 2608049 2586939 -2838
Chr3 Normal NT_039239.1 GGGTCATATTGAGCC 14832405 LOC332802 14835241 14854588 -2836 14835241 14854588 -2836 14835241 14854588 -2836
Chr3 Normal NT_039239.1 GGGTCATATTGAGCC 14962826 LOC332803 14965662 14985008 -2836 14965662 14985008 -2836 14965662 14985008 -2836
Chr16 Complement NT_039624.1 AGCTCACTGTGACCC 877232 Adcy9 875247 742358 -1985 874400 742358 -2832 874358 742711 -2874
Chr19 Normal NT_039684.1 GGGTGAGGCTGACCA 2532917 Rps6kb2 2535636 2544998 -2719 2535745 2542012 -2828 2535745 2541978 -2828
Chr2 Complement NT_039207.1 AGGTCAAAATGAGCC 10295992 Abcb11 10293193 10188847 -2799 10293167 10188847 -2825 10279910 10189648 -16082
Chr14 Normal NT_039609.1 GTGTCAACTTGACCT 11390535 LOC328467 11393359 11442999 -2824 11393359 11442999 -2824 11393359 11442999 -2824
Chr17 Normal NT_039658.1 AGGTAAGGTTGACCT 7374786 Ehd3 7377609 7404843 -2823 7377609 7404838 -2823 7377980 7403293 -3194
Chr4 Normal NT_039264.1 TGGTCATGATGCCCT 568215 LOC279215 571038 634681 -2823 571038 634681 -2823 571038 634681 -2823
Chr7 Complement NT_039423.1 GGGCCACACTGACCC 1172030 Csrp3 1169274 1151583 -2756 1169208 1151743 -2822 1160715 1151814 -11315
Chr1 Normal NT_039174.1 TGGTCACTTTGATCT 13655067 Serpinb7 13657889 13687986 -2822 13657889 13687986 -2822 13663449 13687305 -8382
Chr2 Complement NT_039205.1 AGCTCAGGGTGACCC 7526290 3200002I06Rik 7523469 7506295 -2821 7523469 7506295 -2821 7523459 7506469 -2831
Chr10 Complement NT_039492.1 AGGTCAGGTGGACCT 9133326 LOC268291 9130505 9023766 -2821 9130505 9023766 -2821 9130485 9024536 -2841
Chr10 Complement NT_039496.1 AGGTAGTTTTGACCC 4614650 4931413A09Rik 4611832 4606129 -2818 4611832 4606129 -2818 4611682 4611257 -2968
Chr13 Normal NT_039578.1 GGGTCATAGTTACCT 2426890 LOC238519 2429708 2473961 -2818 2429708 2473961 -2818 2429708 2473961 -2818



Chr2 Complement NT_039205.1 GTGTCATCCTGACCA 8028787 LOC332582 8025969 8002807 -2818 8025969 8002807 -2818 8025969 8002807 -2818
ChrX Complement NT_039702.1 TGGTCGAACTGACCT 7934977 LOC333517 7932162 7723013 -2815 7932162 7723013 -2815 7932162 7723013 -2815
Chr7 Complement NT_039429.1 CTGTCAGTTTGACCC 23536376 1500003O22Rik 23533844 23529077 -2532 23533563 23529272 -2813 23533459 23530087 -2917
Chr10 Normal NT_039491.1 AGGTCAGTGTTACCA 10243 9830160H19Rik 13056 48129 -2813 13056 48129 -2813 13308 46446 -3065
Chr9 Normal NT_039473.1 AGGTCAGCCTCACCT 10135783 Timm8b 10138555 10140567 -2772 10138596 10140004 -2813 10138642 10139786 -2859
Chr4 Normal NT_039266.1 AGTTCACTTTGACCC 11418600 Casp9 11421168 11443644 -2568 11421412 11441356 -2812 11421412 11441356 -2812
Chr7 Complement NT_039433.1 TGGTCAACCTGGCCC 20992842 D830044I16Rik 20990618 20986242 -2224 20990030 20986242 -2812 20989907 20989404 -2935
Chr10 Complement NT_039496.1 TGTTCAACTTGACCT 3576342 LOC327772 3573532 3571081 -2810 3573532 3571081 -2810 3573528 3571081 -2814
Chr13 Normal NT_039580.1 TGTTCAGCTTGACCT 8976403 Barx1 8978953 8982437 -2550 8979212 8982437 -2809 8981041 8981909 -4638
Chr18 Complement NT_039676.1 GGGTCACCTAGACCC 1003969 LOC240429 1001160 980141 -2809 1001160 980141 -2809 1001160 980141 -2809
Chr8 Complement NT_039467.1 GGGTCAGAGTTACCT 56624600 LOC330869 56621791 56619918 -2809 56621791 56619918 -2809 56620731 56619943 -3869
Chr17 Complement NT_039649.1 AGGTCACCTCGATCT 11417815 LOC328804 11415007 11414601 -2808 11415007 11414601 -2808 11414951 11414614 -2864
Chr17 Complement NT_039662.1 AGGTCACCTCGATCT 1207284 LOC333738 1204476 1204070 -2808 1204476 1204070 -2808 1204420 1204083 -2864
Chr6 Complement NT_039359.1 GGGTCACTGTGACAT 4698858 1810033M07Rik 4696051 4681343 -2807 4696051 4681343 -2807 4695993 4681419 -2865
Chr1 Normal NT_039173.1 GAGTCACGGTGACCA 500428 LOC329197 503234 503566 -2806 503234 503566 -2806 503234 503566 -2806
Chr9 Complement NT_039474.1 TGGTCATGATGTCCC 24781035 Omt2a 24778999 24776187 -2036 24778229 24776187 -2806 24777609 24776461 -3426
Chr6 Normal NT_039350.1 TGGTTACTCTGACCC 1138559 Fabp1 1141303 1146521 -2744 1141364 1146499 -2805 1141403 1146430 -2844
Chr18 Complement NT_039678.1 AGGTCAGAATGATCA 1297088 LOC332349 1294284 1223481 -2804 1294284 1223481 -2804 1294284 1223481 -2804
Chr16 Complement NT_039626.1 TGGTCATTTTCACCT 346030 Hmgn1 343577 336214 -2453 343227 337226 -2803 343201 337972 -2829
Chr14 Normal NT_039596.1 AGGTCATTCTCACCT 999152 LOC238970 1001955 1025946 -2803 1001955 1025946 -2803 1001955 1025946 -2803
Chr5 Normal NT_039314.1 AGGTCATAATGGCCA 4506534 LOC330208 4509336 4512010 -2802 4509336 4512010 -2802 4510102 4510389 -3568
Chr3 Complement NT_039230.1 AGGTCAGTCTGATCT 6963407 LOC329644 6960606 6956358 -2801 6960606 6956358 -2801 6958249 6957968 -5158
Chr4 Complement NT_039259.1 TGGCCAGTGTGACCC 12140814 3110043O21Rik 12138061 12103468 -2753 12138015 12103468 -2799 12129405 12105063 -11409
Chr7 Normal NT_039399.1 CGTTCACCCTGACCC 617098 LOC232925 619897 625262 -2799 619897 625262 -2799 619943 625192 -2845
Chr14 Normal NT_039599.1 AGTTCAGAATGACCT 2783884 Fbxo34 2786682 2845960 -2798 2786682 2845886 -2798 2786696 2845162 -2812
Chr12 Complement NT_039551.1 ATGTCATGGTGACCC 14384697 Pole2 14381904 14355268 -2793 14381904 14355268 -2793 14381878 14355355 -2819
Chr16 Normal NT_039625.1 GGGGCAGCACGACCC 24049588 LOC332199 24052378 24056838 -2790 24052378 24056838 -2790 24052378 24056838 -2790
Chr11 Complement NT_039520.1 GGGTCACAGTGACAC 16857896 LOC193139 16855108 16854398 -2788 16855108 16854398 -2788 16855108 16854398 -2788
Chr7 Complement NT_039420.1 GGGTCACATTGTCCC 972852 LOC236364 970065 963764 -2787 970065 963764 -2787 970065 963764 -2787
Chr18 Complement NT_039674.1 GGGTCAGGGTGACTT 14266503 LOC240201 14263716 14147867 -2787 14263716 14147867 -2787 14263716 14147867 -2787
Chr1 Complement NT_039180.1 GGGTCTTGCTGACCT 15639312 E430019B13Rik 15636695 15625665 -2617 15636526 15625665 -2786 15635515 15626387 -3797
Chr19 Normal NT_039687.1 AGCTCACAATGACCA 3991069 LOC208042 3993854 3994798 -2785 3993854 3994798 -2785 3993854 3994798 -2785
Chr2 Complement NT_039208.1 GGGTAAATATGACCA 20480967 MOR231-8 20478182 20477238 -2785 20478182 20477238 -2785 20478182 20477238 -2785
Chr19 Complement NT_039685.1 AGGTCAGCAGGACCC 688279 Scgb1a1 685504 681206 -2775 685495 681206 -2784 685467 681330 -2812
Chr11 Complement NT_039521.1 GGGTCACCCTGACGG 12890738 Vat1 12887954 12880449 -2784 12887954 12880449 -2784 12887834 12881894 -2904
ChrX Complement NT_039702.1 AGCTCATGATGACCT 99812 Psx2 97029 94358 -2783 97029 94358 -2783 96938 94463 -2874
Chr7 Normal NT_039436.1 AGGTCAGCCTGAGCC 2554771 Ap2a2 2557516 2628960 -2745 2557552 2627602 -2781 2557703 2627327 -2932
Chr17 Normal NT_039649.1 TGGTCATAATGAGCT 11051573 Agpat1 11052633 11062004 -1060 11054351 11061060 -2778 11058901 11060993 -7328
Chr2 Normal NT_039208.1 AGGTCAGCTTGTCCC 10133384 Itga4 10136083 10412762 -2699 10136161 10207350 -2777 10136232 10207187 -2848
Chr9 Normal NT_039478.1 AGGTCACCCTGCCCA 40055 Col7a1 42831 73966 -2776 42831 73966 -2776 42831 73603 -2776
Chr7 Normal NT_039407.1 GGGTCACGATGAGCA 828584 LOC232972 831360 836501 -2776 831360 836501 -2776 832259 836402 -3675
Chr9 Complement NT_039474.1 GTGTCATAGTGACCA 3751160 Scamp5 3748424 3721830 -2736 3748387 3724148 -2773 3732352 3724172 -18808
ChrX Complement NT_039706.1 GGGTCAAAGTTACCT 5432790 LOC245453 5430019 5421995 -2771 5430019 5421995 -2771 5430019 5421995 -2771
Chr4 Normal NT_039262.1 TGGTCATACAGACCC 26353185 LOC242516 26355955 26500419 -2770 26355955 26500419 -2770 26355955 26500419 -2770
Chr1 Complement NT_039183.1 GGGTCAAAGTGTCCA 2771666 LOC278817 2768896 2683000 -2770 2768896 2683000 -2770 2768896 2683000 -2770
Chr7 Complement NT_039388.1 AGATCACATTGACCT 159410 V3R1 156640 153545 -2770 156640 153545 -2770 154825 153923 -4585
Chr16 Normal NT_039624.1 GGGTCAAACTGCCCT 55768913 Esdn-pending 55771681 55831403 -2768 55771681 55829110 -2768 55771994 55829110 -3081
Chr13 Normal NT_039589.1 TGGTCACCCTGGCCT 14317821 Cryba4 14319878 14325861 -2057 14320588 14325853 -2767 14320601 14325715 -2780
Chr1 Complement NT_039174.1 AGGTCACCATGACCA 12964580 6330410P18Rik 12961814 12925985 -2766 12961814 12925985 -2766 12961687 12926989 -2893
Chr11 Complement NT_039520.1 GGGCCACACTGACCA 46321696 LOC193182 46318930 46317995 -2766 46318930 46317995 -2766 46318930 46317995 -2766
Chr9 Normal NT_039474.1 AGGTCGAGGCGACCC 10331064 LOC208011 10333829 10352731 -2765 10333829 10352731 -2765 10333829 10352731 -2765
ChrX Normal NT_039708.1 GTGTCAAACTGACCT 973166 9130012G04Rik 975074 983310 -1908 975930 983310 -2764 976170 982562 -3004
ChrX Normal NT_039745.1 GTGTCAAACTGACCT 892785 9130012G04Rik 894693 902929 -1908 895549 902929 -2764 895789 902181 -3004
Chr2 Complement NT_039209.1 GGGTCAGCATGCCCC 30481730 LOC329518 30478967 30477096 -2763 30478967 30477096 -2763 30477916 30477635 -3814
Chr12 Normal NT_039553.1 GGGACAGCCTGACCG 546379 LOC328150 549141 552142 -2762 549141 552142 -2762 551012 551368 -4633
Chr19 Normal NT_039684.1 TGGGCAAACTGACCC 225012 LOC329014 227774 230462 -2762 227774 230462 -2762 229887 230159 -4875
Chr2 Complement NT_039205.1 GGGTCATGCCGACCA 3295506 4933411C14Rik 3292746 3270754 -2760 3292746 3270754 -2760 3271569 3270952 -23937
Chr4 Complement NT_039264.1 GGATCAAGTTGACCA 21609804 LOC236251 21607044 21598995 -2760 21607044 21598995 -2760 21607020 21599240 -2784
Chr11 Normal NT_039520.1 AGGTCAGCCTGCCCG 46122147 4732452J19Rik 46088095 46160546 34052 46124905 46160546 -2758 46152164 46159207 -30017
Chr15 Normal NT_039621.1 TGGCCAGCATGACCT 28546660 LOC328546 28549417 28553433 -2757 28549417 28553433 -2757 28549655 28549936 -2995
Chr9 Normal NT_039472.1 AGGTCAGGCTGACCA 13667028 D730042P09Rik 13669741 13677394 -2713 13669784 13677394 -2756 13670076 13677266 -3048
Chr7 Complement NT_039433.1 TGGTCACCTTGACCT 12894184 LOC330639 12891428 12878617 -2756 12891428 12878617 -2756 12891428 12878617 -2756
Chr10 Complement NT_039500.1 GGGCCAGCATGACCG 29994245 Kcnmb4 29991494 29962578 -2751 29991494 29962578 -2751 29991438 29962948 -2807
Chr4 Complement NT_039263.1 AGGTCTTGGTGACCA 9829979 C130031J23 9827229 9765653 -2750 9827229 9765653 -2750 9795430 9766219 -34549
Chr4 Complement NT_039267.1 AGTTCAACTTGACCA 244255 LOC230882 241507 236334 -2748 241507 236334 -2748 241507 236334 -2748
Chr4 Complement NT_039262.1 GGGTCAACTTGACAA 20636218 LOC332904 20633470 20579102 -2748 20633470 20579102 -2748 20633470 20579102 -2748
Chr12 Complement NT_039539.1 TGGGCAATTTGACCT 13360483 LOC331805 13357736 13349931 -2747 13357736 13349931 -2747 13357736 13349931 -2747
Chr19 Normal NT_039685.1 GGGTCACTGTGCCCT 337457 Stx5a 339211 353410 -1754 340203 352837 -2746 340203 352837 -2746
Chr4 Complement NT_039262.1 TTGTCACATTGACCC 1297015 Kif12 1294270 1287775 -2745 1294270 1287775 -2745 1294144 1287971 -2871
Chr7 Normal NT_039436.1 CGGTCATCATGTCCC 707506 LOC270006 710249 710783 -2743 710249 710783 -2743 710270 710584 -2764
Chr15 Normal NT_039620.1 TGGTCATAGTGAACT 2383991 Spag1 2386734 2442976 -2743 2386734 2442976 -2743 2389064 2442264 -5073
Chr1 Complement NT_039185.1 AAGTCACCCTGACCC 15060075 Fcgr3 15057333 15051620 -2742 15057333 15051620 -2742 15057270 15051620 -2805
Chr4 Normal NT_039264.1 TGGGCAGCCTGACCT 16610514 LOC332933 16613256 16653581 -2742 16613256 16653581 -2742 16613256 16653581 -2742
Chr11 Normal NT_039521.1 AGGTCAGCCTGATCT 8695822 LOC328005 8698562 8701324 -2740 8698562 8701324 -2740 8701030 8701317 -5208
Chr2 Normal NT_039209.1 CGGTCACTCTCACCT 27097405 Dusp2 27100064 27121556 -2659 27100143 27100810 -2738 27100143 27100810 -2738
Chr17 Normal NT_039661.1 AGGTCACGGAGACCA 431646 LOC333723 434383 435892 -2737 434383 435892 -2737 434845 435180 -3199
Chr4 Normal NT_039260.1 AGGTCACTGTGACTT 539693 AI840675 537113 562961 2580 542429 562961 -2736 557635 562259 -17942
Chr18 Complement NT_039674.1 TGGTAAGAATGACCT 68073742 LOC225699 68071006 68070093 -2736 68071006 68070093 -2736 68070442 68070146 -3300
Chr8 Normal NT_039467.1 CAGTCAAAATGACCC 11477662 LOC330813 11480397 11494243 -2735 11480397 11494243 -2735 11480492 11494173 -2830
Chr10 Complement NT_039501.1 GGGTCATGCGGACCG 506231 1810038L18Rik 503497 502052 -2734 503497 502052 -2734 502425 502132 -3806
Chr11 Complement NT_039520.1 AGGTCAGCCTGGCCT 33875733 Serpinf2 33873116 33865261 -2617 33873000 33865261 -2733 33871979 33865928 -3754
Chr8 Normal NT_039467.1 AGGTCATGTTAACCA 37877678 B230354B21Rik 37880409 37891069 -2731 37880409 37891069 -2731 37884425 37891064 -6747
Chr1 Normal NT_039185.1 AAGTCACCCTGACCA 246580 LOC271634 249310 253317 -2730 249310 253317 -2730 249310 253317 -2730
Chr9 Normal NT_039477.1 GAGTCAAGGTGACCC 1418536 Ky 1400144 1461194 18392 1421265 1461194 -2729 1421270 1457924 -2734
Chr2 Normal NT_039205.1 AGCTCATCATGACCT 5360949 Col5a1 5363417 5707454 -2468 5363677 5514516 -2728 5363808 5514008 -2859
Chr2 Complement NT_039209.1 AGCTCAAGCTGACCA 48255280 LOC241709 48252554 48235940 -2726 48252554 48235940 -2726 48252554 48235940 -2726
Chr4 Normal NT_039259.1 GGGTCAGCCTGAACT 1361714 LOC212377 1364438 1458981 -2724 1364438 1458981 -2724 1364443 1458681 -2729
Chr5 Normal NT_039308.1 AGGTCAGCCTGGCCT 9994165 4930525N13Rik 9996046 10133233 -1881 9996888 10115676 -2723 10112194 10114773 -118029
Chr17 Normal NT_039658.1 AGGGCGTGGTGACCC 13814500 A530057M15Rik 13817223 13818684 -2723 13817223 13818684 -2723 13818134 13818433 -3634
Chr1 Normal NT_039170.1 GGGTAGGCGTGACCT 15546039 Mrpl30 15548693 15556735 -2654 15548762 15556544 -2723 15552174 15556473 -6135
Chr7 Complement NT_039420.1 GGGTCAGGCTGGCCC 1142391 LOC233196 1139669 1120850 -2722 1139669 1120850 -2722 1139669 1120850 -2722
Chr2 Complement NT_039207.1 GAGTCATCATGACCC 10315249 LOC332612 10312527 10297753 -2722 10312527 10297753 -2722 10312527 10297753 -2722
Chr9 Normal NT_039480.1 GGGTCAAGCTGCCCA 2060437 C730036H08 2063158 2084792 -2721 2063158 2084792 -2721 2063583 2084351 -3146
Chr6 Complement NT_039353.1 AGGTCAGCCTGGCCT 22997766 0610040F04Rik 23032507 22947620 34741 22995046 22947620 -2720 22948421 22948110 -49345
Chr7 Complement NT_039436.1 TGGTCACAATCACCT 2428504 Bm88-pending 2425926 2422870 -2578 2425784 2422870 -2720 2424340 2423891 -4164



Chr17 Complement NT_039649.1 TGGTCATGCTGGCCT 2352665 LOC207253 2349945 2346671 -2720 2349945 2346671 -2720 2349945 2346671 -2720
Chr13 Normal NT_039575.1 GGGTCTAACTGACCT 1523600 LOC238501 1526319 1759061 -2719 1526319 1759061 -2719 1526319 1759061 -2719
Chr18 Complement NT_039674.1 GGGTCAAGTTGACAC 59035809 LOC328968 59033090 59018528 -2719 59033090 59018528 -2719 59019622 59019212 -16187
Chr2 Normal NT_039208.1 AGGTCAGTCTGATCA 29469248 LOC329472 29471967 30508608 -2719 29471967 29670791 -2719 29471967 29670791 -2719
Chr4 Normal NT_039268.1 GGGTCATCTTCACCA 3616234 LOC330001 3618953 3620825 -2719 3618953 3620825 -2719 3619054 3620523 -2820
Chr1 Normal NT_039173.1 AGATCACCCTGACCA 658593 C330001H22Rik 661311 663210 -2718 661311 663210 -2718 662131 662418 -3538
Chr8 Normal NT_039467.1 TGGTCATTTTGAACC 32118995 1700013O04Rik 32121712 32130236 -2717 32121712 32130231 -2717 32121830 32130117 -2835
Chr7 Normal NT_039429.1 AGGTCACATTTACCA 21538453 LOC269969 21541170 21544208 -2717 21541170 21544208 -2717 21542747 21543697 -4294
Chr9 Complement NT_039472.1 AGGTCAGTGTGACAC 8620992 Epor 8618277 8613994 -2715 8618277 8613994 -2715 8618250 8614051 -2742
Chr18 Normal NT_039674.1 GTGTCACAGTGACCT 34232092 Pcdha@ 34204652 34462024 27440 34234807 34462024 -2715 34204652 34459623 27440
Chr8 Complement NT_039462.1 TGGTCAACTTGATCC 2298918 LOC234345 2296204 2261003 -2714 2296204 2261003 -2714 2296204 2261003 -2714
Chr10 Complement NT_039496.1 AGATCACGCTGACCT 6615979 Ap3d 6613345 6578031 -2634 6613266 6578031 -2713 6613046 6578941 -2933
Chr9 Normal NT_039482.1 TGGTCTGTTTGACCT 7378494 LOC331040 7381206 7383687 -2712 7381206 7383687 -2712 0 0 7378494
Chr10 Normal NT_039494.1 TGGTCATAGTGACCC 10885806 LOC215190 10888517 10979443 -2711 10888517 10979443 -2711 10888517 10979443 -2711
Chr9 Normal NT_039473.1 GGGACGGTCTGACCT 3131274 LOC235307 3133985 3143625 -2711 3133985 3143625 -2711 3133985 3143625 -2711
Chr16 Normal NT_039625.1 GGGTCGCCCTGAGCC 25267549 LOC332202 25270259 25294129 -2710 25270259 25294129 -2710 25270259 25294129 -2710
Chr11 Normal NT_039521.1 TGGTCACTGAGACCC 12278186 Stat5a 12280591 12306408 -2405 12280896 12306396 -2710 12282578 12305236 -4392
Chr16 Normal NT_039624.1 ATGTCACAATGACCA 47658917 LOC332183 47661624 47732846 -2707 47661624 47732846 -2707 47661703 47732846 -2786
Chr11 Normal NT_039520.1 GGGTCACAGTGACAC 16857896 LOC276878 16860602 16861535 -2706 16860602 16861535 -2706 16861368 16861469 -3472
Chr1 Complement NT_039170.1 AGGTCATTATGACTG 49017661 Bard1 49014956 48941948 -2705 49014956 48941948 -2705 49014845 48942100 -2816
Chr8 Normal NT_039462.1 AGGTAGAGTTGACCT 5876899 Mapa-pending 5878884 5882890 -1985 5879602 5882703 -2703 5879611 5882703 -2712
Chr1 Complement NT_039185.1 AGGTCCTTGTGACCT 16051620 Nhlh1 16048917 16043659 -2703 16048917 16043659 -2703 16045663 16045262 -5957
Chr5 Complement NT_039314.1 GGGTGACCTTGACCT 1764758 A730011F23Rik 1762056 1758044 -2702 1762056 1758044 -2702 1761044 1760661 -3714
Chr7 Normal NT_039437.1 AGGACACATTGACCT 1315685 Cd81 1318333 1333259 -2648 1318386 1333259 -2701 1318592 1332812 -2907
Chr9 Complement NT_039477.1 GGGTCATTCTCACCC 6286578 Dock3 6283877 5945124 -2701 6283877 5947398 -2701 6283526 5947421 -3052
Chr13 Complement NT_039580.1 TGGTCAGTATGAACC 4703901 LOC328237 4701202 4638908 -2699 4701202 4638908 -2699 4701202 4638908 -2699
Chr3 Normal NT_039242.1 GAGTCACAATGACCT 15037516 2210401K11Rik 15040187 15055491 -2671 15040210 15055491 -2694 15040219 15053810 -2703
Chr4 Complement NT_039266.1 GGGTGACCTTGACCT 3899848 Extl1 3909226 3881750 9378 3897155 3881750 -2693 3897094 3883024 -2754
Chr7 Complement NT_039429.1 CGCTCATGCTGACCC 15991232 LOC272411 15988540 15981425 -2692 15988540 15981425 -2692 15983758 15982583 -7474
Chr13 Complement NT_039590.1 AGGTTATCATGACCA 13250448 D13Bwg1146e 13247762 13142594 -2686 13247762 13142594 -2686 13247664 13145457 -2784
Chr11 Complement NT_039521.1 GGGTCATGGTTACCC 20642007 LOC194985 20639321 20587426 -2686 20639321 20587426 -2686 20639321 20587426 -2686
Chr2 Complement NT_039205.1 AGCTCAGGATGACCT 10332811 Stxbp1 10330238 10270608 -2573 10330127 10270963 -2684 10330092 10272556 -2719
Chr2 Normal NT_039209.1 AGTTCGCCGTGACCT 4765541 Wt1 4768225 5021352 -2684 4768225 4815332 -2684 4768697 4814064 -3156
Chr21 Normal NT_039761.1 AGTTCACCCTGACCC 139445 LOC333924 142126 156030 -2681 142126 156030 -2681 142126 156030 -2681
Chr10 Complement NT_039496.1 GGGTAGGGGTGACCC 6279670 0710008D09Rik 6276990 6273071 -2680 6276990 6273159 -2680 6276905 6274326 -2765
Chr17 Normal NT_039657.1 AGGTCAGTCTGAGCT 750670 Vav1 753350 801348 -2680 753350 801099 -2680 753363 801099 -2693
Chr6 Normal NT_039359.1 TGGTCAGTTTGACCT 865349 LOC330432 868026 869683 -2677 868026 869683 -2677 868060 868482 -2711
Chr6 Complement NT_039355.1 AGGTCACTGTGACTA 10293243 A230084J22 10290654 10275390 -2589 10290567 10275390 -2676 10283970 10277311 -9273
Chr16 Normal NT_039624.1 CAGTCAGGGTGACCC 13731389 LOC328636 13734038 13735142 -2649 13734064 13735142 -2675 13734433 13734960 -3044
Chr12 Normal NT_039551.1 AGGTCATGGTGAGCA 29236818 Pte2a-pending 29238195 29245067 -1377 29239493 29245067 -2675 29239493 29245067 -2675
Chr4 Complement NT_039262.1 AGGTCAGGTTGCCCT 26897260 LOC329880 26894588 26889644 -2672 26894588 26889644 -2672 26894539 26889833 -2721
Chr17 Normal NT_039650.1 AGGCCACTTTGACCA 1320357 Trim26 1323029 1391629 -2672 1323029 1391608 -2672 1382873 1391418 -62516
Chr11 Complement NT_039515.1 TGGTTATTCTGACCT 28153480 2510006C20Rik 28150812 28141202 -2668 28150812 28141202 -2668 28150724 28141859 -2756
Chr8 Complement NT_039469.1 AGGTCACAGTTACCC 48277 LOC333808 45611 42986 -2666 45611 42986 -2666 43692 43363 -4585
Chr8 Complement NT_039459.1 AGGTCACAGTTACCC 1318204 LOC330748 1315539 1312914 -2665 1315539 1312914 -2665 1313620 1313291 -4584
Chr8 Normal NT_039467.1 GGGTCAGGTTGACAC 52417512 Cog2 52420140 52451439 -2628 52420175 52451439 -2663 52420228 52450926 -2716
Chr4 Complement NT_039265.1 AGGTCAATCTGAGCT 717431 LOC230714 714769 536586 -2662 714769 536586 -2662 714756 536586 -2675
Chr9 Normal NT_039471.1 GGGTGATTGTGACCT 2378667 LOC333357 2381329 2417332 -2662 2381329 2417332 -2662 2381329 2417332 -2662
Chr3 Complement NT_039230.1 AGGTCAAGCAGACCA 1867702 LOC242012 1865041 1853711 -2661 1865041 1853711 -2661 1865041 1853711 -2661
Chr10 Normal NT_039496.1 GGGTTACTGTGACCA 5710894 Ptbp1 5713490 5723646 -2596 5713555 5723646 -2661 5713589 5722148 -2695
Chr17 Normal NT_039661.1 AGGCCACTTTGACCA 662580 Trim26 665241 730427 -2661 665241 730406 -2661 721743 730216 -59163
Chr9 Complement NT_039472.1 AGGTCTGAATGACCA 7751047 1300006N24Rik 7748388 7718271 -2659 7748388 7718271 -2659 7748366 7731304 -2681
ChrX Complement NT_039708.1 GGGCCATCTTGACCC 977554 2310005K03Rik 975495 966380 -2059 974898 966380 -2656 970392 966731 -7162
ChrX Complement NT_039745.1 GGGCCATCTTGACCC 897173 2310005K03Rik 895114 885972 -2059 894517 885972 -2656 890004 886323 -7169
Chr12 Complement NT_039539.1 GGGTTAGGGTGACCT 5442084 6330417G02Rik 5439428 5390910 -2656 5439428 5390910 -2656 5439428 5390910 -2656
Chr7 Normal NT_039433.1 TGGACATTATGACCT 1573604 LOC233690 1576257 1577111 -2653 1576257 1577111 -2653 1576257 1577111 -2653
Chr4 Complement NT_039267.1 GGGTCAAAATGCCCC 274690 4930569K13Rik 272038 255248 -2652 272038 255248 -2652 259546 256178 -15144
ChrX Normal NT_039726.1 AGCTCAGGCTGACCT 2857403 LOC270672 2860055 2981381 -2652 2860055 2981381 -2652 2862195 2981035 -4792
Chr11 Normal NT_039521.1 GGCTCAAAGTGACCA 32169982 MGC30595 32172584 32179784 -2602 32172632 32179784 -2650 32172968 32179473 -2986
Chr8 Normal NT_039467.1 AGGTCACACTGACAG 42290825 Wwox 42293474 42566117 -2649 42293474 42566117 -2649 42293545 42566117 -2720
Chr5 Complement NT_039300.1 AGGTCAATATGAACT 1561970 1700081O22Rik 1559322 1553523 -2648 1559322 1553691 -2648 1559251 1554841 -2719
Chr16 Complement NT_039624.1 AGGTCTGCATGACCA 61892341 Ckt2 61889693 61798426 -2648 61889693 61798426 -2648 61889693 61798426 -2648
Chr6 Complement NT_039361.1 GGGTCATGGTGACAC 728736 LOC333175 726088 717040 -2648 726088 717040 -2648 726088 717040 -2648
Chr7 Normal NT_039400.1 AGGTCAGCCTGAACT 364776 Dm9 365959 372205 -1183 367423 372205 -2647 369793 371753 -5017
Chr13 Complement NT_039580.1 GGGTCGGAATGATCT 990029 Tcfap2a 991854 968458 1825 987383 969684 -2646 987316 969898 -2713
ChrX Normal NT_039698.1 TGGTGACTATGACCT 772552 Cacna1f 775197 803286 -2645 775197 803286 -2645 775239 803212 -2687
Chr9 Complement NT_039480.1 TGGTCACCAGGACCT 66544 LOC235612 137037 46489 70493 63900 46489 -2644 63893 51241 -2651
Chr9 Complement NT_039474.1 GGGTCAATTTGGCCA 11826914 LOC330963 11824271 11810084 -2643 11824271 11810084 -2643 11810452 11810174 -16462
Chr7 Normal NT_039433.1 TGATCAGCATGACCT 21258769 G630024C07Rik 21261409 21271679 -2640 21261409 21271679 -2640 21261871 21271495 -3102
Chr4 Complement NT_039264.1 AGGTGGCTTTGACCT 16969642 BC034099 16967191 16965588 -2451 16967006 16965588 -2636 16966945 16965830 -2697
Chr7 Normal NT_039433.1 AGGTCAACTCGACAC 21462388 LOC330656 21465024 21477617 -2636 21465024 21477617 -2636 21477324 21477599 -14936
Chr10 Complement NT_039502.1 AGGTGGAACTGACCT 6418196 Rps26 6416067 6413857 -2129 6415561 6413857 -2635 6415561 6413921 -2635
Chr6 Normal NT_039355.1 AGGTTATATTGACCA 6502910 LOC212431 6505544 6513573 -2634 6505544 6513573 -2634 6509054 6509401 -6144
Chr5 Normal NT_039314.1 AGGCCAGGCTGACCT 5958480 LOC269715 5961114 5967752 -2634 5961114 5967752 -2634 5961114 5967752 -2634
Chr8 Complement NT_039455.1 CTGTCATGGTGACCC 164176 4930572L20Rik 163534 149955 -642 161544 158956 -2632 161499 159306 -2677
Chr4 Normal NT_039264.1 AGGTCATTCAGACCA 15385130 LOC230639 15387761 15400234 -2631 15387761 15400234 -2631 15387761 15400234 -2631
Chr2 Normal NT_039209.1 AGGTCAAACTGACTA 42373592 LOC329527 42376221 42383005 -2629 42376221 42376659 -2629 42376221 42376659 -2629
Chr17 Complement NT_039655.1 TGGTCACATTCACCT 12204469 LOC328839 12201841 12192651 -2628 12201841 12192651 -2628 12198346 12198002 -6123
Chr9 Normal NT_039482.1 AGGTCAGGCTGACCT 9690190 Ccr9 9604142 9709741 86048 9692817 9708551 -2627 9699621 9708140 -9431
Chr2 Normal NT_039209.1 AGGTCAAATTGACAT 18499005 AA238765 18501631 18540150 -2626 18501631 18507021 -2626 18506597 18506965 -7592
Chr15 Normal NT_039617.1 AGGTCACATTTACCT 849219 Oxct 851504 981006 -2285 851845 979628 -2626 851893 979434 -2674
Chr2 Complement NT_039210.1 AGGTCAGGGTGATCT 5874483 Rbl1 5871858 5813237 -2625 5871858 5813237 -2625 5871794 5814845 -2689
Chr10 Normal NT_039495.1 AGGTCCTACTGACCC 2927737 1700021K02Rik 2930357 2944157 -2620 2930357 2936381 -2620 2930385 2936144 -2648
Chr6 Normal NT_039341.1 TGGTCAACATGAGCT 7909306 LOC272339 7911924 7921795 -2618 7911924 7921795 -2618 7911924 7921795 -2618
Chr8 Normal NT_039467.1 ATGTCAAGATGACCA 17951596 LOC333324 17954214 18010178 -2618 17954214 18010178 -2618 17954214 18010178 -2618
Chr8 Complement NT_039467.1 TGCTCAGACTGACCC 11718751 MGC27560 11716305 11701209 -2446 11716133 11701209 -2618 11708847 11701617 -9904
Chr7 Complement NT_039451.1 AGGTCAATGTGTCCT 147165 Cd81 144601 129421 -2564 144548 129421 -2617 144342 129970 -2823
Chr12 Complement NT_039553.1 GGGTCAGAGTTACCT 850020 AI428889 847405 843912 -2615 847405 843912 -2615 845541 845230 -4479
Chr3 Normal NT_039227.1 AGGTCATTCTGAGCT 3507620 LOC207783 3510233 3529968 -2613 3510233 3529968 -2613 3510233 3529968 -2613
Chr6 Complement NT_039343.1 GGGTAGGTCTGACCT 20985651 LOC243453 20983039 20982468 -2612 20983039 20982468 -2612 20983039 20982468 -2612
Chr3 Normal NT_039234.1 GGGTCACACTGAACG 1485647 Ptx3 1488183 1494100 -2536 1488259 1494100 -2612 1488358 1493501 -2711
Chr21 Normal NT_039756.1 AGTTCACCCTGACCC 28041 LOC195809 30652 52201 -2611 30652 52201 -2611 30652 52201 -2611
Chr11 Normal NT_039520.1 GGGTCCAACTGACCT 27960342 Sox15 27962629 27964307 -2287 27962953 27964201 -2611 27962953 27964201 -2611
ChrX Complement NT_039708.1 GGCTCAGATTGACCA 977508 2310005K03Rik 975495 966380 -2013 974898 966380 -2610 970392 966731 -7116
ChrX Complement NT_039745.1 GGCTCAGATTGACCA 897127 2310005K03Rik 895114 885972 -2013 894517 885972 -2610 890004 886323 -7123



Chr15 Normal NT_039621.1 AGGTCAGAAAGACCC 55353355 LOC328593 55355964 55358445 -2609 55355964 55358445 -2609 55356559 55356861 -3204
ChrX Normal NT_039713.1 AGGTCAGTGTGATCC 10205870 Chm 10208478 10352547 -2608 10208478 10352547 -2608 10208504 10350549 -2634
Chr10 Complement NT_039491.1 AGGTGGGATTGACCC 6927943 LOC237284 6925335 6906265 -2608 6925335 6906265 -2608 6925335 6906265 -2608
Chr16 Complement NT_039624.1 GGTTCAGTATGACCA 34878226 LOC271371 34875619 34855012 -2607 34875619 34855012 -2607 34875619 34855012 -2607
Chr14 Normal NT_039599.1 GGGTCACCCTGGCCC 6689950 LOC332004 6692557 6700080 -2607 6692557 6700080 -2607 6692557 6700080 -2607
Chr6 Normal NT_039355.1 GGGTCAAGGCGACAT 8858924 AA407306 8861530 8881393 -2606 8861530 8881389 -2606 8879529 8880776 -20605
Chr3 Complement NT_039242.1 GGGTCGCTGTGAGCT 2957980 LOC242244 2955375 2866156 -2605 2955375 2866156 -2605 2955375 2866156 -2605
Chr1 Complement NT_039167.1 AGGTAAAACTGACCA 12035908 LOC277328 12033303 11987089 -2605 12033303 11987089 -2605 12033276 11987947 -2632
Chr15 Complement NT_039621.1 ATGTCAACCTGACCC 54846690 Yaf2 54844099 54792253 -2591 54844087 54792643 -2603 54844087 54793752 -2603
Chr4 Complement NT_039266.1 GGGGCAGCTTGACCT 12740850 5830426C09Rik 12738248 12734608 -2602 12738248 12734608 -2602 12736113 12735799 -4737
Chr4 Complement NT_039268.1 TGGTCAAAATGACTC 1658318 Cort 1655819 1654092 -2499 1655718 1654249 -2600 1655702 1654320 -2616
Chr7 Normal NT_039433.1 AGATCAAGTTGACCT 20988317 D7Bwg0575e 20990813 20995020 -2496 20990917 20995020 -2600 20991284 20994200 -2967
Chr3 Complement NT_039227.1 TGGTCACTTTGACTT 5270853 LOC229127 5268253 5119823 -2600 5268253 5119823 -2600 5268253 5119823 -2600
Chr13 Normal NT_039590.1 GTGTCAGACTGACCA 17851142 LOC331971 17853742 17873877 -2600 17853742 17873877 -2600 17853742 17873877 -2600
Chr4 Normal NT_039264.1 AGGTCTGACTGACCC 8096776 A930031E15Rik 8099370 8144564 -2594 8099370 8144564 -2594 8099612 8143485 -2836
Chr1 Complement NT_039170.1 TTGTCATATTGACCT 7057232 LOC226950 7054638 7053233 -2594 7054638 7053233 -2594 7054622 7053309 -2610
Chr3 Normal NT_039234.1 CGGTCAACTTGACCT 25248791 Muc1 25251383 25255700 -2592 25251383 25255700 -2592 25251451 25255429 -2660
Chr7 Complement NT_039429.1 CGGTCACAGTGGCCT 19941316 4930544L10Rik 19938725 19885428 -2591 19938725 19886444 -2591 19938454 19886655 -2862
Chr2 Normal NT_039205.1 TGGTCAGGGTGACTT 7605787 BC025586 7608255 7636108 -2468 7608377 7626522 -2590 7608399 7624274 -2612
Chr13 Normal NT_039590.1 AGGTCATAGGGACCC 18814377 LOC238876 18816962 18858406 -2585 18816962 18858406 -2585 18816962 18858406 -2585
Chr9 Complement NT_039477.1 TGGTCAGACTGTCCC 7249042 LOC270196 7246555 7153694 -2487 7246457 7157982 -2585 7246457 7166751 -2585
Chr3 Complement NT_039241.1 TGGTCACACTGACCA 472726 9530006G20Rik 470143 467223 -2583 470143 467223 -2583 468317 467892 -4409
Chr5 Normal NT_039300.1 AGGTCAGATTGTCCC 3812129 Dnajb6 3814082 3865367 -1953 3814711 3845994 -2582 3827277 3845336 -15148
Chr13 Complement NT_039580.1 GGGTCAAGTTGACAT 10336543 LOC331934 10333961 10316601 -2582 10333961 10316601 -2582 10333961 10316601 -2582
Chr2 Normal NT_039210.1 GGGTCAGTGTGACCA 9418670 Plcg1 9421252 9579230 -2582 9421252 9436722 -2582 9421332 9435574 -2662
Chr7 Complement NT_039400.1 AGGTCAGGCTGAGCG 1150388 LOC330483 1147835 1143696 -2553 1147807 1143697 -2581 1147766 1143901 -2622
Chr13 Complement NT_039580.1 GGGTCAAGTTGACAT 10264128 LOC238635 10261548 10199448 -2580 10261548 10199448 -2580 10261548 10199448 -2580
Chr11 Normal NT_039520.1 TGGTCAACCTGACTT 35110820 LOC237858 35113398 35132185 -2578 35113398 35132185 -2578 35113685 35129761 -2865
Chr3 Complement NT_039240.1 TGGTCAGCATAACCC 6281142 Ptbp2 6278687 6214058 -2455 6278564 6214509 -2578 6278515 6215842 -2627
Chr17 Normal NT_039663.1 TGGTCGAAATGACCC 144368 LOC195357 146944 167713 -2576 146944 167713 -2576 146944 167713 -2576
Chr5 Complement NT_039305.1 GGGTCATGATGGCCA 26799002 LOC243023 26796426 26686927 -2576 26796426 26686927 -2576 26796426 26686927 -2576
Chr18 Complement NT_039674.1 CGGACAGACTGACCC 58402768 Cdx1 58400622 58383166 -2146 58400196 58384028 -2572 58400196 58384030 -2572
Chr11 Complement NT_039521.1 AGGTCATGCTGTCCT 31559953 2410002I01Rik 31557384 31549190 -2569 31557384 31549190 -2569 31557332 31550180 -2621
Chr9 Normal NT_039472.1 GGGTCAAAATGCCCC 7293335 Pin1 7295901 7310257 -2566 7295901 7307384 -2566 7295930 7306955 -2595
Chr6 Complement NT_039343.1 GGGCCAGTGTGACCC 10895753 AI462012 10893249 10800760 -2504 10893188 10802207 -2565 10893040 10804255 -2713
Chr5 Complement NT_039303.1 CTGTCAGCCTGACCC 681430 Evc 678872 641198 -2558 678867 641198 -2563 678799 642406 -2631
Chr9 Normal NT_039472.1 AGGTCAGCATGAACT 8065457 Tgut-pending 8068017 8078702 -2560 8068017 8078630 -2560 8068017 8078630 -2560
Chr7 Complement NT_039433.1 ATGTCATTGTGACCT 13037096 2310037I18Rik 13034537 13017728 -2559 13034537 13017728 -2559 13032513 13017965 -4583
Chr9 Normal NT_039480.1 AGGTCAAGCTGGCCA 4016383 LOC245044 4018942 4046958 -2559 4018942 4046958 -2559 4018942 4046958 -2559
Chr1 Normal NT_039189.1 AGATCAGGCTGACCT 8660563 Slc30a1 8663122 8666078 -2559 8663122 8666078 -2559 8663269 8666017 -2706
Chr9 Normal NT_039471.1 AGGTCAAATTTACCT 8728286 LOC210240 8730844 8898257 -2558 8730844 8898257 -2558 8730844 8898257 -2558
Chr1 Complement NT_039185.1 TGGTCAGCATGGCCT 15059887 Fcgr3 15057333 15051620 -2554 15057333 15051620 -2554 15057270 15051620 -2617
Chr10 Normal NT_039500.1 AGGTCAGTGTCACCC 1829056 Sycp3 1831610 1845382 -2554 1831610 1845382 -2554 1831689 1845105 -2633
Chr17 Complement NT_039658.1 AGGTCAGCATGACCT 7864923 0610016J10Rik 7862372 7820766 -2551 7862372 7820807 -2551 7859159 7829389 -5764
Chr9 Normal NT_039472.1 GGGTCATGTTGCCCA 7139190 5330440G10Rik 7141741 7143034 -2551 7141741 7143034 -2551 7142140 7142418 -2950
Chr11 Normal NT_039520.1 AGGTCACTGCGACTT 46014674 Mtmr4 46017173 46041304 -2499 46017225 46041304 -2551 46018439 46039261 -3765
Chr11 Normal NT_039515.1 AGGTGAAAATGACCT 6689360 AI956815 6691910 6760399 -2550 6691910 6760399 -2550 6704723 6759517 -15363
Chr5 Complement NT_039303.1 TGGTCAGCTTTACCT 681417 Evc 678872 641198 -2545 678867 641198 -2550 678799 642406 -2618
Chr15 Normal NT_039621.1 TGGTCAGGATAACCC 22887923 LOC239483 22890472 22912706 -2549 22890472 22912706 -2549 22890472 22912706 -2549
Chr11 Normal NT_039521.1 CGGTCACCTTGAGCC 13688679 Asb16 13691227 13700562 -2548 13691227 13700498 -2548 13691227 13700498 -2548
Chr4 Normal NT_039290.1 AGGTCATCCTCACCT 52588 LOC230664 55134 58514 -2546 55134 58514 -2546 55134 58514 -2546
Chr2 Complement NT_039210.1 AAGTCATGCTGACCT 15177990 LOC329560 15175444 15174949 -2546 15175444 15174949 -2546 15175444 15174949 -2546
Chr12 Normal NT_039548.1 AAGTCACCATGACCA 2071029 Tyki 2073272 2083944 -2243 2073575 2082238 -2546 2073575 2082238 -2546
Chr10 Normal NT_039514.1 AGGTCACGCTGGCCA 126848 LOC333839 129393 148590 -2545 129393 148590 -2545 129393 148590 -2545
Chr7 Normal NT_039388.1 AGGTCTATTTGACCC 815098 MOR103-7 817643 818587 -2545 817643 818587 -2545 817643 818587 -2545
Chr10 Complement NT_039500.1 ATGTCGGGGTGACCC 4253282 LOC270767 4250738 4240933 -2544 4250738 4240933 -2544 4250738 4240933 -2544
Chr17 Normal NT_039650.1 GGGCCACCATGACCA 702348 LOC277914 704892 707315 -2544 704892 707315 -2544 705267 705518 -2919
Chr15 Normal NT_039621.1 AGGTCATGCTGGCCT 40763461 Maff 40755627 40768080 7834 40766004 40766861 -2543 40766004 40766861 -2543
Chr3 Complement NT_039242.1 AGGTCTCTGTGACCT 15829121 LOC215231 15826580 15785188 -2541 15826580 15785188 -2541 15826580 15785188 -2541
Chr3 Complement NT_039238.1 AGGTCAAGGTGTCCA 1846719 Vps45 1844178 1785556 -2541 1844178 1785595 -2541 1843497 1785610 -3222
Chr14 Complement NT_039606.1 TGGTCATTTTGACCT 5772103 LOC239122 5769563 5742644 -2540 5769563 5742644 -2540 5769563 5742644 -2540
Chr16 Complement NT_039624.1 CTGTCAAACTGACCT 28060222 Ppp1r2 28057735 28034009 -2487 28057682 28035690 -2540 28057428 28037145 -2794
Chr4 Complement NT_039268.1 AGGTCAATATGAACT 1669143 2610040C18Rik 1666638 1657405 -2505 1666606 1657405 -2537 1666579 1657829 -2564
Chr13 Normal NT_039578.1 AAGTCACCCTGACCC 10267861 Hist1h3f 10270398 10271034 -2537 10270398 10271034 -2537 10270434 10270844 -2573
ChrX Complement NT_039708.1 GGGTCACACTGACCA 130331 Trex2 127817 126179 -2514 127794 126179 -2537 127112 126402 -3219
ChrX Complement NT_039745.1 GGGTCACACTGACCA 57016 Trex2 54502 52864 -2514 54479 52864 -2537 53797 53087 -3219
Chr9 Complement NT_039473.1 AGGTGATGATGACCT 2368959 6330551K01Rik 2366423 1941432 -2536 2366423 1941432 -2536 2230770 1941849 -138189
Chr9 Normal NT_039482.1 TGGTCTGTTTGACCT 7378494 2310001H13Rik 7381029 7382388 -2535 7381029 7382388 -2535 7381264 7381770 -2770
Chr16 Normal NT_039624.1 AGGCCACACTGACCC 46645004 LOC208271 46647539 46697402 -2535 46647539 46697402 -2535 46647539 46697402 -2535
Chr6 Normal NT_039355.1 GGGTCAATATGATCA 6065761 LOC272294 6068295 6086040 -2534 6068295 6086040 -2534 6068295 6086040 -2534
ChrX Normal NT_039737.1 AGGTCAAAATGACTA 18262 LOC280118 20796 26219 -2534 20796 26219 -2534 21685 23034 -3423
Chr1 Complement NT_039185.1 AGGTCACATTAACCT 4345156 LOC329280 4342622 4340906 -2534 4342622 4340906 -2534 4342622 4341093 -2534
Chr1 Normal NT_039180.1 CGGTCATTTTGACCA 17613478 LOC332508 17616012 17631466 -2534 17616012 17631466 -2534 17616012 17631466 -2534
Chr2 Normal NT_039210.1 AGATCAGCCTGACCT 5525560 1110008F13Rik 5528093 5763820 -2533 5528093 5538524 -2533 5528269 5538049 -2709
Chr6 Normal NT_039370.1 AGGTAGCCATGACCT 11103 LOC232716 13636 14224 -2533 13636 14224 -2533 13636 14224 -2533
Chr15 Complement NT_039621.1 AGGTCAGGTTGGCCT 46179136 LOC328576 46176604 46170967 -2532 46176604 46170967 -2532 46171418 46171014 -7718
Chr19 Normal NT_039687.1 AGGTCAAAATAACCA 2915752 LOC207162 2918281 2919237 -2529 2918281 2919237 -2529 2918281 2919237 -2529
Chr3 Complement NT_039242.1 AGGCCATTTTGACCA 17979211 LOC332833 17976682 17946895 -2529 17976682 17946895 -2529 17976682 17946895 -2529
ChrX Normal NT_039708.1 AGGTCAGTCTGAACT 478176 Ssr4 480705 484467 -2529 480705 484465 -2529 480883 484401 -2707
ChrX Normal NT_039745.1 AGGTCAGTCTGAACT 402088 Ssr4 404617 408379 -2529 404617 408377 -2529 404795 408313 -2707
Chr11 Normal NT_039521.1 TAGTCAGATTGACCT 24254696 4933434M16Rik 24257222 24264512 -2526 24257222 24264512 -2526 24263665 24264033 -8969
Chr2 Normal NT_039209.1 AGGTCAAGCTGAGCA 51114470 LOC207448 51116996 51157213 -2526 51116996 51118173 -2526 51117588 51117899 -3118
Chr5 Complement NT_039305.1 TGGTCATGCTGTCCC 362933 LOC195712 360409 360041 -2524 360409 360041 -2524 360409 360041 -2524
Chr15 Normal NT_039621.1 AGGTCAAAGTGGCCC 54353890 LOC239620 54356414 54412704 -2524 54356414 54412704 -2524 54356414 54412704 -2524
Chr13 Complement NT_039590.1 GGGTCAGAATGACAA 4000494 4930527L09Rik 3997973 3974446 -2521 3997973 3974446 -2521 3995004 3974563 -5490
Chr17 Normal NT_039649.1 TTGTCACAGTGACCT 4048523 LOC224643 4051044 4065666 -2521 4051044 4065666 -2521 4051044 4065666 -2521
Chr11 Normal NT_039520.1 AGGACACGGTGACCC 4002821 LOC216704 4005341 4006257 -2520 4005341 4006254 -2520 4005545 4005865 -2724
Chr9 Normal NT_039474.1 AGCTCAAAATGACCA 150966 LOC270161 153486 154016 -2520 153486 154016 -2520 153541 153975 -2575
Chr2 Normal NT_039211.1 TGGTCATTCAGACCT 3995780 LOC329573 3998300 4039496 -2520 3998300 4004443 -2520 3998325 4004443 -2545
Chr3 Normal NT_039227.1 TGGTCAGAGTGTCCT 9144624 LOC208222 9147143 9325398 -2519 9147143 9325398 -2519 9147327 9325398 -2703
Chr3 Complement NT_039229.1 GGATCAAGTTGACCA 9009893 LOC229274 9007374 9002180 -2519 9007374 9002180 -2519 9007145 9006441 -2748
Chr10 Normal NT_039496.1 GGGTCATAGTGACTT 5560704 Bsg 5563222 5570832 -2518 5563222 5570832 -2518 5563382 5570421 -2678
Chr13 Complement NT_039589.1 AGGTCAGTTTGACAC 7789267 LOC238726 7786750 7669712 -2517 7786750 7669712 -2517 7786750 7669712 -2517
Chr7 Complement NT_039429.1 AAGTCACCCTGACCC 16152627 9530051K01Rik 16150112 16139502 -2515 16150112 16139502 -2515 16141947 16140883 -10680
Chr13 Normal NT_039578.1 AGGTTGTGGTGACCC 14621638 LOC195243 14624153 14692816 -2515 14624153 14692816 -2515 14624153 14692816 -2515



Chr6 Normal NT_039341.1 AGGTCACCCTGAGCA 3637464 Akr1b7 3639920 3650728 -2456 3639976 3650728 -2512 3639996 3650474 -2532
Chr18 Normal NT_039674.1 AGGTCAGCCTGATCT 34232295 Pcdha@ 34204652 34462024 27643 34234807 34462024 -2512 34204652 34459623 27643
Chr17 Complement NT_039655.1 GGATCAGACTGACCT 13430391 3300001M08Rik 13427880 13413357 -2511 13427880 13414628 -2511 13426420 13415168 -3971
Chr9 Complement NT_039474.1 AGGTCAGTGTGGCCA 3496727 LOC235410 3494216 3470969 -2511 3494216 3470969 -2511 3494216 3470969 -2511
Chr5 Complement NT_039305.1 AGCTCAAGATGACCC 26798935 LOC243023 26796426 26686927 -2509 26796426 26686927 -2509 26796426 26686927 -2509
Chr9 Complement NT_039473.1 AGGTCAGGCTGGCCA 3782060 1300006O23Rik 3779555 3769486 -2505 3779555 3772241 -2505 3779158 3772720 -2902
Chr2 Complement NT_039222.1 AAGTCACCCTGACCA 122163 BC025586 119780 101507 -2383 119658 101507 -2505 119636 103755 -2527
Chr7 Normal NT_039400.1 AGGTCACTGTCACCT 809859 2310015G09Rik 812359 813731 -2500 812359 813731 -2500 812509 813456 -2650
Chr5 Complement NT_039301.1 GGGTCCGGTTGACCA 866268 AW990386 863768 862436 -2500 863768 862436 -2500 863730 863077 -2538
Chr12 Complement NT_039551.1 AGGTCAGCATGACAG 1512457 LOC238186 1509957 1496232 -2500 1509957 1496232 -2500 1508891 1496232 -3566
Chr8 Normal NT_039467.1 AGGTCTCAACGACCC 37364052 LOC244646 37366552 37371141 -2500 37366552 37371141 -2500 37366738 37371141 -2686
Chr7 Complement NT_039429.1 AGGTCAATATGACAC 4609970 LOC269960 4607922 4605370 -2048 4607470 4605370 -2500 4607387 4606650 -2583
Chr7 Normal NT_039429.1 AGGTCATTATGATCT 16534244 Prkrir 16536744 16551433 -2500 16536744 16551315 -2500 16536764 16551303 -2520
Chr7 Normal NT_039433.1 AGATCAAGTTGACCT 20988317 D7Bwg0575e 20990813 20995020 -2496 20990813 20995019 -2496 20991284 20994200 -2967
Chr7 Complement NT_039420.1 TGGCCAATGTGACCT 3604864 Saa1 3602369 3600551 -2495 3602369 3600551 -2495 3602369 3600551 -2495
Chr16 Normal NT_039624.1 AGGTCACAATGAGCT 40623792 LOC207789 40626286 40647147 -2494 40626286 40647147 -2494 40626286 40647147 -2494
Chr17 Complement NT_039649.1 AGGTCAGCTTGAGCT 11343818 C2 11341376 11321880 -2442 11341325 11321880 -2493 11341273 11322131 -2545
Chr17 Complement NT_039662.1 AGGTCAGCTTGAGCT 1133316 C2 1130874 1111381 -2442 1130823 1111381 -2493 1130771 1111632 -2545
Chr8 Complement NT_039467.1 AGGTCACTGCGACTT 19315033 LOC244588 19312543 19311900 -2490 19312543 19311900 -2490 19312543 19311900 -2490
Chr11 Complement NT_039515.1 GGGTCAAGGTGTCCA 1626648 CaBP7 1624596 1615837 -2052 1624161 1615837 -2487 1624161 1615837 -2487
Chr11 Normal NT_039532.1 TGGACACCTTGACCC 132457 CaBP7 134893 142882 -2436 134944 142882 -2487 134944 142882 -2487
Chr11 Normal NT_039520.1 CGGGCAGTCTGACCT 36609805 0610030G03Rik 36611657 36614296 -1852 36612291 36614296 -2486 36612388 36613855 -2583
Chr6 Complement NT_039355.1 AGGCCAGCCTGACCT 4687222 4931417G12Rik 4684736 4680692 -2486 4684736 4680692 -2486 4681973 4681437 -5249
Chr5 Normal NT_039312.1 GGGTCATGCTGCCCT 5311650 2210413I17Rik 5314135 5330651 -2485 5314135 5330651 -2485 5315297 5329584 -3647
Chr9 Normal NT_039474.1 AGGTAAGAATGACCA 15229337 LOC330970 15231818 15233906 -2481 15231818 15233906 -2481 15233412 15233753 -4075
Chr11 Normal NT_039521.1 AGGTAGGCCTGACCC 31059873 4932417H02Rik 31062352 31357739 -2479 31062352 31357739 -2479 31062464 31355814 -2591
Chr8 Complement NT_039466.1 AGGTCAGTCCGAGCT 563852 Calr3 561374 541950 -2478 561374 542319 -2478 561279 542382 -2573
Chr11 Normal NT_039520.1 AGGTCAATGTGAACT 25170052 LOC216834 25172528 25186153 -2476 25172528 25186153 -2476 25172528 25186153 -2476
Chr4 Normal NT_039264.1 AGGTCATCCTCACCT 17288464 LOC230664 17290940 17294320 -2476 17290940 17294320 -2476 17290940 17294320 -2476
Chr9 Normal NT_039474.1 GGGTCACCACGACAT 19602835 LOC235476 19605311 19698406 -2476 19605311 19698406 -2476 19605311 19698406 -2476
Chr12 Normal NT_039553.1 GGGTCAGCTTGAGCT 7884610 Kns2 7887085 7937017 -2475 7887085 7937017 -2475 7902415 7936559 -17805
Chr14 Complement NT_039599.1 GGGGCATCTTGACCT 1002612 LOC218955 1000137 970667 -2475 1000137 970667 -2475 1000137 970667 -2475
Chr5 Complement NT_039312.1 AGATCAGGCTGACCT 1217413 Gltp-pending 1215044 1194609 -2369 1214939 1195610 -2474 1214939 1195610 -2474
Chr16 Complement NT_039624.1 AGGTCAGCCTGAGCA 10212272 Pla2g10 10209798 10194262 -2474 10209798 10194267 -2474 10209624 10194657 -2648
Chr12 Normal NT_039551.1 AGGTCAATCTGAACT 19138263 2700033G17Rik 19140736 19160637 -2473 19140736 19160637 -2473 19140809 19160144 -2546
ChrX Normal NT_039709.1 GGGTCAAGGTCACCA 2922059 LOC236871 2924532 2925807 -2473 2924532 2925807 -2473 2924637 2924957 -2578
Chr9 Complement NT_039480.1 AGGCCAGGCTGACCC 359193 LOC270199 356720 84884 -2473 356720 84884 -2473 355812 85039 -3381
Chr16 Normal NT_039624.1 GGATCAAGTTGACCA 11718219 LOC239727 11720691 11750660 -2472 11720691 11750660 -2472 11720691 11750660 -2472
Chr18 Complement NT_039674.1 AGGTCATTCTGCCCC 71516980 A330097D03Rik 71514541 71378019 -2439 71514512 71378019 -2468 71419964 71380242 -97016
Chr2 Complement NT_039209.1 AGGCCAGGCTGACCT 48557703 Napb 48555235 48517425 -2468 48555235 48517425 -2468 48555131 48520164 -2572
Chr13 Normal NT_039578.1 GGGTCAGACAGACCT 7443644 Aoah 7446111 7711605 -2467 7446111 7711055 -2467 7446392 7710690 -2748
Chr8 Complement NT_039467.1 AGGGCACTGTGACCA 32095070 Cklf 32092651 32080730 -2419 32092603 32080730 -2467 32092526 32081090 -2544
Chr3 Normal NT_039230.1 GGGTCAAGTTGATCA 11369952 LOC229352 11372418 11403902 -2466 11372418 11403902 -2466 11372418 11403902 -2466
Chr1 Normal NT_039173.1 GGGACATAATGACCA 7319505 1110014H17Rik 7321512 7331456 -2007 7321969 7331456 -2464 7326454 7330471 -6949
Chr19 Complement NT_039683.1 GGGTCATGCAGACCC 180558 Dnajc4 178396 173732 -2162 178094 173732 -2464 178075 173818 -2483
Chr13 Complement NT_039578.1 CAGTCAATATGACCT 8131364 4921509E05Rik 8128915 8109709 -2449 8128901 8109709 -2463 8111396 8110632 -19968
Chr10 Normal NT_039496.1 AGGTCATTCTGGCCT 6623799 A630076O07 6626262 6665715 -2463 6626262 6665715 -2463 6626500 6664790 -2701
Chr2 Complement NT_039205.1 GGGGCAGAGTGACCA 9872535 Lcn2 9870072 9866912 -2463 9870072 9866912 -2463 9869992 9867140 -2543
Chr6 Normal NT_039341.1 AGGTAGCCATGACCT 10140680 LOC194358 10143143 10143731 -2463 10143143 10143731 -2463 10143143 10143731 -2463
Chr10 Complement NT_039494.1 GGGTCAAAGTGTCCA 786777 LOC214654 784317 709458 -2460 784317 709458 -2460 784317 709458 -2460
Chr18 Complement NT_039674.1 AGGTCACTGTGACTT 34003515 Cd14 34001279 33999601 -2236 34001057 33999601 -2458 34001025 33999834 -2490
Chr12 Complement NT_039539.1 AGGTCACCTTGACCT 7834559 LOC238074 7832102 7831764 -2457 7832102 7831764 -2457 7832102 7831764 -2457
Chr18 Normal NT_039674.1 GGGACGTCCTGACCC 8046304 Gata6 8048760 8079936 -2456 8048760 8079936 -2456 8048776 8078747 -2472
Chr17 Normal NT_039655.1 GGGTAGATATGACCC 7124038 LOC224831 7126494 7128024 -2456 7126494 7128024 -2456 7126604 7127044 -2566
Chr15 Normal NT_039620.1 AGGTCAGCGTGTCCC 1500347 Osr2 1502802 1509994 -2455 1502802 1509994 -2455 1506990 1509583 -6643
Chr7 Complement NT_039420.1 GGGTCATGCTGAGCA 1589957 D030014N22Rik 1587503 1568360 -2454 1587503 1568360 -2454 1580388 1569098 -9569
Chr1 Complement NT_039185.1 AGTTCATATTGACCT 15059783 Fcgr3 15057333 15051620 -2450 15057333 15051620 -2450 15057270 15051620 -2513
Chr10 Normal NT_039496.1 GGGGCATCTTGACCT 3475818 Ube2g2 3478266 3501568 -2448 3478268 3501568 -2450 3478321 3500133 -2503
Chr1 Normal NT_039170.1 AAGTCACCCTGACCA 35942104 1200011D03Rik 35944551 36050153 -2447 35944551 36050153 -2447 35944674 36050029 -2570
Chr4 Complement NT_039268.1 GAGTCATTCTGACCA 5210079 LOC242789 5207632 5144002 -2447 5207632 5144002 -2447 5207632 5144002 -2447
Chr2 Complement NT_039209.1 TGGTCATAGTTACCT 32719365 5830467P10Rik 32716920 32675291 -2445 32716920 32675291 -2445 32712986 32677567 -6379
Chr10 Complement NT_039500.1 GGGTCAGCATTACCT 26206723 LOC216330 26204278 26202510 -2445 26204278 26202510 -2445 26204163 26203543 -2560
Chr11 Complement NT_039520.1 CGGTCATGGTGGCCC 16446344 Gemin5 16443966 16396633 -2378 16443900 16396717 -2444 16443880 16397044 -2464
Chr7 Complement NT_039420.1 GGGTCTCTCTGACCC 1339301 2310044H10Rik 1336859 1330454 -2442 1336859 1330454 -2442 1336699 1331202 -2602
Chr8 Complement NT_039464.1 AGGTCATCTTGACAG 359108 LOC234404 356714 350621 -2394 356666 350621 -2442 356644 352674 -2464
Chr19 Complement NT_039687.1 GGCTCACCATGACCT 557905 LOC269060 555463 552677 -2442 555463 552677 -2442 555399 555076 -2506
Chr15 Complement NT_039621.1 AGGTCAGCATGATCT 50654897 Mapk11 50652497 50645279 -2400 50652455 50646406 -2442 50652382 50646520 -2515
Chr7 Normal NT_039413.1 TGGTCAAGTTGACCT 1911463 Capn12 1913904 1925712 -2441 1913904 1925712 -2441 1913972 1925366 -2509
Chr8 Normal NT_039456.1 TGGTCAACTTGATCC 209598 Defb2 212039 215595 -2441 212039 215595 -2441 212072 215539 -2474
Chr5 Normal NT_039335.1 GGGTCACGGTGGCCC 157849 9330186A19Rik 160289 215721 -2440 160289 215721 -2440 160326 214393 -2477
Chr4 Normal NT_039258.1 GTGTCAAGTTGACCC 6224073 4930412C18Rik 6226512 6279338 -2439 6226512 6279338 -2439 6279020 6279301 -54947
Chr6 Complement NT_039356.1 AGGTCATACTAACCT 5088368 D6H12S2489E 5085940 5074515 -2428 5085929 5074515 -2439 5084672 5074885 -3696
Chr7 Normal NT_039433.1 GGGTCTTGCTGACCA 12429946 LOC330638 12432383 12477952 -2437 12432383 12477952 -2437 12432398 12477869 -2452
Chr12 Normal NT_039553.1 CGGTCACCATGTCCT 6702107 LOC331863 6704544 6712890 -2437 6704544 6712890 -2437 6704544 6712890 -2437
Chr15 Normal NT_039621.1 AGCTCAGGCTGACCC 40515727 LOC268831 40518160 40525296 -2433 40518160 40525290 -2433 40518290 40524242 -2563
Chr17 Normal NT_039649.1 TGGTCATGGTGACCA 1574862 AI661311 1549224 1632089 25638 1577291 1632089 -2429 1577768 1631541 -2906
Chr7 Normal NT_039428.1 GAGTCAGGGTGACCC 5449639 LOC269942 5452066 5453053 -2427 5452066 5453053 -2427 5452605 5452724 -2966
Chr17 Complement NT_039655.1 AGGTCAATATGAACT 3371160 3632410G24Rik 3368933 3343545 -2227 3368734 3343545 -2426 3368721 3345250 -2439
Chr3 Normal NT_039239.1 AGCTCGGGCTGACCT 4614673 LOC269471 4617099 4623766 -2426 4617099 4623766 -2426 4619115 4621832 -4442
Chr18 Normal NT_039674.1 TGGTCATCTTGACCT 34979170 Pcdh13 34936312 35116240 42858 34981596 35116240 -2426 34936312 35114499 42858
Chr5 Normal NT_039315.1 GGGTCAAGTTCACCT 894723 Ap4m1 896989 903679 -2266 897148 903653 -2425 897159 903460 -2436
Chr12 Normal NT_039551.1 AGGTCATACGGACCT 29237068 Pte2a-pending 29238195 29245067 -1127 29239493 29245067 -2425 29239493 29245067 -2425
Chr11 Normal NT_039521.1 TGGTCCCTCTGACCC 7768810 AI894218 7771230 7772441 -2420 7771230 7772441 -2420 7771573 7772058 -2763
Chr1 Normal NT_039180.1 AGTTCACCCTGACCT 20162711 LOC211365 20165131 20168592 -2420 20165131 20168592 -2420 20165131 20168592 -2420
Chr2 Complement NT_039205.1 AGGACAACCTGACCA 460957 Ssh3bp1 504183 404122 43226 458538 404415 -2419 458489 405875 -2468
Chr1 Normal NT_039173.1 AGGTCAAGCAGACCT 7890396 38232 7892744 7923497 -2348 7892814 7923497 -2418 7902917 7920828 -12521
Chr7 Normal NT_039393.1 GGGTCACTTCGACTC 726264 9630016P15Rik 728680 741018 -2416 728680 732644 -2416 728798 732467 -2534
Chr19 Complement NT_039687.1 AGGTCCCTTTGACCA 209317 Incenp 206983 179616 -2334 206901 179616 -2416 202892 179947 -6425
Chr10 Complement NT_039496.1 GGGTCACTCGGACCC 5778217 BC034653 5775802 5768927 -2415 5775802 5768927 -2415 5775758 5769913 -2459
Chr14 Normal NT_039599.1 AGGTAACCCTGACCC 6148329 Adprtl2 6150729 6164110 -2400 6150743 6164010 -2414 6150752 6164004 -2423
Chr1 Normal NT_039184.1 AGGTGGCTTTGACCT 5256188 LOC332519 5258602 5270243 -2414 5258602 5270243 -2414 5258602 5270243 -2414
Chr2 Normal NT_039206.1 AGGTCAGTTTGACAA 17674978 LOC227888 17677390 17743554 -2412 17677390 17680270 -2412 17677390 17680270 -2412
Chr4 Complement NT_039266.1 CGGGCACACTGACCC 3152490 LOC230800 3154966 3129605 2476 3150078 3129605 -2412 3150008 3131268 -2482
Chr8 Complement NT_039467.1 GGGTCACAGTGTCCT 50554874 LOC272555 50552463 50549991 -2411 50552463 50549991 -2411 50552463 50549991 -2411
Chr7 Complement NT_039429.1 TGGTCAACTTGACAC 17623946 LOC330601 17621535 17619997 -2411 17621535 17619997 -2411 17620616 17620164 -3330



Chr7 Normal NT_039420.1 AGGTCAGCCTGAGCT 850846 Klk26 845061 886877 5785 853256 857545 -2410 853298 857504 -2452
Chr16 Normal NT_039624.1 GGGTAGCCATGACCC 14033269 P2rxl1 14035564 14045691 -2295 14035679 14044945 -2410 14035723 14044645 -2454
Chr9 Normal NT_039483.1 TGGTCATCTTGAGCC 200696 LOC235694 203105 204529 -2409 203105 204529 -2409 203105 204529 -2409
Chr16 Normal NT_039625.1 GGGTCAATAGGACCT 25660122 1110025G12Rik 25662315 25681742 -2193 25662530 25681742 -2408 25662770 25681374 -2648
Chr9 Normal NT_039477.1 TGGTCCTTCTGACCT 6604370 Rassf1 6606620 6614278 -2250 6606777 6614278 -2407 6606797 6613563 -2427
Chr19 Normal NT_039687.1 GGGTCCTCTTGACCA 14484824 LOC240582 14487230 14493632 -2406 14487230 14493632 -2406 14487230 14493632 -2406
Chr10 Complement NT_039495.1 AGGTCATGCTGGCCC 2903568 Sgpl1 2902963 2852627 -605 2901162 2854707 -2406 2901113 2854851 -2455
Chr5 Normal NT_039305.1 CGGGCAGTGTGACCT 35651255 LOC333027 35653660 35670419 -2405 35653660 35670419 -2405 35653660 35670419 -2405
Chr6 Normal NT_039343.1 AGGCCACCCTGACCT 582236 Abp1 584638 598575 -2402 584638 598575 -2402 594595 598221 -12359
Chr3 Complement NT_039228.1 TAGTCAAGATGACCT 9144489 LOC241958 9142087 9099548 -2402 9142087 9099548 -2402 9142087 9099548 -2402
Chr7 Complement NT_039433.1 TGGTCACTGTTACCC 21214999 Cd2bp2 21212714 21208297 -2285 21212598 21210313 -2401 21212075 21210457 -2924
Chr1 Normal NT_039185.1 AGGTCAAACTGATCT 15906421 Ly108 15908760 15944453 -2339 15908821 15935152 -2400 15908992 15933876 -2571
Chr1 Normal NT_039173.1 TGGTCACACTGTCCT 1569298 Chrnd 1571697 1581067 -2399 1571697 1580104 -2399 1571751 1579760 -2453
Chr4 Complement NT_039261.1 GGGTCAGATTGGCCT 6631433 LOC242470 6629035 6475644 -2398 6629035 6475644 -2398 6629035 6475644 -2398
Chr2 Complement NT_039204.1 AGCTCGCTGTGACCT 1217686 4733401K02Rik 1215289 1214050 -2397 1215289 1214050 -2397 1214950 1214648 -2736
Chr11 Normal NT_039520.1 AGGTCAGGCTGGCCT 46584872 AI841487 46524257 46619141 60615 46587269 46619141 -2397 46594841 46615130 -9969
Chr17 Complement NT_039649.1 TGGTCTGAATGACCT 4489511 LOC207786 4487114 4460555 -2397 4487114 4460555 -2397 4487114 4460555 -2397
Chr2 Normal NT_039209.1 CTGTCAGGATGACCC 28353850 LOC241634 28356246 28566912 -2396 28356246 28371099 -2396 28356246 28371099 -2396
Chr1 Normal NT_039180.1 GGGTCATTTTGAGCT 13588662 LOC269114 13564465 13604617 24197 13591056 13604617 -2394 13591106 13604055 -2444
Chr12 Complement NT_039551.1 AAGTCACTGTGACCT 2488815 LOC217601 2486422 2484675 -2393 2486422 2484675 -2393 2486108 2484983 -2707
Chr7 Complement NT_039429.1 AGGTTAACATGACCT 18405895 LOC330604 18403502 18401630 -2393 18403502 18401630 -2393 18402379 18402071 -3516
Chr13 Complement NT_039585.1 AGGTCACATTGTCCT 2512707 1700058M13Rik 2510315 2499436 -2392 2510315 2499436 -2392 2500069 2499788 -12638
Chr14 Complement NT_039599.1 GGGTCAAAATAACCC 6819740 LOC328404 6817349 6803176 -2391 6817349 6803176 -2391 6817349 6803176 -2391
Chr18 Normal NT_039674.1 AGCTCGTCTTGACCC 73696433 Madh2 73698824 73760683 -2391 73698824 73760683 -2391 73719732 73759682 -23299
Chr17 Complement NT_039655.1 TGGTCACAGTTACCT 7221059 Tbn 7218673 7199585 -2386 7218673 7204672 -2386 7218655 7206270 -2404
Chr13 Complement NT_039578.1 GGGTCATTTTGACTT 14279123 1600017L04Rik 14276739 14268490 -2384 14276739 14268490 -2384 14276678 14268570 -2445
Chr1 Complement NT_039170.1 GGGTCTGGCTGACCG 52546390 Zfp142 52544134 52522442 -2256 52544007 52522442 -2383 52541664 52522878 -4726
Chr6 Complement NT_039341.1 AGGTAACTATGACCT 7797741 LOC209371 7795360 7786559 -2381 7795360 7786559 -2381 7795360 7786559 -2381
Chr15 Complement NT_039621.1 AGGTCAACTTGATCC 36134205 Lynx1 36131909 36126728 -2296 36131824 36126728 -2381 36130777 36130102 -3428
Chr6 Normal NT_039340.1 TGGTCAGCCTGACTC 9628690 LOC211598 9631070 9632086 -2380 9631070 9632086 -2380 9631273 9631785 -2583
Chr8 Complement NT_039467.1 AGGTCACCTTGACCC 52466396 Agt 52469138 52456022 2742 52464017 52456022 -2379 52463985 52456364 -2411
Chr11 Complement NT_039521.1 CGGCCACGATGACCT 32245214 Rfng 32242981 32239405 -2233 32242836 32240106 -2378 32242821 32240481 -2393
Chr13 Complement NT_039580.1 AGGTCAAGTTGACTA 5538641 LOC238619 5536265 5451030 -2376 5536265 5451030 -2376 5536265 5451030 -2376
Chr13 Complement NT_039578.1 TGGTCACTGTGAACT 19445023 LOC238564 19442648 19394073 -2375 19442648 19394073 -2375 19442648 19394073 -2375
Chr8 Normal NT_039456.1 AGGTCAACTTGATCC 7799144 LOC330730 7801519 7802706 -2375 7801519 7802706 -2375 7801612 7801941 -2468
Chr19 Normal NT_039687.1 AGCTCAGGCTGACCT 229406 LOC332363 231781 274675 -2375 231781 274675 -2375 231803 274675 -2397
Chr14 Normal NT_039609.1 AGGTCAAGTTGAGCT 20724436 Cldn10 20659161 20747304 65275 20726810 20746144 -2374 20659447 20746144 64989
Chr17 Complement NT_039649.1 GGCTCACCATGACCT 11195660 C4 11272400 11177677 76740 11193287 11177681 -2373 11193230 11177780 -2430
Chr3 Normal NT_039242.1 TGGTCACAGTGATCC 23435600 LOC209603 23437973 23475193 -2373 23437973 23475193 -2373 23437973 23475193 -2373
Chr17 Complement NT_039662.1 GGCTCACCATGACCT 995034 C4 1072227 977162 77193 992662 977166 -2372 992605 977265 -2429
Chr9 Complement NT_039474.1 GGGACAGGGTGACCA 13516573 LOC208139 13514201 13449832 -2372 13514201 13449832 -2372 13514201 13449832 -2372
Chr4 Complement NT_039268.1 GGGTCAAAGTGAACA 8730750 LOC230997 8735250 8723274 4500 8728378 8724278 -2372 8728203 8724476 -2547
Chr19 Normal NT_039692.1 GGGTCACGCTGACAG 17354555 LOC226249 17356926 17361614 -2371 17356926 17361614 -2371 17356926 17361614 -2371
Chr17 Normal NT_039658.1 AGGTCATGCTTACCT 21658420 LOC332268 21660790 21661088 -2370 21660790 21661088 -2370 21660790 21661088 -2370
Chr1 Complement NT_039188.1 AGGGCACACTGACCC 2389219 LOC329304 2386852 2385109 -2367 2386852 2385109 -2367 2386700 2386371 -2519
Chr7 Complement NT_039435.1 AGGTCATCTTGGCCT 7330172 2310009E07Rik 7327806 7317352 -2366 7327806 7317352 -2366 7318173 7317382 -11999
Chr12 Normal NT_039548.1 AGGTCGTTTTGAGCT 6948755 Lamb1-1 6951121 6962496 -2366 6951121 6962496 -2366 6952804 6962350 -4049
Chr2 Normal NT_039208.1 CAGTCATAGTGACCT 4462290 LOC329427 4464653 4677552 -2363 4464653 4484138 -2363 4482942 4483277 -20652
Chr2 Normal NT_039210.1 CGGTCATGGTGCCCT 13075437 Rbpsuhl 13077747 13154216 -2310 13077800 13090054 -2363 13077903 13089249 -2466
Chr17 Normal NT_039649.1 AGGTCAACCTGAGCT 1380298 Hagh 1382659 1396751 -2361 1382659 1396751 -2361 1384914 1396644 -4616
Chr13 Normal NT_039589.1 TGGCCAAGGTGACCT 5422071 4933421L13Rik 5424430 5453899 -2359 5424430 5453899 -2359 5424500 5446048 -2429
Chr17 Normal NT_039655.1 GAGTCGCTCTGACCT 7807850 1700067P10Rik 7810178 7811484 -2328 7810208 7811484 -2358 7810598 7811312 -2748
Chr2 Complement NT_039209.1 TGGGCAGGATGACCT 18493876 A430105I19 18491518 18486355 -2358 18491518 18486355 -2358 18491509 18489371 -2367
Chr10 Complement NT_039495.1 AGGTCAGGTTGACCT 2965128 LOC237360 2962770 2955703 -2358 2962770 2955703 -2358 2962763 2958455 -2365
Chr7 Normal NT_039415.1 AGGTCACAATGATCC 189554 LOC269900 191912 193714 -2358 191912 193714 -2358 192825 192992 -3271
Chr8 Complement NT_039467.1 TGGTCACCCTCACCC 39209972 LOC234737 39207615 39158285 -2357 39207615 39158285 -2357 39207549 39159587 -2423
Chr11 Complement NT_039520.1 AGGTCAGCCTGATCT 36619458 LOC268449 36617101 36614463 -2357 36617101 36614463 -2357 36617068 36614508 -2390
Chr5 Normal NT_039316.1 GGCTCAGGGCGACCT 3819480 C330006K01Rik 3818757 3833945 723 3821834 3833945 -2354 3823015 3832721 -3535
Chr16 Complement NT_039624.1 GGGCCACAGTGACCC 14397638 LOC195333 14395285 14386670 -2353 14395285 14386670 -2353 14395285 14386670 -2353
Chr5 Complement NT_039302.1 AGGTCACTGTGACAT 1494030 Mad4 1491814 1480686 -2216 1491677 1481096 -2353 1491677 1481096 -2353
Chr15 Complement NT_039621.1 ATGTCGTTTTGACCT 65171647 Ppp1r1a 65169404 65161690 -2243 65169294 65162335 -2353 65169290 65162356 -2357
Chr2 Normal NT_039209.1 AGTTCAAGATGACCC 24423413 1110067B02Rik 24425764 24467754 -2351 24425764 24428869 -2351 24425891 24426409 -2478
Chr1 Normal NT_039169.1 GGGTCCTCATGACCT 2238865 LOC226885 2241216 2271630 -2351 2241216 2271630 -2351 2241216 2271630 -2351
ChrX Normal NT_039702.1 AGGTCATTGTTACCA 10492797 Xpnpep2 10495001 10523254 -2204 10495148 10523254 -2351 10495419 10522201 -2622
Chr7 Complement NT_039400.1 GGGTCATATTGGCCA 1243149 2210010C17Rik 1240799 1226940 -2350 1240799 1231541 -2350 1234917 1231587 -8232
ChrX Normal NT_039718.1 AGCTCATGCTGACCG 4901177 LOC278078 4903526 4906958 -2349 4903526 4906958 -2349 4903526 4906958 -2349
Chr2 Complement NT_039209.1 AGCTCAGACTGACCT 6313358 LOC241602 6311010 6279015 -2348 6311010 6279015 -2348 6311010 6279015 -2348
Chr1 Normal NT_039167.1 AGGTCATCTTGGCCA 11214930 LOC329097 11217278 11220882 -2348 11217278 11220882 -2348 11217298 11217585 -2368
Chr9 Normal NT_039474.1 TGGTCAGCATGATCT 19602964 LOC235476 19605311 19698406 -2347 19605311 19698406 -2347 19605311 19698406 -2347
Chr5 Complement NT_039300.1 AGGTCACGCAGACCT 1561668 1700081O22Rik 1559322 1553523 -2346 1559322 1553691 -2346 1559251 1554841 -2417
Chr2 Complement NT_039212.1 TGGTCACGGTGGCCC 3326750 Eef1a2 3324638 3315316 -2112 3324406 3315316 -2344 3323029 3315602 -3721
Chr14 Complement NT_039609.1 AGGTCAACCTCACCA 23400411 D630032F02 23398068 23351850 -2343 23398068 23351850 -2343 23371217 23352723 -29194
Chr11 Complement NT_039521.1 ATGTCACAGTGACCC 17912377 Ern1 17910074 17816889 -2303 17910034 17819858 -2343 17909914 17820780 -2463
Chr11 Complement NT_039521.1 GGGTCATCAGGACCA 28655497 LOC237996 28653159 28626388 -2338 28653159 28626388 -2338 28653159 28626388 -2338
Chr3 Normal NT_039234.1 TGGTCCTCTTGACCT 26653962 S100a5 26656299 26658265 -2337 26656299 26658265 -2337 26656313 26658143 -2351
Chr11 Complement NT_039520.1 GGGGCAGTATGACCT 18502417 Srebf1 18500106 18478568 -2311 18500083 18478568 -2334 18500022 18479401 -2395
ChrX Complement NT_039726.1 TGGTCAAGTTGTCCT 8879697 LOC331572 8877364 8717110 -2333 8877364 8717110 -2333 8877364 8717110 -2333
Chr15 Normal NT_039621.1 AGGCCAGCTCGACCT 37650312 1110025J15Rik 37652576 37655725 -2264 37652644 37655725 -2332 37653695 37655187 -3383
Chr10 Complement NT_039500.1 AGGTCATCCTGACTA 21454274 LOC216301 21451942 21446439 -2332 21451942 21446439 -2332 21451942 21446439 -2332
Chr13 Normal NT_039585.1 GGGTCATTTTGACTT 3415325 LOC268659 3417657 3418429 -2332 3417657 3418429 -2332 3418087 3418389 -2762
Chr9 Normal NT_039476.1 AGGTAAAAATGACCC 2185950 LOC244974 2188281 2285395 -2331 2188281 2285395 -2331 2188281 2285395 -2331
Chr4 Complement NT_039264.1 GGGTCATCCTGAACT 15387343 LOC329924 15385012 15384698 -2331 15385012 15384698 -2331 15385012 15384698 -2331
Chr16 Complement NT_039624.1 TGGCCAGGCTGACCT 7576553 AI427833 7620942 7561205 44389 7574223 7561205 -2330 7620801 7561310 44248
ChrX Normal NT_039702.1 TGGTTATTATGACCT 253761 LOC194737 256091 261135 -2330 256091 261135 -2330 256091 261135 -2330
Chr2 Complement NT_039210.1 AGGTCATAATGCCCC 13315732 LOC277345 13313402 13309316 -2330 13313402 13309316 -2330 13313179 13310019 -2553
Chr6 Normal NT_039359.1 AGGCCAGCCTGACCA 2665154 Cdkn1b 2667196 2671247 -2042 2667482 2671091 -2328 2667700 2668854 -2546
Chr1 Complement NT_039188.1 TGGCCAGCCTGACCT 3988018 Enah 3985711 3872540 -2307 3985691 3872540 -2327 3985573 3872679 -2445
Chr4 Normal NT_039268.1 GGGTCCTGATGACCT 6804110 MGC49785 6806437 6817005 -2327 6806437 6817005 -2327 6807589 6815697 -3479
Chr7 Complement NT_039420.1 AGGTCACCGTGCCCC 2083187 Cd37 2081246 2075764 -1941 2080861 2076033 -2326 2080861 2076033 -2326
Chr3 Normal NT_039242.1 TGGTCAACTTGATCC 26172782 Zfp265 26175108 26189046 -2326 26175108 26189046 -2326 26175168 26187406 -2386
Chr9 Normal NT_039480.1 AGGTCAGACTGAACC 1988191 C030048J01Rik 1990515 1991682 -2324 1990515 1991682 -2324 1991123 1991566 -2932
Chr7 Complement NT_039428.1 AGGTCACCCAGACCC 4130866 5730494G16Rik 4128543 4127153 -2323 4128543 4127153 -2323 4128421 4127582 -2445
Chr7 Normal NT_039429.1 TGGTCATGCTGTCCC 8230544 LOC233491 8232867 8237059 -2323 8232867 8237059 -2323 0 0 8230544
Chr14 Normal NT_039598.1 TGGTCACAGTAACCT 4711464 4933403C17Rik 4713786 4729245 -2322 4713786 4726231 -2322 4714656 4726004 -3192
Chr6 Complement NT_039341.1 CTGTCACCATGACCC 8804067 B930096L08Rik 8801745 8706230 -2322 8801745 8706230 -2322 8767239 8707272 -36828



Chr1 Complement NT_039183.1 ATGTCAACTTGACCC 405633 LOC240780 403311 347625 -2322 403311 347625 -2322 403311 347625 -2322
Chr4 Complement NT_039268.1 TGGTCAGGCTCACCT 2118138 LOC242760 2115816 2098759 -2322 2115816 2098759 -2322 2115816 2098759 -2322
Chr2 Complement NT_039205.1 AGGTCAATGTGACTT 4621581 C630035N08Rik 4619260 4588789 -2321 4619260 4588789 -2321 4590426 4589266 -31155
Chr2 Complement NT_039205.1 GGGTCAGTCTCACCC 8621741 Fnbp1 8619477 8530481 -2264 8619420 8530717 -2321 8619283 8531472 -2458
Chr9 Normal NT_039482.1 AGGTGGGAATGACCC 6324004 LOC215452 6326325 6331660 -2321 6326325 6331660 -2321 6326325 6331660 -2321
Chr7 Complement NT_039420.1 AGGTCAAGGTCACCG 2083181 Cd37 2081246 2075764 -1935 2080861 2076033 -2320 2080861 2076033 -2320
Chr9 Complement NT_039477.1 AGGTTGTCATGACCC 3161379 LOC235568 3159059 3143944 -2320 3159059 3143944 -2320 3159028 3144220 -2351
Chr2 Complement NT_039209.1 AGGTCACAGTGTCCT 31627597 LOC271859 31625278 31597357 -2319 31625278 31597357 -2319 31625278 31597357 -2319
Chr7 Complement NT_039420.1 AGGTGGGCCTGACCT 1375337 LOC272382 1373018 1368920 -2319 1373018 1368920 -2319 1373018 1368920 -2319
Chr6 Complement NT_039371.1 AGGTCAGGGTGGCCT 36909 Abp1 34591 20657 -2318 34591 20657 -2318 24637 21011 -12272
Chr7 Normal NT_039436.1 AGGACACAGTGACCC 1756464 Cyp2e1 1758781 1770017 -2317 1758781 1770017 -2317 1758893 1769784 -2429
Chr9 Normal NT_039477.1 TGGTCAGGTGGACCT 7485400 LOC208957 7487717 7506318 -2317 7487717 7506318 -2317 7487717 7506318 -2317
Chr5 Normal NT_039307.1 TGGTCAACTTGATCC 12047812 LOC231408 12050127 12050585 -2315 12050127 12050585 -2315 12050127 12050585 -2315
Chr10 Normal NT_039495.1 GGGTCAGGCTGGCCT 3174943 Nodal 3177258 3184484 -2315 3177258 3184484 -2315 3177586 3183782 -2643
Chr9 Normal NT_039474.1 GGGTCACTTTTACCA 5950959 Pkm2 5944451 5967271 6508 5953274 5967271 -2315 5953280 5966903 -2321
Chr1 Normal NT_039170.1 GGGGCAGAGTGACCT 18098197 Il1rl1 18100511 18127354 -2314 18100511 18110050 -2314 18101499 18108774 -3302
Chr6 Complement NT_039340.1 GGGTCAACTTGAGCC 4182954 LOC210191 4180640 4134410 -2314 4180640 4134410 -2314 4180640 4134410 -2314
Chr2 Complement NT_039210.1 TGGTCATGGTGTCCT 12867752 Swam2-pending 12865440 12864073 -2312 12865440 12864337 -2312 12865361 12864501 -2391
Chr14 Normal NT_039606.1 AGGTCAGACTGACCT 1221374 Bcl2l2 1223653 1228490 -2279 1223683 1228490 -2309 1224640 1225791 -3266
Chr3 Complement NT_039227.1 GGGTCAACCTGAGCT 8498233 LOC229149 8495924 8469334 -2309 8495924 8469334 -2309 8495924 8469334 -2309
Chr14 Complement NT_039596.1 AGGTCAAAATCACCT 4396045 Kcnma1 4394781 3691360 -1264 4393738 3691986 -2307 4393738 3691986 -2307
Chr18 Normal NT_039674.1 GGGTCAGAATTACCT 67717658 LOC332339 67719965 67755441 -2307 67719965 67755441 -2307 67719965 67755441 -2307
Chr4 Complement NT_039268.1 GGGTCAGGATGCCCC 4819800 Hes3 4821291 4815601 1491 4817494 4816517 -2306 4817494 4816517 -2306
Chr3 Normal NT_039234.1 AAGTCAGAGTGACCT 4469755 Il12a 4472059 4479894 -2304 4472059 4479876 -2304 4472966 4479465 -3211
Chr13 Complement NT_039589.1 TGGTCATGTTGACAC 5815006 Sdha 5812702 5785039 -2304 5812702 5785039 -2304 5812631 5785871 -2375
Chr8 Normal NT_039467.1 AGGTCGCTATGACGT 29279318 LOC234633 29281621 29321034 -2303 29281621 29321034 -2303 29281621 29321034 -2303
Chr4 Normal NT_039266.1 ATGTCAACTTGACCC 3208 2610200G18Rik 5302 49613 -2094 5509 48126 -2301 5593 47582 -2385
Chr19 Complement NT_039687.1 AGGCCAGCCTGACCT 17853917 LOC329049 17851618 17849088 -2299 17851618 17849088 -2299 17850574 17850290 -3343
Chr2 Normal NT_039210.1 TGGGCACTGTGACCT 6123125 Src 6092645 6220000 30480 6125424 6138300 -2299 6125424 6138300 -2299
Chr5 Normal NT_039314.1 GGGTCAATCTGACTC 6184850 2900083I11Rik 6187145 6226535 -2295 6187145 6226535 -2295 6204089 6226332 -19239
Chr7 Complement NT_039413.1 AGGACGAAGTGACCC 3464915 Hcst 3462729 3460588 -2186 3462622 3460682 -2293 3462622 3460682 -2293
Chr11 Complement NT_039521.1 AGGACGAGCTGACCC 29358796 LOC328042 29356503 29354789 -2293 29356503 29354789 -2293 29356265 29355819 -2531
Chr14 Complement NT_039606.1 AGGTGAGTTTGACCC 19467535 Rb1 19465243 19334885 -2292 19465243 19334885 -2292 19465243 19336593 -2292
Chr13 Complement NT_039590.1 AGGTCATCCTGAGCC 3490867 LOC268686 3488577 3486665 -2290 3488577 3486665 -2290 3488561 3487225 -2306
Chr19 Complement NT_039684.1 GGGTGGAAATGACCT 2508839 Ppp1ca 2506662 2503024 -2177 2506550 2503310 -2289 2506510 2503635 -2329
Chr16 Normal NT_039624.1 AAGTCACCCTGACCA 10257561 AL023001 10259849 10297089 -2288 10259849 10293955 -2288 10259888 10292394 -2327
Chr6 Complement NT_039353.1 TGGTGACCATGACCC 9726303 LOC333138 9724015 9655381 -2288 9724015 9655381 -2288 9724015 9655381 -2288
Chr9 Complement NT_039473.1 TGGTCAAATAGACCT 7821832 4432416J03Rik 7819648 7796752 -2184 7819547 7796752 -2285 7819344 7798137 -2488
Chr7 Complement NT_039420.1 GGATCATTGTGACCT 1589787 D030014N22Rik 1587503 1568360 -2284 1587503 1568360 -2284 1580388 1569098 -9399
Chr2 Normal NT_039210.1 AGGTCAAAATGGCCT 7148487 LOC228850 7150769 7172553 -2282 7150769 7170350 -2282 7155880 7169112 -7393
Chr5 Normal NT_039312.1 GTGTCACCTTGACCC 9882668 Psmd9 9821015 9905580 61653 9884947 9905580 -2279 9885008 9905019 -2340
Chr12 Complement NT_039551.1 GGGTCACCATGACAT 27680081 LOC328134 27677803 27675652 -2278 27677803 27675652 -2278 27677460 27677026 -2621
ChrX Normal NT_039715.1 AGTTCAACATGACCT 5255199 Hnrph2 5257475 5263299 -2276 5257475 5263299 -2276 5261151 5262500 -5952
Chr17 Normal NT_039658.1 TGGTCAGTGTGACAC 20840996 Socs5 20843272 20870989 -2276 20843272 20870989 -2276 20869379 20870989 -28383
Chr17 Normal NT_039649.1 AGGTGACCCCGACCT 3652500 Itpr3 3649373 3661013 3127 3654775 3661013 -2275 3654845 3660319 -2345
Chr6 Complement NT_039343.1 TGGACAGACTGACCT 87541 LOC330304 85266 67925 -2275 85266 67925 -2275 83012 68025 -4529
Chr11 Normal NT_039520.1 AGGTCATTTTGCCCC 27462379 Alox12b 27464606 27477371 -2227 27464652 27477371 -2273 27464827 27477305 -2448
Chr7 Normal NT_039428.1 TGGTCATACTGCCCT 15059451 5730522G15Rik 15061722 15065393 -2271 15061722 15065393 -2271 15061864 15062160 -2413
ChrX Normal NT_039700.1 AGGTCAAAGTGACAG 11629189 LOC236729 11631459 11631938 -2270 11631459 11631938 -2270 11631459 11631938 -2270
Chr1 Normal NT_039171.1 TGGTCACTGTGACTT 401000 1200014D22Rik 403232 418628 -2232 403269 418626 -2269 403482 417929 -2482
Chr11 Normal NT_039520.1 AGGTCACAATGACAT 19823117 Grap 19825363 19844841 -2246 19825385 19844841 -2268 19825411 19843922 -2294
Chr14 Complement NT_039595.1 GGGACACCCTGACCA 7642004 LOC238947 7639736 7626610 -2268 7639736 7626610 -2268 7639736 7626610 -2268
Chr14 Normal NT_039599.1 AGGTCAAACAGACCT 503505 6330416L11Rik 505771 508804 -2266 505771 508804 -2266 506045 506659 -2540
Chr5 Complement NT_039325.1 AGGACACGATGACCA 736016 LOC330244 733753 728466 -2263 733753 728466 -2263 733753 728466 -2263
Chr17 Complement NT_039671.1 AGGTCGGGGTCACCT 98150 Itpr3 104261 89657 6111 95889 89657 -2261 95819 90345 -2331
Chr12 Normal NT_039548.1 GGTTCAGTGTGACCA 12898131 A530016O06Rik 12900391 13225014 -2260 12900391 13225014 -2260 12900839 13224128 -2708
Chr2 Normal NT_039209.1 TGGTCAGAGTGACAT 42785619 LOC241683 42787879 42880719 -2260 42787879 42795495 -2260 42787879 42795495 -2260
Chr19 Normal NT_039684.1 GGGTCAGTTTGAACT 2789815 Tcirg1 2792075 2803149 -2260 2792075 2803149 -2260 2794471 2803087 -4656
Chr15 Normal NT_039621.1 AGGTCAACATGAACT 8551716 LOC223539 8553975 8554471 -2259 8553975 8554471 -2259 8553975 8554471 -2259
Chr11 Normal NT_039521.1 AGGTCAAATTCACCG 9079584 LOC268477 9081843 9100957 -2259 9081843 9100957 -2259 9082001 9100016 -2417
Chr11 Complement NT_039520.1 AGGCCAGGCTGACCT 18870223 LOC216818 18867967 18864558 -2256 18867967 18864558 -2256 18865139 18864759 -5084
Chr7 Normal NT_039394.1 GGGGCAGCACGACCC 445345 LOC232895 447600 453404 -2255 447600 453404 -2255 449607 450245 -4262
Chr13 Normal NT_039592.1 TGGTGAACTTGACCC 42818 LOC328350 45073 45942 -2255 45073 45942 -2255 45591 45929 -2773
Chr2 Complement NT_039205.1 CCGTCACACTGACCT 3462438 9530003A05 3460185 3406099 -2253 3460185 3406099 -2253 3459841 3406629 -2597
Chr2 Normal NT_039211.1 AGGTCATGAGGACCC 2508450 Rae1 2510701 2545313 -2251 2510701 2526316 -2251 2513248 2525953 -4798
Chr11 Normal NT_039520.1 TGGTCAGGATGCCCC 30574420 1700051A21Rik 30576670 30578383 -2250 30576670 30578383 -2250 30578042 30578353 -3622
ChrX Normal NT_039715.1 GGGTGACCATGACCC 5255225 Hnrph2 5257475 5263299 -2250 5257475 5263299 -2250 5261151 5262500 -5926
Chr2 Normal NT_039208.1 AGGTAACAATGACCA 2430566 Itga6 2432816 2547859 -2250 2432816 2502041 -2250 2432997 2499499 -2431
Chr5 Complement NT_039313.1 GGGTCAGGGTGAGCC 4482000 LOC333057 4479751 4472015 -2249 4479751 4472015 -2249 4479751 4472015 -2249
Chr3 Normal NT_039227.1 CAGTCACAATGACCT 3883231 LOC229118 3885478 3890473 -2247 3885478 3890473 -2247 3885627 3890464 -2396
Chr1 Normal NT_039170.1 AGGTCAGCCTGAGCT 36843896 PAPK 36845916 36868070 -2020 36846143 36867471 -2247 36849394 36866791 -5498
Chr3 Normal NT_039242.1 AGGTCAGACCGTCCT 18213589 LOC332836 18215835 18257844 -2246 18215835 18257844 -2246 18215835 18257844 -2246
Chr9 Normal NT_039480.1 GGGTCAGGGCGGCCC 1245000 2700094L05Rik 1247245 1302340 -2245 1247245 1302340 -2245 1247305 1302083 -2305
Chr17 Complement NT_039649.1 AGGTCACCCTGGCCT 1881301 Mcpt7 1879191 1876910 -2110 1879057 1876910 -2244 1879031 1877083 -2270
Chr6 Normal NT_039341.1 CAGTCACTCTGACCC 11596232 Zyx 11598058 11608373 -1826 11598476 11606789 -2244 11598697 11606183 -2465
Chr10 Complement NT_039494.1 AGGACAACCTGACCT 2225297 LOC214658 2223055 2095497 -2242 2223055 2095497 -2242 2223055 2095497 -2242
Chr17 Complement NT_039649.1 AGGACAATGTGACCT 4180705 2210402A09Rik 4178464 4173647 -2241 4178464 4173653 -2241 4177699 4173689 -3006
Chr2 Normal NT_039209.1 GGGTCTGTATGACCT 29774409 LOC269354 29776649 29866202 -2240 29776649 29812861 -2240 29776703 29812700 -2294
Chr11 Complement NT_039520.1 GGGTCAGCATGCCCC 36612380 Nek8 36610200 36599631 -2180 36610141 36600675 -2239 36610131 36600675 -2249
Chr17 Normal NT_039649.1 AGGTCACCTCGATCT 11430733 Hspa1l 11432942 11439523 -2209 11432971 11439464 -2238 11437226 11439151 -6493
Chr17 Normal NT_039662.1 AGGTCACCTCGATCT 1220198 Hspa1l 1222407 1228978 -2209 1222436 1228919 -2238 1226681 1228606 -6483
Chr18 Complement NT_039678.1 TGGTCACTTTGCCCC 5675297 LOC225820 5673060 5647565 -2237 5673060 5647565 -2237 5673060 5647565 -2237
Chr9 Normal NT_039480.1 AGGTCAAAATAACCT 1003090 Ngp 1005285 1008487 -2195 1005326 1008487 -2236 1005339 1007886 -2249
ChrX Complement NT_039726.1 AGATCAAGGTGACCT 9498967 LOC331575 9496732 9493292 -2235 9496732 9493292 -2235 9495192 9494905 -3775
Chr14 Complement NT_039606.1 AGGTCAAACTGACTG 25378936 LOC239190 25376702 25358593 -2234 25376702 25358593 -2234 25376702 25358593 -2234
Chr9 Normal NT_039474.1 GGCTCGGCATGACCT 4633203 LOC330952 4635436 4638936 -2233 4635436 4638936 -2233 4638353 4638835 -5150
Chr18 Normal NT_039676.1 TGGTCATTTAGACCT 3568163 LOC240451 3570395 3606709 -2232 3570395 3606709 -2232 3570395 3606709 -2232
Chr9 Complement NT_039476.1 GGATCACAGTGACCT 1482621 LOC209818 1480390 1373813 -2231 1480390 1373813 -2231 1480390 1373813 -2231
Chr1 Normal NT_039170.1 GGGTGATTTTGACCC 40507195 LOC227189 40509426 40511093 -2231 40509426 40511093 -2231 40509679 40509963 -2484
Chr11 Normal NT_039520.1 TGGTCATGTTGACCA 16609073 BC003251 16610485 16627482 -1412 16611303 16627482 -2230 16611437 16626153 -2364
Chr11 Complement NT_039520.1 AGGTCAAGGTGAACA 27972387 Mpdu1 27970222 27964283 -2165 27970157 27964284 -2230 27970151 27964783 -2236
Chr6 Complement NT_039340.1 TGTTCATTGTGACCC 19153223 LOC232626 19150994 19150465 -2229 19150994 19150465 -2229 19150904 19150545 -2319
Chr1 Normal NT_039170.1 GGGTCAACTTGACAT 15546533 Mrpl30 15548693 15556735 -2160 15548762 15556544 -2229 15552174 15556473 -5641
Chr2 Complement NT_039206.1 TGGTCAAAGTCACCT 17598946 Arhe 17596749 17578048 -2197 17596720 17578050 -2226 17596483 17579903 -2463
Chr11 Complement NT_039521.1 AGGTGACTGTGACCT 10845191 Krt1-12 10842965 10836375 -2226 10842965 10836375 -2226 10842925 10836720 -2266



ChrX Complement NT_039700.1 GGGTCCCCCCGACCT 244187 LOC235982 241961 240375 -2226 241961 240375 -2226 241570 240677 -2617
Chr13 Complement NT_039590.1 AGGTCAGGCCGCCCT 6452355 2310005E17Rik 6450130 6439174 -2225 6450130 6439174 -2225 6444250 6439839 -8105
Chr7 Normal NT_039429.1 TGGTCATGCTGTCCC 8230544 LOC233490 8232306 8233972 -1762 8232769 8233972 -2225 8232769 8233288 -2225
Chr19 Normal NT_039687.1 GGGTAGCAATGACCC 3927086 LOC208025 3929310 3930239 -2224 3929310 3930239 -2224 3929310 3930239 -2224
Chr7 Complement NT_039413.1 GTGTCACCGTGACCT 3118053 LOC330502 3133377 3102721 15324 3115829 3102721 -2224 3103884 3103540 -14169
Chr10 Normal NT_039510.1 TGGTCATGGTCACCT 388930 Smarcb1 391142 415967 -2212 391152 415961 -2222 391345 415687 -2415
Chr10 Normal NT_039510.1 AGGTCATCTAGACCA 199504 Slc5a4b 201725 254128 -2221 201725 254128 -2221 201807 254070 -2303
Chr17 Complement NT_039638.1 AGGTCAATTTGACTA 5407195 Wtap 5404975 5379586 -2220 5404975 5379586 -2220 5398732 5380255 -8463
ChrX Complement NT_039702.1 GGATCAAGTTGACCA 8844682 LOC245405 8842463 8841959 -2219 8842463 8841959 -2219 8842411 8842004 -2271
Chr18 Normal NT_039674.1 TGGTCTACATGACCT 44385354 LOC240266 44387571 44516450 -2217 44387571 44516450 -2217 44422093 44516450 -36739
Chr2 Complement NT_039210.1 AGGTCAAGGTGTCCT 13315619 LOC277345 13313402 13309316 -2217 13313402 13309316 -2217 13313179 13310019 -2440
Chr1 Complement NT_039185.1 AGCTCAACCTGACCA 5200092 LOC329281 5197876 5186534 -2216 5197876 5186534 -2216 5197876 5186534 -2216
Chr15 Normal NT_039621.1 TGGTTAGTCTGACCT 1063353 LOC332084 1065569 1123798 -2216 1065569 1123798 -2216 1065569 1123798 -2216
Chr13 Normal NT_039578.1 GAGTCAGAATGACCA 13889011 Prlpi 13891227 13898315 -2216 13891227 13898315 -2216 13891274 13898180 -2263
Chr7 Complement NT_039435.1 GGGTAGCTGTGACCT 2735361 4933400E14Rik 2733146 2657437 -2215 2733146 2657437 -2215 2727549 2657773 -7812
Chr9 Complement NT_039475.1 TGGTCACTCTGACAC 6978952 LOC333414 6976737 6923229 -2215 6976737 6923229 -2215 6976737 6923229 -2215
Chr2 Complement NT_039209.1 GGGTCACTCTGAGCT 44348157 2810039F03Rik 44345943 44292394 -2214 44345943 44292394 -2214 44344134 44293469 -4023
Chr11 Normal NT_039519.1 AGGTAAACTTGACCA 2484263 LOC216681 2486477 2488898 -2214 2486477 2488898 -2214 2486477 2488898 -2214
Chr3 Complement NT_039242.1 AGGTCGGGCTGAGCC 14966545 LOC332827 14964336 14905225 -2209 14964336 14905225 -2209 14964336 14905225 -2209
Chr10 Normal NT_039510.1 AGGTCGGGGTGGCCT 369865 LOC333670 372074 374647 -2209 372074 374647 -2209 372328 373337 -2463
Chr10 Complement NT_039496.1 AGGTGACCATGACCA 1761362 Smarcb1 1759154 1732328 -2208 1759154 1732334 -2208 1758961 1732608 -2401
Chr19 Normal NT_039692.1 AGGTCACTAGGACCC 14076582 LOC240672 14078789 14091982 -2207 14078789 14091982 -2207 14078998 14090891 -2416
Chr10 Complement NT_039496.1 TGGTCTAGATGACCT 1950794 Slc5a4b 1948587 1895973 -2207 1948587 1895973 -2207 1948505 1896031 -2289
Chr7 Normal NT_039420.1 AGGTCAGACTGGCCT 2425524 Bcat2 2422660 2442437 2864 2427729 2442437 -2205 2428327 2442068 -2803
Chr19 Normal NT_039696.1 GGGTCACCCTGACTT 108779 Fads2 110742 149709 -1963 110984 148323 -2205 111058 148224 -2279
Chr1 Complement NT_039185.1 CGGTCTATGTGACCC 9548810 1110007A10Rik 9546606 9504229 -2204 9546606 9504229 -2204 9546461 9505622 -2349
Chr3 Normal NT_039239.1 AGGTCATCACGTCCT 1608261 Gdap2 1610417 1654928 -2156 1610465 1654928 -2204 1617947 1653766 -9686
Chr12 Complement NT_039549.1 TGGCCAAAGTGACCT 13270347 LOC217576 13268143 13267711 -2204 13268143 13267730 -2204 13268121 13267744 -2226
Chr9 Normal NT_039482.1 AAGTCATTATGACCA 357626 Dnclic1 359748 394821 -2122 359828 394821 -2202 359879 394411 -2253
Chr17 Normal NT_039658.1 AGGTCACATGGACCT 11415179 LOC210683 11416965 11419353 -1786 11417381 11419352 -2202 11417464 11417997 -2285
Chr7 Complement NT_039429.1 TGGTCAAAATGAACT 23213943 LOC244189 23211741 23209990 -2202 23211741 23209990 -2202 23210988 23210482 -2955
Chr8 Normal NT_039467.1 AGGTCAGGGTGAACC 20614656 Slc6a2 20616854 20653639 -2198 20616854 20652687 -2198 20616854 20652687 -2198
Chr2 Complement NT_039208.1 TGCTCAGTATGACCC 23434009 Cry2 23431812 23401425 -2197 23431812 23409403 -2197 23431798 23409403 -2211
Chr3 Complement NT_039234.1 AGGTCAGCTTGAGCT 24718709 LOC229521 24716512 24711880 -2197 24716512 24711880 -2197 24713317 24712175 -5392
Chr10 Complement NT_039496.1 AGGCCACCCCGACCT 1780104 LOC327769 1777909 1775332 -2195 1777909 1775332 -2195 1777655 1776646 -2449
Chr4 Complement NT_039264.1 AGTTCAGGTTGACCT 17281821 Cnk 17279627 17274340 -2194 17279627 17274340 -2194 17279547 17275922 -2274
Chr10 Complement NT_039496.1 TGGTCAGGATGAGCC 1390959 LOC192734 1388766 1385002 -2193 1388766 1385002 -2193 1388560 1385147 -2399
Chr10 Complement NT_039491.1 TGGTCATAATCACCC 1755099 LOC270694 1752907 1689994 -2192 1752907 1689994 -2192 1752907 1689994 -2192
Chr7 Normal NT_039407.1 GTGTCACCATGACCA 1006090 Rps19 1008171 1013372 -2081 1008282 1013370 -2192 1008704 1013335 -2614
Chr19 Complement NT_039687.1 AAGTCAGGGTGACCC 411184 Fads2 409235 369968 -1949 408993 371354 -2191 408919 371453 -2265
Chr9 Complement NT_039474.1 AGGTCAAGGTGACCT 4764745 LOC207531 4762554 4687582 -2191 4762554 4687582 -2191 4762554 4687582 -2191
Chr19 Complement NT_039687.1 GGCTCAGGTTGACCT 775446 LOC278795 773255 762898 -2191 773255 762898 -2191 773255 762898 -2191
Chr7 Complement NT_039413.1 AGGGCATTGTGACCT 171566 Egln2 169399 161324 -2167 169376 161324 -2190 168164 161822 -3402
Chr3 Normal NT_039242.1 GGGGCAGCACGACCC 24820229 LOC332846 24822418 24856788 -2189 24822418 24856788 -2189 24822446 24856788 -2217
ChrX Normal NT_039719.1 GGGTGGATATGACCC 2003335 Smc1l1 2005519 2051058 -2184 2005519 2051058 -2184 2005623 2050900 -2288
Chr9 Normal NT_039473.1 AGGACACCATGACCA 6461694 LOC215467 6463876 6468995 -2182 6463876 6468995 -2182 6464066 6468473 -2372
Chr3 Normal NT_039239.1 TGGTCTACATGACCT 7594130 Chia-pending 7594365 7613483 -235 7596311 7613483 -2181 7596381 7613386 -2251
Chr17 Normal NT_039641.1 TGGTCATGTTGACAT 136636 LOC213062 138817 150361 -2181 138817 150361 -2181 138817 150361 -2181
Chr6 Complement NT_039358.1 AGGTCAAGATGCCCC 151787 LOC213411 149607 147181 -2180 149607 147181 -2180 148962 148441 -2825
Chr1 Normal NT_039170.1 GGGTCAGGATGAGCC 14072357 LOC211430 14074536 14077416 -2179 14074536 14077416 -2179 14074607 14077416 -2250
Chr12 Normal NT_039551.1 AGCTCACACTGACCT 28679889 LOC271017 28682068 28690740 -2179 28682068 28690740 -2179 28682068 28690740 -2179
Chr6 Normal NT_039355.1 AGGCCAGCCTGACCT 4687222 6720456B07Rik 4689359 4701560 -2137 4689399 4701560 -2177 4689406 4700701 -2184
Chr18 Complement NT_039674.1 AGGTCAGGGAGACCC 29401337 4933435E02Rik 29400792 29392839 -545 29399162 29392839 -2175 29393279 29392989 -8058
Chr6 Complement NT_039341.1 AGCTCAGAGTGACCT 13127048 LOC269850 13124874 13124333 -2174 13124874 13124333 -2174 13124707 13124633 -2341
Chr11 Normal NT_039521.1 AGGTCATCACGACCA 13030229 LOC328015 13032400 13037657 -2171 13032400 13037657 -2171 13032487 13037637 -2258
Chr7 Complement NT_039433.1 AGGCCAACCTGACCT 21214768 Cd2bp2 21212714 21208297 -2054 21212598 21210313 -2170 21212075 21210457 -2693
ChrX Normal NT_039710.1 AGGTCAGTCTGATCT 2627737 LOC245516 2629903 2632560 -2166 2629903 2632560 -2166 2629903 2632560 -2166
Chr15 Complement NT_039621.1 GGGTCAGACTGACTT 20430161 BC024131 20428010 20287463 -2151 20427998 20289475 -2163 20427536 20289657 -2625
Chr14 Complement NT_039598.1 TGGTCATTTTGACCA 4298466 LOC218873 4296303 4295460 -2163 4296303 4295460 -2163 4296169 4295510 -2297
Chr5 Complement NT_039300.1 TGGTCATGCTGGCCC 1853172 LOC269635 1851153 1800081 -2019 1851012 1800081 -2160 1850741 1818249 -2431
Chr4 Complement NT_039264.1 AGGTCAGGCTGACCC 16222884 2610041P16Rik 16220725 16212642 -2159 16220725 16212642 -2159 16220646 16212817 -2238
Chr7 Complement NT_039428.1 TGTTCAAAATGACCT 12723253 5630401D06Rik 12721094 12718899 -2159 12721094 12718899 -2159 12720784 12720503 -2469
Chr2 Complement NT_039208.1 AGTTCAGGTTGACCT 16211700 LOC241528 16209541 16203149 -2159 16209541 16203149 -2159 16209541 16203149 -2159
Chr4 Complement NT_039260.1 GGGTCAGGTTGAACC 4190961 LOC269533 4189119 4165976 -1842 4188802 4165976 -2159 4188799 4166491 -2162
Chr1 Complement NT_039180.1 CGGTCAGGCTGGCCT 17923048 LOC226438 17920890 17911121 -2158 17920890 17911121 -2158 17914326 17911567 -8722
Chr7 Normal NT_039445.1 GAGTCACCATGACCA 304302 1700095J03Rik 306459 312735 -2157 306459 312735 -2157 306865 307281 -2563
Chr12 Normal NT_039539.1 GGTTCAGCCTGACCC 2228589 LOC270958 2230745 2256468 -2156 2230745 2256468 -2156 2230745 2256468 -2156
ChrX Complement NT_039719.1 TGGTCAGCCTCACCT 1333340 LOC331547 1331184 1302640 -2156 1331184 1302640 -2156 1303304 1302951 -30036
Chr14 Complement NT_039598.1 GGGTCGCGCTGCCCC 5824523 9430077A04Rik 5822370 5820709 -2153 5822370 5820709 -2153 5822273 5821881 -2250
Chr7 Normal NT_039434.1 GTGTCAAGCTGACCA 298842 LOC244222 300995 311091 -2153 300995 311091 -2153 300995 311091 -2153
Chr18 Complement NT_039674.1 AGGTCAACTTAACCC 43051133 LOC332311 43048980 42997493 -2153 43048980 42997493 -2153 43048980 42997493 -2153
Chr14 Complement NT_039606.1 TGGTGACAATGACCT 19527290 Itm2b 19525157 19502001 -2133 19525139 19502001 -2151 19524994 19502825 -2296
Chr6 Complement NT_039356.1 AGGTCATTGTGAACA 2076245 Kcna1 2074094 2069679 -2151 2074094 2070954 -2151 2072637 2071150 -3608
Chr7 Normal NT_039429.1 TGGTCAGTGTGCCCT 19267502 2410002L19Rik 19244103 19271280 23399 19269652 19270587 -2150 19270194 19270565 -2692
Chr14 Complement NT_039606.1 AGGTCAAGTGGACCG 7686066 5730442K12Rik 7683919 7664232 -2147 7683919 7664232 -2147 7683870 7664644 -2196
ChrX Complement NT_039723.1 GGGTCACAGTGGCCT 60824 LOC245676 58677 58384 -2147 58677 58384 -2147 58677 58384 -2147
Chr3 Normal NT_039229.1 GGGCCAGTTTGACCC 283228 LOC271912 285373 296035 -2145 285373 296035 -2145 285373 296035 -2145
Chr8 Complement NT_039464.1 AGGCCAGGTTGACCT 464770 LOC330795 462626 460212 -2144 462626 460212 -2144 461713 461330 -3057
Chr7 Complement NT_039407.1 AGATCAGGCTGACCT 1430218 Pafah1b3 1428098 1425084 -2120 1428074 1425168 -2144 1427571 1425208 -2647
Chr5 Complement NT_039307.1 GGGTTGATGTGACCT 15788838 LOC231444 15786695 15784657 -2143 15786695 15784657 -2143 15785959 15785486 -2879
Chr2 Normal NT_039210.1 AGGTCACATAGACCA 4806706 2010100O12Rik 4808782 4974286 -2076 4808847 4810422 -2141 4809088 4810339 -2382
Chr2 Normal NT_039208.1 AGGTGGTGGTGACCC 21901005 2510026C23Rik 21903103 21933453 -2098 21903146 21908920 -2141 21904055 21908237 -3050
Chr13 Normal NT_039586.1 AGGCCACCATGACCT 1624387 LOC214462 1626528 1717798 -2141 1626528 1717798 -2141 1626528 1717798 -2141
Chr1 Normal NT_039172.1 CTGTCAGAATGACCT 4373778 LOC329196 4375918 4379868 -2140 4375918 4379868 -2140 4378515 4378823 -4737
Chr5 Complement NT_039312.1 TGGACAGGCTGACCT 74859 LOC243221 72720 70835 -2139 72720 70835 -2139 72720 70835 -2139
Chr3 Normal NT_039242.1 AGGTCAGACTGGCCT 14737683 3300002C04Rik 14739815 14785480 -2132 14739815 14785480 -2132 14739902 14784763 -2219
Chr5 Normal NT_039311.1 AGGTCCTGGTGACCC 1249425 6030435N04 1251556 1258937 -2131 1251556 1258937 -2131 1253410 1258065 -3985
Chr15 Normal NT_039621.1 TGGTGACGGTGACCC 53469019 LOC223811 53471150 53471619 -2131 53471150 53471619 -2131 53471150 53471619 -2131
Chr15 Complement NT_039621.1 TGGTGAGTCTGACCT 36656636 LOC268818 36654505 36622037 -2131 36654505 36622037 -2131 36654505 36622037 -2131
Chr3 Normal NT_039234.1 AGGTCAAGGCGAGCC 20456145 Tigd4 20458276 20461734 -2131 20458276 20461734 -2131 20458480 20460021 -2335
Chr7 Complement NT_039420.1 AGGGCAGAGTGACCT 1148407 Scgf 1146342 1143637 -2065 1146277 1143637 -2130 1146148 1143924 -2259
Chr6 Normal NT_039340.1 AGGTCACTATTACCA 25130979 6530409C15Rik 25133108 25136434 -2129 25133108 25136434 -2129 25133145 25135291 -2166
Chr7 Complement NT_039428.1 AGGCCAGCTTGACCT 18305685 2610034H20Rik 18303557 18283784 -2128 18303557 18283980 -2128 18300575 18284232 -5110
Chr6 Complement NT_039355.1 TGGTCACTGTCACCT 3465753 D630042P16Rik 3463625 3447939 -2128 3463625 3447939 -2128 3463625 3447939 -2128
Chr11 Complement NT_039520.1 AGGTAAGACTGACCC 13933379 LOC331742 13931251 13853098 -2128 13931251 13853098 -2128 13931251 13853098 -2128



Chr2 Complement NT_039209.1 AGCTCACCGTGACCC 51101684 4930519N13Rik 51099557 51098771 -2127 51099557 51098771 -2127 51099171 51098896 -2513
Chr17 Normal NT_039655.1 AGCTCAGGATGACCT 5213288 LOC224805 5215414 5229619 -2126 5215414 5229619 -2126 5215418 5229227 -2130
Chr11 Complement NT_039521.1 GGGGCAGATTGACCC 11884584 LOC328012 11882458 11880336 -2126 11882458 11880336 -2126 11880783 11880481 -3801
Chr18 Complement NT_039674.1 AGGTCAGGACGCCCC 41735445 LOC328949 41733320 41694023 -2125 41733320 41694023 -2125 41724824 41694760 -10621
Chr5 Complement NT_039312.1 AGGTCAACCTGAGCT 8220167 Aldh2 8218145 8192137 -2022 8218043 8192158 -2124 8217938 8192447 -2229
Chr4 Complement NT_039290.1 AGTTCAGGTTGACCT 45945 Cnk 43821 38534 -2124 43821 38534 -2124 43741 40116 -2204
Chr9 Normal NT_039482.1 GGGTCAGCAAGACCC 4641432 LOC333438 4643556 4649522 -2124 4643556 4649522 -2124 4643556 4649522 -2124
Chr11 Complement NT_039515.1 GGGTAGCTGTGACCT 3518031 Wap 3515908 3510289 -2123 3515908 3512748 -2123 3515881 3512872 -2150
Chr7 Complement NT_039395.1 GGGTCGAGCTTACCC 899966 LOC243849 897845 889803 -2121 897845 889803 -2121 897845 889803 -2121
Chr2 Complement NT_039209.1 AGGTGATGGTGACCA 13937625 6430601A21Rik 13935508 13927504 -2117 13935508 13927504 -2117 13931625 13929508 -6000
Chr6 Complement NT_039341.1 GGGTCAGATTGTCCA 9038833 LOC333096 9036716 8979668 -2117 9036716 8979668 -2117 9036716 8979668 -2117
Chr8 Normal NT_039467.1 AGGTCAAAGTGGCCT 34685653 Sntb2 34687770 34766216 -2117 34687770 34765006 -2117 34687820 34763408 -2167
Chr2 Complement NT_039214.1 AGGTCAGGCTGACCC 130486 LOC329587 128370 106060 -2116 128370 106060 -2116 128243 106060 -2243
Chr12 Complement NT_039553.1 GGGTCATCCTGACCT 6448737 LOC331862 6446622 6440576 -2115 6446622 6440576 -2115 6446622 6440576 -2115
Chr3 Normal NT_039228.1 AGGTCACCGTGGCCA 8925430 LOC241955 8927544 8984568 -2114 8927544 8984568 -2114 8927544 8984568 -2114
Chr6 Complement NT_039343.1 AGGTCACTATGACCC 9388056 A930026L03Rik 9385943 9359120 -2113 9385943 9359120 -2113 9385943 9359120 -2113
Chr2 Complement NT_039209.1 GGGTCAGTTTGACAG 21816651 AA409446 21824124 21803248 7473 21814538 21803248 -2113 21810052 21803602 -6599
Chr7 Complement NT_039428.1 AGGCCATCGTGACCA 7008008 E130104F11 7024986 6997889 16978 7005895 6997889 -2113 7001887 6998528 -6121
Chr6 Complement NT_039343.1 TGCTCACAATGACCT 15013081 LOC330337 15010968 15007761 -2113 15010968 15007761 -2113 15010141 15009767 -2940
Chr11 Complement NT_039520.1 GGGTCTTTCTGACCC 23579602 Srfcp-pending 23577537 23484109 -2065 23577489 23484109 -2113 23577246 23485993 -2356
Chr10 Complement NT_039500.1 TGGTCATTTTGACCA 2250686 9430024C03Rik 2248574 2247373 -2112 2248574 2247373 -2112 2248197 2247871 -2489
Chr8 Complement NT_039467.1 GGGTCAGTATCACCA 33324539 Atp6v0d1 33322617 33280710 -1922 33322427 33280710 -2112 33322414 33281144 -2125
Chr11 Normal NT_039520.1 GGGTCACACTGTCCT 28845635 Pld2 28847746 28865692 -2111 28847746 28865692 -2111 28848428 28865145 -2793
Chr3 Complement NT_039226.1 AGGTCACAGTGACAT 7258315 Fabp9 7256325 7238894 -1990 7256206 7252794 -2109 7256206 7252794 -2109
Chr11 Complement NT_039520.1 GGGGCATCGTGACCC 9882237 0610039K22Rik 9880134 9867819 -2103 9880134 9867819 -2103 9873760 9868229 -8477
Chr11 Normal NT_039521.1 AGGACATTGTGACCA 7715497 Hoxb6 7717384 7719997 -1887 7717600 7719997 -2103 7717606 7719357 -2109
Chr12 Complement NT_039548.1 GGGTCGTCGTCACCT 1915434 LOC328067 1913331 1911564 -2103 1913331 1911564 -2103 1913151 1912879 -2283
Chr7 Normal NT_039420.1 GGCTCAATTTGACCC 2472799 1700058F15Rik 2474901 2481913 -2102 2474901 2481913 -2102 2475887 2480298 -3088
Chr17 Normal NT_039636.1 TGGTCAACTTGATCC 2124367 4930470H14Rik 2126468 2164805 -2101 2126468 2164805 -2101 2137698 2164747 -13331
Chr5 Normal NT_039305.1 GGGTGGCCTTGACCT 35564819 6030432N09Rik 35566868 35588151 -2049 35566920 35588007 -2101 35568357 35587547 -3538
Chr5 Complement NT_039307.1 GGATCAAGTTGACCT 9469964 LOC330111 9467865 9466668 -2099 9467865 9466668 -2099 9467401 9467099 -2563
Chr12 Normal NT_039553.1 TGGTCATTTTCACCT 1242879 Tcl1b1 1244977 1247202 -2098 1244977 1247202 -2098 1244977 1246092 -2098
Chr1 Normal NT_039180.1 AGGTCAGCTTGAGCT 16921261 2700084L22Rik 16923358 16935087 -2097 16923358 16935064 -2097 16928571 16934873 -7310
Chr10 Normal NT_039491.1 GTGTCGTGGTGACCT 10864563 5730409E15Rik 10866658 10985025 -2095 10866658 10972602 -2095 10867296 10971947 -2733
Chr1 Complement NT_039173.1 AAGTCAAGTTGACCT 5016724 LOC329206 5014629 5013222 -2095 5014629 5013222 -2095 5014024 5013746 -2700
Chr17 Normal NT_039662.1 TGGTCATAATGAGCT 852557 Agpat1 853617 862217 -1060 854651 861273 -2094 859223 861206 -6666
Chr8 Normal NT_039467.1 GGGTCAGAGTTACCT 56624600 Itgb1 56626693 56673772 -2093 56626693 56673772 -2093 56646087 56672762 -21487
Chr6 Normal NT_039368.1 GGGTCAATTTCACCA 10116 Kel 12181 30181 -2065 12209 30156 -2093 12721 30063 -2605
Chr7 Normal NT_039426.1 TGGTCAACTTGATCC 158784 LOC277926 160877 161835 -2093 160877 161835 -2093 160884 161354 -2100
Chr10 Normal NT_039500.1 TGGTCATGAAGACCT 20745831 LOC331671 20747924 20758168 -2093 20747924 20758168 -2093 20747924 20758168 -2093
Chr5 Complement NT_039308.1 TGGTTAAAATGACCT 12216409 Evi5 12214317 12084030 -2092 12214317 12084030 -2092 12214249 12087381 -2160
Chr6 Normal NT_039353.1 AGGTCTGGCTGACCA 2433204 Gata2 2435294 2448641 -2090 2435294 2448641 -2090 2441172 2447105 -7968
Chr17 Normal NT_039638.1 AGGTCAGCGTGACTG 4956150 Slc22a2 4958240 5002898 -2090 4958240 5002898 -2090 4958332 5002515 -2182
Chr4 Normal NT_039264.1 AGGTCAATATGAACT 8469700 2010305A19Rik 8471789 8485039 -2089 8471789 8485039 -2089 8471822 8482892 -2122
Chr7 Normal NT_039433.1 GAGTCACCATGACCA 2966550 1700095J03Rik 2968638 2974913 -2088 2968638 2974913 -2088 2969044 2969460 -2494
Chr4 Complement NT_039264.1 TGGTCACCTTGACTC 5001899 C8a 4999823 4939114 -2076 4999811 4939114 -2088 4999784 4940937 -2115
Chr14 Complement NT_039595.1 AGGTCAATTTGAGCC 7366207 LOC218760 7364119 7356601 -2088 7364119 7356601 -2088 7364119 7356601 -2088
Chr12 Normal NT_039539.1 TGGCCAGGATGACCT 10121778 5730510P18Rik 10123865 10124716 -2087 10123865 10124716 -2087 10123967 10124398 -2189
Chr14 Normal NT_039598.1 AGGTCAGCTTGAGCT 3874624 LOC328370 3876711 3886944 -2087 3876711 3886944 -2087 3876760 3885631 -2136
Chr7 Normal NT_039446.1 AGTTCAGACCGACCC 100148 Supt5h 102176 126064 -2028 102233 126064 -2085 102526 125838 -2378
Chr10 Complement NT_039492.1 GGGTGACATTGACCA 2311182 LOC209558 2309099 2286395 -2083 2309099 2286395 -2083 2309097 2287212 -2085
Chr8 Normal NT_039455.1 GAGTCAAATTGACCT 9851470 Tfdp1 9852628 9893211 -1158 9853551 9892518 -2081 9853605 9892105 -2135
Chr10 Complement NT_039492.1 TGATCAGCATGACCT 22852603 LOC213804 22850526 22819338 -2077 22850526 22819338 -2077 22850526 22819338 -2077
Chr1 Normal NT_039184.1 GGGTCAAGTTGACAA 7929388 2610100E10Rik 7931463 8060647 -2075 7931463 8060647 -2075 7931979 8060518 -2591
Chr7 Normal NT_039429.1 AGGTCATTCTGACAT 1341108 LOC233424 1343183 1350099 -2075 1343183 1350099 -2075 1343344 1349137 -2236
Chr8 Normal NT_039455.1 GGGTCACAGTGACAT 10518411 LOC330713 10520484 10525105 -2073 10520484 10525105 -2073 10520491 10524835 -2080
Chr16 Normal NT_039624.1 GGGTCGGCTTTACCT 28662171 Mfi2 28664242 28684449 -2071 28664242 28684449 -2071 28664359 28682653 -2188
Chr8 Complement NT_039462.1 GAGTCAGAGCGACCC 5750009 5330410G16Rik 5747940 5744457 -2069 5747940 5744457 -2069 5747901 5744887 -2108
Chr3 Complement NT_039239.1 GGCTCACACTGACCT 377588 LOC332792 375519 355948 -2069 375519 355948 -2069 375519 355948 -2069
Chr1 Complement NT_039170.1 TGATCAGCATGACCC 36275599 Clk 36273578 36261523 -2021 36273533 36261523 -2066 36271457 36269236 -4142
Chr1 Normal NT_039171.1 TGGTCACTTGGACCT 327299 LOC241118 329365 352520 -2066 329365 352520 -2066 329365 352520 -2066
Chr5 Normal NT_039308.1 AGGTGAGCATGACCC 12678894 LOC243196 12680959 12690594 -2065 12680959 12690594 -2065 12684256 12690384 -5362
Chr7 Complement NT_039434.1 GGGTCATGCTGACCA 684290 Akap12 682226 675896 -2064 682226 675896 -2064 682226 677436 -2064
Chr14 Normal NT_039599.1 GGTTCAGACTGACCA 6701072 LOC239089 6703136 6725427 -2064 6703136 6725427 -2064 6703136 6725427 -2064
Chr9 Complement NT_039477.1 AGGTCAATATGAACT 5794266 5730493B19Rik 5792204 5790435 -2062 5792204 5790435 -2062 5791832 5791500 -2434
Chr2 Complement NT_039212.1 GGGTGGCCCTGACCC 3840689 Sox18 3838628 3836862 -2061 3838628 3836862 -2061 3838540 3837222 -2149
Chr1 Complement NT_039180.1 TGGTCAAGGTGTCCT 13211481 LOC210797 13209422 13209141 -2059 13209422 13209141 -2059 13209422 13209141 -2059
Chr3 Complement NT_039234.1 AGGCCAGGATGACCG 23639695 LOC329694 23637636 23637155 -2059 23637636 23637155 -2059 23637576 23637229 -2119
Chr11 Complement NT_039521.1 TGTTCAGAGTGACCT 28281573 1810057P16Rik 28279515 28254873 -2058 28279515 28254873 -2058 28279467 28256009 -2106
Chr8 Normal NT_039462.1 TGGTCACCTTGTCCC 5328050 LOC234367 5330108 5337228 -2058 5330108 5337228 -2058 5330171 5337004 -2121
Chr12 Complement NT_039539.1 AGGTCAAGCTGATCC 14446649 1110038G14Rik 14444612 14403312 -2037 14444594 14403312 -2055 14443348 14403450 -3301
Chr10 Normal NT_039494.1 GAGTCATCATGACCA 7815821 Pln 7817837 7826132 -2016 7817876 7824765 -2055 7824015 7824173 -8194
ChrX Complement NT_039726.1 AGGTCATGTTGACAT 10143791 Tlr8 10142261 10120628 -1530 10141738 10120628 -2053 10141683 10120686 -2108
Chr5 Complement NT_039318.1 GGGTCAGCATGTCCT 375443 LOC330231 373391 368575 -2052 373391 368575 -2052 371698 371378 -3745
Chr1 Normal NT_039169.1 GGGTGACGATGACCA 5240215 1700029F22Rik 5242266 5286562 -2051 5242266 5286562 -2051 5242266 5286562 -2051
Chr10 Normal NT_039500.1 CGGTGAGGATGACCT 10026830 Btg1 10028881 10031467 -2051 10028881 10031467 -2051 10029184 10030502 -2354
Chr19 Normal NT_039687.1 GGGTCAGCCTGAGCT 989476 2210404E10Rik 991523 992284 -2047 991523 992284 -2047 991980 992279 -2504
Chr10 Complement NT_039496.1 GTGTCACCCTGACCA 1473176 LOC270742 1471129 1453959 -2047 1471129 1453959 -2047 1462035 1453959 -11141
Chr12 Normal NT_039549.1 TGGACATGTTGACCT 5783406 LOC270988 5785453 6250841 -2047 5785453 6250841 -2047 5785453 6250841 -2047
Chr11 Normal NT_039520.1 TGGGCAACTTGACCC 27885515 Trp53 27887561 27899452 -2046 27887561 27899451 -2046 27894471 27899007 -8956
Chr1 Normal NT_039180.1 AAGTCACCGTGACCA 21468442 F13b 21470487 21492514 -2045 21470487 21492514 -2045 21470509 21492185 -2067
Chr2 Complement NT_039215.1 AGATCATACTGACCT 14157 LOC332716 12112 4452 -2045 12112 4452 -2045 12112 4452 -2045
Chr6 Normal NT_039361.1 AGGTCATGCTGAGCA 3252575 2810474O19Rik 3254618 3273880 -2043 3254618 3273880 -2043 3272489 3272779 -19914
Chr9 Normal NT_039473.1 AGGTCAGCTTGACAG 11384337 LOC235358 11386378 11388455 -2041 11386378 11388455 -2041 11387396 11387881 -3059
Chr6 Normal NT_039343.1 GGGTCACTGTGACTC 650608 LOC330310 652649 661333 -2041 652649 661333 -2041 652649 661333 -2041
Chr3 Complement NT_039238.1 AGGTCGGGCGGACCT 1679710 L259 1677704 1669696 -2006 1677671 1669696 -2039 1677653 1670696 -2057
Chr5 Complement NT_039302.1 GGGTAGTGGTGACCT 1493714 Mad4 1491814 1480686 -1900 1491677 1481096 -2037 1491677 1481096 -2037
Chr7 Normal NT_039413.1 GGGACACCATGACCA 2823795 Zfp30 2825065 2835759 -1270 2825832 2835589 -2037 2827292 2834780 -3497
Chr11 Complement NT_039515.1 TGGTCAAGTTGACCG 2683026 Pgam2 2681055 2678903 -1971 2680992 2678903 -2034 2680947 2678932 -2079
Chr3 Normal NT_039234.1 GGGTCAGCATAACCT 3066682 1200003O06Rik 3068684 3090177 -2002 3068715 3090177 -2033 3068763 3088644 -2081
Chr5 Complement NT_039297.1 AGGTCACTATCACCC 6841655 AW545847 6839622 6805803 -2033 6839622 6805803 -2033 6839388 6806310 -2267
Chr11 Normal NT_039521.1 TGGTCACCTTGCCCT 13085230 1110036H21Rik 13087262 13089530 -2032 13087262 13089530 -2032 13088351 13088956 -3121
Chr15 Normal NT_039621.1 AGTTCAATGTGACCC 849052 4833414I07Rik 851083 866084 -2031 851083 866084 -2031 859349 865555 -10297
Chr1 Complement NT_039190.1 GTGTCAACTTGACCA 3080766 Crry 3078736 3045338 -2030 3078736 3051054 -2030 3078476 3064762 -2290
Chr11 Complement NT_039520.1 GGCTCAAGTTGACCT 10929640 LOC193341 10927610 10925838 -2030 10927610 10925838 -2030 10927495 10927136 -2145



Chr3 Complement NT_039226.1 AAGTCACAGTGACCT 6760930 F730007C19Rik 6887435 6746457 126505 6758903 6746457 -2027 6758903 6746457 -2027
Chr2 Normal NT_039209.1 AGGTAAAATTGACCC 51114969 LOC207448 51116996 51157213 -2027 51116996 51118173 -2027 51117588 51117899 -2619
Chr1 Normal NT_039185.1 GGGTCAAGTTGACAC 16365895 Pigm 16367922 16371899 -2027 16367922 16371899 -2027 16368065 16369336 -2170
Chr6 Normal NT_039356.1 TGGTCACCATGCCCC 944241 LOC330420 946266 1020416 -2025 946266 1020416 -2025 960568 1020008 -16327
Chr3 Complement NT_039241.1 AGGTCACTCTGACTC 908085 LOC242205 906061 890035 -2024 906061 890035 -2024 900567 890035 -7518
Chr11 Normal NT_039520.1 GGGTGACTGTGACCT 7701805 MOR256-22 7703827 7704762 -2022 7703827 7704762 -2022 7703827 7704762 -2022
Chr6 Complement NT_039350.1 AGGTCATACTGATCA 1309449 LOC330349 1307428 1305846 -2021 1307428 1305846 -2021 1306348 1305974 -3101
Chr18 Complement NT_039674.1 ATGTCATGTTGACCT 58258773 LOC332326 58256753 58216001 -2020 58256753 58216001 -2020 58256753 58216001 -2020
Chr11 Normal NT_039520.1 TGGTCACAATGACTC 31355686 1200014J11Rik 31357698 31390041 -2012 31357705 31390041 -2019 31357725 31389001 -2039
Chr6 Complement NT_039343.1 TGGTGACTCTGACCT 6275787 2810019K23Rik 6273768 6215121 -2019 6273768 6215121 -2019 6255749 6215991 -20038
Chr11 Normal NT_039521.1 AGGTCACCTTGACTA 27383024 Hcngp-pending 27385042 27417003 -2018 27385042 27417003 -2018 27385145 27415861 -2121
Chr8 Complement NT_039467.1 AGGTCAGGGTCACCC 45253320 LOC209241 45251302 45174313 -2018 45251302 45174313 -2018 45251302 45174313 -2018
Chr3 Normal NT_039226.1 TGGTCAAGCTAACCC 4479424 LOC229040 4481442 4482457 -2018 4481442 4482457 -2018 4481442 4482457 -2018
Chr17 Complement NT_039649.1 AGGCCACTCTGACCT 8880158 Akap8 8878154 8860677 -2004 8878142 8861656 -2016 8878104 8862258 -2054
Chr3 Complement NT_039242.1 CGGTCATAGTGTCCC 17526705 LOC215282 17524689 17471145 -2016 17524689 17471145 -2016 17524689 17471145 -2016
Chr10 Complement NT_039502.1 AGATCAGGCTGACCT 6425627 LOC327851 6423611 6421712 -2016 6423611 6421712 -2016 6423473 6421845 -2154
Chr4 Normal NT_039261.1 GGGTCACACAGACCT 8119195 LOC329851 8121211 8125694 -2016 8121211 8125694 -2016 8125096 8125422 -5901
Chr10 Normal NT_039502.1 AGGTCTTTCTGACCC 5101533 MGC37568 5102658 5109759 -1125 5103547 5109759 -2014 5105683 5109485 -4150
Chr6 Complement NT_039341.1 TGGTGAAATTGACCC 10950170 Kel 10948189 10930021 -1981 10948161 10930046 -2009 10947649 10930139 -2521
Chr13 Complement NT_039578.1 AAGTCACCCTGACCC 10267861 LOC195265 10265852 10265149 -2009 10265852 10265149 -2009 10265740 10265348 -2121
Chr13 Normal NT_039589.1 GGGTCATGTTGACAT 6992629 LOC212149 6994631 7033984 -2002 6994631 7033984 -2002 6994631 7033984 -2002
Chr9 Complement NT_039476.1 AAGTCAGGGTGACCC 11423020 LOC213208 11423269 11410421 249 11421018 11418344 -2002 11419011 11418673 -4009
Chr18 Normal NT_039674.1 TGGACAGTGTGACCT 22343289 LOC225288 22345291 22368921 -2002 22345291 22368921 -2002 22345305 22368414 -2016
Chr2 Normal NT_039208.1 GGGTCTTTTTGACCC 8917896 LOC332621 8919897 9047169 -2001 8919897 8937824 -2001 8919897 8937824 -2001
Chr7 Complement NT_039413.1 GGGTCGGTCTGAACT 1365535 Supt5h 1363534 1338139 -2001 1363534 1338139 -2001 1363241 1338240 -2294
Chr13 Complement NT_039589.1 GTGTCATTTCGACCT 17026413 LOC193500 17024416 17024081 -1997 17024416 17024081 -1997 17024416 17024081 -1997
Chr1 Complement NT_039172.1 AGGTCACAGTCACCC 2183994 LOC227317 2181999 2058082 -1995 2181999 2058082 -1995 2181964 2058293 -2030
Chr4 Complement NT_039262.1 GAGTCACCTTGACCA 9787664 LOC277792 9785670 9785237 -1994 9785670 9785237 -1994 9785670 9785237 -1994
Chr10 Normal NT_039500.1 GGGTCGGGGTGTCCT 9345466 B230358H09Rik 9347458 9437345 -1992 9347458 9437345 -1992 9347652 9401117 -2186
Chr11 Complement NT_039521.1 AGGTCAGGCTGGCCT 6252153 LOC217121 6250163 6246694 -1990 6250163 6246694 -1990 6250163 6246694 -1990
Chr10 Complement NT_039496.1 TTGTCACCCTGACCT 6890081 Gng7 6888129 6819425 -1952 6888092 6822192 -1989 6823790 6822417 -66291
Chr6 Normal NT_039349.1 CTGTCAGGCTGACCC 2176 LOC210131 4165 4856 -1989 4165 4856 -1989 4165 4856 -1989
Chr5 Complement NT_039311.1 GGGTCAGCCTGACTA 2192938 LOC330166 2190950 2187899 -1988 2190950 2187899 -1988 2189336 2189061 -3602
Chr18 Normal NT_039674.1 TGGTCACCTAGACCT 32826769 Matr3 32819932 32857944 6837 32828756 32857324 -1987 32838534 32856948 -11765
Chr17 Normal NT_039655.1 CAGTCACATTGACCC 5960706 LOC224813 5962691 5966313 -1985 5962691 5966313 -1985 5963349 5966069 -2643
Chr5 Complement NT_039307.1 CTGTCAATCTGACCC 1427019 LOC231332 1425034 1424651 -1985 1425034 1424651 -1985 1425034 1424651 -1985
Chr16 Complement NT_039627.1 AGCTCAGGCTGACCT 1240032 Mx1 1238047 1222176 -1985 1238047 1222176 -1985 1235900 1222857 -4132
Chr5 Complement NT_039317.1 TGGTCATGGTGTCCC 421925 LOC243332 419941 400150 -1984 419941 400150 -1984 419941 400150 -1984
Chr15 Complement NT_039620.1 GGGTAGTGGTGACCT 4525052 Tieg 4523069 4513826 -1983 4523069 4516775 -1983 4522956 4518267 -2096
Chr14 Complement NT_039606.1 TGGTCAGGCTGACAC 4685075 LOC239116 4683094 4667131 -1981 4683094 4667131 -1981 4683094 4667131 -1981
Chr15 Complement NT_039621.1 GTGTCAAGTTGACCA 38461776 Mb 38459795 38424616 -1981 38459795 38424616 -1981 38431710 38425053 -30066
Chr2 Complement NT_039210.1 AGGTCAGCGTGGCCT 13481459 Pte1 13479478 13467106 -1981 13479478 13467375 -1981 13479423 13467498 -2036
Chr9 Normal NT_039472.1 ATGTCACTTTGACCT 7685557 Icam5 7687509 7694481 -1952 7687536 7694481 -1979 7687576 7694345 -2019
Chr5 Normal NT_039299.1 AGGCCAGGCTGACCT 9032155 Nyren18-pending 9034134 9065423 -1979 9034134 9065423 -1979 9047875 9064538 -15720
Chr13 Normal NT_039580.1 AGGTCAAAATGAGCT 7315981 2010001K21Rik 7317959 7319264 -1978 7317959 7319264 -1978 7318743 7319195 -2762
Chr10 Complement NT_039492.1 AGTTCATGTTGACCT 22852503 LOC213804 22850526 22819338 -1977 22850526 22819338 -1977 22850526 22819338 -1977
Chr4 Complement NT_039260.1 AGCTCAGGCTGACCT 3762637 LOC329841 3760661 3744178 -1976 3760661 3744178 -1976 3760468 3745548 -2169
Chr4 Complement NT_039266.1 AGGTCACACTGACAT 11026224 Clcnk1 11024757 11010666 -1467 11024249 11010943 -1975 11024101 11010954 -2123
Chr7 Normal NT_039433.1 GGGTCAGGCTGACTC 14242113 4930588G17Rik 14244087 14249701 -1974 14244087 14249701 -1974 14248783 14249439 -6670
Chr1 Complement NT_039188.1 AGGTCACCTTGCCCT 2200246 Psen2 2208816 2180402 8570 2198272 2180402 -1974 2198125 2180969 -2121
Chr14 Complement NT_039602.1 AGGCCAGGCTGACCT 620254 1500012D09Rik 618285 600458 -1969 618285 600458 -1969 617985 602402 -2269
Chr3 Complement NT_039249.1 GGGTCACCCTGATCA 83241 LOC333659 81272 78320 -1969 81272 78320 -1969 80475 80179 -2766
Chr11 Complement NT_039515.1 GGGTCAGGGTGACTG 28536355 Stc2 28534584 28522464 -1771 28534386 28524555 -1969 28534340 28524622 -2015
Chr6 Complement NT_039340.1 TGGTCAATATGAACC 17845364 LOC214620 17843396 17838374 -1968 17843396 17838374 -1968 17843396 17838374 -1968
Chr13 Normal NT_039589.1 CAGTCACACTGACCT 2296444 LOC331946 2298412 2322420 -1968 2298412 2322420 -1968 2298475 2322420 -2031
Chr2 Complement NT_039208.1 AAGTCATGTTGACCC 4338050 0710001E19Rik 4355643 4270769 17593 4336083 4270769 -1967 4335621 4271448 -2429
Chr15 Normal NT_039621.1 TAGTCATTGTGACCT 21750977 LOC211832 21752943 21753761 -1966 21752943 21753761 -1966 21752943 21753761 -1966
Chr5 Complement NT_039313.1 GGGTCACTATGCCCA 689341 LOC330194 689043 685399 -298 687376 685399 -1965 687218 687129 -2123
Chr17 Complement NT_039656.1 TTGTCACACTGACCC 2369538 AW046014 2367580 2360264 -1958 2367580 2360264 -1958 2362887 2360689 -6651
Chr1 Normal NT_039167.1 AGGTCATGCTGATCA 1813205 Lypla1 1815089 1855127 -1884 1815162 1853409 -1957 1815162 1853409 -1957
Chr1 Complement NT_039185.1 AGGTCAGGGTGCCCT 15274419 Ppox 15272462 15268266 -1957 15272462 15268293 -1957 15272062 15268358 -2357
Chr2 Normal NT_039208.1 AGGTTACTCTGACCA 22261198 Zfp289 22262821 22477128 -1623 22263153 22274772 -1955 22263180 22273627 -1982
Chr4 Normal NT_039268.1 AGGTCAAGATGAGCT 8313035 4932416A11Rik 8314988 8321180 -1953 8314988 8321180 -1953 8318986 8319387 -5951
Chr18 Normal NT_039674.1 AGATCATTTCGACCT 67951779 LOC328986 67953732 67955272 -1953 67953732 67955272 -1953 67954367 67954690 -2588
ChrX Normal NT_039715.1 AGGTCAACTTGATCC 5957861 Pramel3 5959808 5970153 -1947 5959813 5970137 -1952 5964844 5968113 -6983
Chr2 Complement NT_039212.1 GGGTCAGGCTAACCC 3840580 Sox18 3838628 3836862 -1952 3838628 3836862 -1952 3838540 3837222 -2040
Chr11 Normal NT_039520.1 TGGGCATGCTGACCC 4003390 LOC216704 4005341 4006257 -1951 4005341 4006254 -1951 4005545 4005865 -2155
Chr11 Complement NT_039520.1 AGGCCAGGCTGACCT 28719563 4930563C04Rik 28717613 28699888 -1950 28717613 28710213 -1950 28717594 28710261 -1969
Chr6 Complement NT_039350.1 GTGTCAACATGACCA 13491552 Actg2 13489605 13466287 -1947 13489602 13466287 -1950 13480818 13466301 -10734
Chr14 Normal NT_039606.1 AGGTCATGCTGGCCT 24039615 5033415K03Rik 24041563 24139597 -1948 24041563 24139597 -1948 24041755 24138926 -2140
Chr9 Normal NT_039472.1 AGGCCACAATGACCA 27213833 LOC270148 27215781 27216438 -1948 27215781 27216438 -1948 27215835 27216062 -2002
Chr18 Complement NT_039674.1 AGCTCAGGCTGACCT 31774636 MGC37079 31772689 31706437 -1947 31772689 31708216 -1947 31763990 31708506 -10646
ChrX Normal NT_039706.1 GGGGCAGCACGACCC 5222502 LOC207795 5224448 5224840 -1946 5224448 5224840 -1946 5224448 5224840 -1946
Chr9 Complement NT_039477.1 AAGTCATCATGACCC 3080107 Ccrl1 3078162 3049283 -1945 3078162 3049283 -1945 3050886 3049834 -29221
Chr11 Complement NT_039515.1 AGGTCAAGGTGACTT 5513999 LOC268377 5512054 5507800 -1945 5512054 5507800 -1945 5509059 5508616 -4940
Chr6 Normal NT_039350.1 AGGTGATGCTGACCC 37059 LOC232073 39003 40362 -1944 39003 40362 -1944 39003 40362 -1944
Chr9 Complement NT_039480.1 TGGCCACTCTGACCT 917416 LOC331029 915472 912886 -1944 915472 912886 -1944 913459 913181 -3957
Chr6 Complement NT_039343.1 GGGTCATCATGAGCT 2334971 LOC243378 2333028 2324159 -1943 2333028 2324159 -1943 2333028 2324159 -1943
Chr12 Complement NT_039552.1 AGGACAATTTGACCC 3549251 LOC328138 3547309 3544075 -1942 3547309 3544075 -1942 3547067 3546762 -2184
Chr4 Complement NT_039264.1 GGGTCGATCTGACCA 5500829 LOC230562 5498889 5497799 -1940 5498889 5497799 -1940 5498867 5498397 -1962
Chr4 Normal NT_039266.1 AGGTCAGCATGGCCC 6994399 Hspg2 6996338 7099005 -1939 6996338 7099005 -1939 6996379 7098150 -1980
Chr12 Complement NT_039552.1 TGGTCAGAGTCACCT 7870265 LOC217790 7869105 7866151 -1160 7868326 7866151 -1939 7867661 7867392 -2604
Chr7 Normal NT_039433.1 AGGTCAGGTTGATCC 3599490 Zfp143 3601429 3626849 -1939 3601429 3626849 -1939 3601455 3626415 -1965
Chr16 Complement NT_039624.1 GGGTCCCTGTGACCT 32097933 LOC328665 32095996 32094023 -1937 32095996 32094023 -1937 32094459 32094184 -3474
Chr1 Normal NT_039170.1 TGGTCAAATTGATCT 28746477 Tmeff2 28733642 29008815 12835 28748414 29007253 -1937 28748802 29007024 -2325
Chr6 Complement NT_039353.1 AGGTCAATTTGACCA 4113813 V1ra5 4111877 4110936 -1936 4111877 4110936 -1936 4111877 4110936 -1936
Chr2 Normal NT_039208.1 GGCTCAGGCTGACCA 233446 LOC332613 235380 312843 -1934 235380 260366 -1934 235380 260366 -1934
Chr9 Normal NT_039472.1 AGGTCATAGTTACCA 14697107 LOC244764 14699039 14774900 -1932 14699039 14774900 -1932 14699039 14774900 -1932
ChrX Normal NT_039703.1 AGGTCAACTTGATCC 2876096 4930550L24Rik 2878027 2879040 -1931 2878027 2879040 -1931 2878078 2879040 -1982
Chr19 Normal NT_039689.1 AGGTCAGATTGGCCA 5200291 LOC269082 5202222 5208758 -1931 5202222 5208758 -1931 5202222 5208758 -1931
Chr18 Normal NT_039674.1 GGGTCGTGCTGCCCC 24097078 LOC328926 24099007 24100308 -1929 24099007 24100308 -1929 24099837 24100133 -2759
Chr1 Complement NT_039170.1 GGGTCACTTTGACAA 52545936 Zfp142 52544134 52522442 -1802 52544007 52522442 -1929 52541664 52522878 -4272
Chr12 Normal NT_039551.1 GGGTCGTCCTGATCT 24057488 Eif2a 24059378 24084166 -1890 24059416 24082874 -1928 24063873 24082254 -6385
ChrX Complement NT_039698.1 AGGTCAAGCTGATCT 1422330 Ftsj 1420487 1406761 -1843 1420403 1408514 -1927 1419093 1408882 -3237
Chr11 Complement NT_039521.1 TGGTCAGACTGGCCT 9613262 Pparbp 9611713 9570586 -1549 9611335 9572677 -1927 9607697 9571143 -5565



Chr8 Complement NT_039456.1 GGGTCATGTTGCCCA 5561298 4833414G05Rik 5559372 5526674 -1926 5559372 5526674 -1926 5559311 5527892 -1987
Chr11 Normal NT_039531.1 TGGGCATGATGACCC 114635 Hba-x 116499 118010 -1864 116561 117905 -1926 116561 117905 -1926
Chr17 Complement NT_039668.1 AGGTCATGGTGGCCC 25680 LOC195372 23755 23006 -1925 23755 23006 -1925 23755 23006 -1925
Chr11 Complement NT_039520.1 AGGCCAGGCTGACCT 1926123 4833412C19Rik 1924229 1905738 -1894 1924199 1906233 -1924 1921640 1906700 -4483
Chr11 Normal NT_039515.1 TGGGCATGATGACCC 29439162 Hba-x 29441023 29442534 -1861 29441085 29442429 -1923 29441085 29442429 -1923
Chr15 Normal NT_039618.1 ACGTCAACCTGACCT 24119086 Pgcp-pending 24120914 24645332 -1828 24121008 24645285 -1922 24263807 24644963 -144721
ChrX Complement NT_039709.1 AGGTCATTCTGAACT 2968201 LOC331450 2966280 2963425 -1921 2966280 2963425 -1921 2965089 2964814 -3112
Chr11 Complement NT_039521.1 AGGTCATCTGGACCA 32524118 Sectm1 32522228 32512117 -1890 32522197 32513190 -1921 32514956 32513534 -9162
Chr11 Normal NT_039520.1 AGGTCAACCTGAGCT 34675377 4833420N02Rik 34677295 34684143 -1918 34677295 34684143 -1918 34677298 34683949 -1921
Chr9 Complement NT_039482.1 AGGTTACTGTGACCA 9129992 9030022E12Rik 9128124 9083216 -1868 9128074 9092574 -1918 9127984 9093809 -2008
Chr17 Normal NT_039658.1 GGGTTAATCTGACCC 22236690 3230402J05Rik 22238607 22241292 -1917 22238607 22241292 -1917 22239759 22240043 -3069
Chr16 Complement NT_039624.1 GGCTCACAGTGACCT 14688580 4933432I09Rik 14686995 14682820 -1585 14686664 14682820 -1916 14683328 14683047 -5252
Chr16 Complement NT_039630.1 GGCTCACAGTGACCT 473097 4933432I09Rik 471512 467337 -1585 471181 467337 -1916 467845 467564 -5252
Chr1 Complement NT_039174.1 AGGTCACATGGACCC 12916883 Bcl2 12914967 12745377 -1916 12914967 12745377 -1916 12914967 12745377 -1916
Chr7 Complement NT_039400.1 AGGCCAGGATGACCT 602197 Fosb 600576 593394 -1621 600282 593394 -1915 599962 595420 -2235
Chr16 Normal NT_039624.1 GGGTCAAGACGAGCT 54163858 LOC268895 54165773 54188613 -1915 54165773 54188613 -1915 54165773 54188613 -1915
Chr7 Normal NT_039428.1 CTGTCAGTGTGACCC 20692153 Pde8a 20694067 20816121 -1914 20694067 20816121 -1914 20694244 20815115 -2091
ChrX Complement NT_039706.1 ATGTCAGCTTGACCA 4767203 4930447F04Rik 4765290 4764427 -1913 4765290 4764427 -1913 4765166 4764625 -2037
Chr11 Complement NT_039515.1 AGATCAAGCTGACCT 286282 Limk2 284372 218434 -1910 284372 218434 -1910 284198 220877 -2084
Chr4 Normal NT_039264.1 TGGTCAACTTGATCC 15362447 LOC230637 15364356 15373385 -1909 15364356 15373385 -1909 15364356 15373385 -1909
Chr9 Complement NT_039473.1 AGGTCAAGTTGAGCC 3766847 Mizf-pending 3764939 3753990 -1908 3764939 3753990 -1908 3761846 3755544 -5001
Chr2 Complement NT_039210.1 GGGTCAAAATGAACA 1521678 1110004D19Rik 1519771 1513283 -1907 1519771 1513283 -1907 1519712 1514046 -1966
Chr4 Complement NT_039265.1 AGGTCACCCTGTCCC 7501629 2410081M15Rik 7499856 7475328 -1773 7499724 7475328 -1905 7482395 7475868 -19234
Chr9 Normal NT_039472.1 AGGTCACTGTGAGCT 9881162 3110056H04Rik 9883067 10151939 -1905 9883067 10151939 -1905 9883632 10150768 -2470
Chr6 Complement NT_039355.1 TGGACACCGTGACCC 9495890 LOC232339 9493986 9479780 -1904 9493986 9479780 -1904 9493979 9479887 -1911
Chr12 Complement NT_039554.1 AAGTCACCCTGACCA 791409 LOC331869 789505 782377 -1904 789505 782377 -1904 789505 782377 -1904
Chr19 Complement NT_039692.1 TGGTCATTTTGCCCC 17624373 2610209L21Rik 17622470 17620119 -1903 17622470 17620119 -1903 17620447 17620124 -3926
Chr2 Normal NT_039208.1 AGGTAACAATGACCT 2430913 Itga6 2432816 2547859 -1903 2432816 2502041 -1903 2432997 2499499 -2084
Chr18 Normal NT_039674.1 GTGTCAAGTTGACCC 33036190 Ube2d2 33038045 33073651 -1855 33038093 33073651 -1903 33038475 33072051 -2285
Chr10 Complement NT_039496.1 TTGTCACTGTGACCC 4488226 LOC216138 4486325 4484819 -1901 4486325 4484819 -1901 4485860 4485105 -2366
Chr13 Normal NT_039590.1 TGGTCAGGGTGACTT 13110626 LOC238836 13112527 13124879 -1901 13112527 13124879 -1901 13112527 13124879 -1901
Chr14 Complement NT_039602.1 GGGTCAGGATGACTC 252688 Ndr2 251595 242718 -1093 250788 242718 -1900 248977 243577 -3711
Chr19 Normal NT_039683.1 GGGTGGGGCTGACCC 455325 Rcor 457223 462730 -1898 457223 462730 -1898 457229 462202 -1904
Chr11 Complement NT_039521.1 TGGTCACATTGACAC 14525733 2610205J15Rik 14523892 14492555 -1841 14523836 14492555 -1897 14523764 14493075 -1969
Chr13 Normal NT_039586.1 AGATCACAACGACCC 4995741 LOC214819 4997638 5057329 -1897 4997638 5057329 -1897 4997638 5057329 -1897
Chr3 Complement NT_039226.1 GGGTCAGTGTGACAC 6760798 F730007C19Rik 6887435 6746457 126637 6758903 6746457 -1895 6758903 6746457 -1895
ChrX Normal NT_039700.1 AGTTCAGCCTGACCT 12253663 LOC279660 12255557 12275111 -1894 12255557 12275111 -1894 12255557 12275111 -1894
Chr10 Normal NT_039496.1 AGGTCACACTGAGCG 5677992 9130017N09Rik 5679885 5689354 -1893 5679885 5689314 -1893 5684615 5688964 -6623
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572988 C130023C01Rik 6571095 6567882 -1893 6571095 6567882 -1893 6570688 6570383 -2300
Chr11 Normal NT_039520.1 AGGTCATTTGGACCT 35930683 LOC216963 35932575 35941291 -1892 35932575 35941291 -1892 35933042 35940133 -2359
Chr15 Complement NT_039621.1 AGGTCAAACTGATCA 42265060 LOC271293 42263168 42226330 -1892 42263168 42226330 -1892 42263168 42226330 -1892
Chr11 Complement NT_039521.1 GGTTCACGGTGACCC 32451867 Csnk1d 32449989 32420408 -1878 32449978 32422081 -1889 32449669 32422515 -2198
Chr7 Complement NT_039436.1 GTGTCAACTTGACCC 1048116 1810014F10Rik 1046229 1040593 -1887 1046228 1043298 -1888 1046217 1043469 -1899
Chr12 Normal NT_039549.1 AGGTCTCAATGACCA 11380486 LOC238161 11382374 11404301 -1888 11382374 11404301 -1888 11382374 11404301 -1888
Chr8 Complement NT_039459.1 AGGTCAACTTGATCC 1641351 LOC211895 1639466 1638328 -1885 1639466 1638328 -1885 1639414 1639010 -1937
Chr12 Complement NT_039554.1 AAGTCACCCTGACCA 791390 LOC331869 789505 782377 -1885 789505 782377 -1885 789505 782377 -1885
Chr7 Normal NT_039416.1 GGGTGAAAATGACCC 542232 AB030198 543584 574988 -1352 544116 574913 -1884 544135 574405 -1903
Chr2 Normal NT_039210.1 AGGTCATTGTGAACC 4654382 Cep2 4655546 4682906 -1164 4656263 4663502 -1881 4656574 4662881 -2192
ChrX Complement NT_039700.1 GGGTCAGACTGATCA 15215479 LOC214450 15213598 15195705 -1881 15213598 15195705 -1881 15213598 15195705 -1881
Chr13 Normal NT_039590.1 TGGTCTTACTGACCT 7363981 2610028H14Rik 7365859 7437130 -1878 7365859 7437130 -1878 7365881 7436546 -1900
Chr9 Complement NT_039473.1 GAGTCACTGTGACCC 4668544 Tmprss4 4666681 4635317 -1863 4666666 4635317 -1878 4666378 4635988 -2166
Chr13 Normal NT_039573.1 AAGTCACCCTGACCA 1354314 9430025F20Rik 1356191 1368660 -1877 1356191 1368660 -1877 1356265 1368499 -1951
Chr9 Normal NT_039474.1 TGATCAGGCTGACCT 19338942 LOC235474 19340140 19342558 -1198 19340819 19342382 -1877 19340935 19341294 -1993
Chr17 Normal NT_039657.1 AGGTGAGCTTGACCA 9665104 4732462I11Rik 9666979 9691641 -1875 9666979 9691641 -1875 9666979 9691641 -1875
Chr17 Complement NT_039669.1 AGGTCATGGTGGCCC 24306 LOC193811 22431 17861 -1875 22431 17861 -1875 22321 21456 -1985
Chr11 Complement NT_039521.1 GGGTGGGCATGACCT 25691834 LOC328030 25689959 25670696 -1875 25689959 25670696 -1875 25688434 25670712 -3400
Chr14 Normal NT_039599.1 TGGACACGGTGACCT 6349622 4930474F22Rik 6351493 6352986 -1871 6351493 6352986 -1871 6351506 6352132 -1884
Chr14 Complement NT_039596.1 AGCTCAAGCTGACCT 865277 Anxa7 863531 838867 -1746 863406 838867 -1871 856918 840069 -8359
Chr8 Complement NT_039467.1 ATGTCAATGCGACCT 21126467 LOC330825 21124596 21122277 -1871 21124596 21122277 -1871 21123478 21122834 -2989
Chr15 Complement NT_039621.1 AGGTCAAATCGCCCC 50627446 LOC268843 50625576 50608486 -1870 50625576 50608486 -1870 50625306 50608490 -2140
Chr15 Normal NT_039621.1 GAGTCAGCCTGACCT 60151516 LOC332129 60153386 60173798 -1870 60153386 60173798 -1870 60153386 60173798 -1870
Chr19 Complement NT_039687.1 GGGTCAAGGTCACCT 16019494 LOC329045 16017625 16015135 -1869 16017625 16015135 -1869 16016833 16016558 -2661
Chr9 Normal NT_039474.1 AGGTCATGCCGAGCT 12384714 Ppib 12386478 12392961 -1764 12386583 12392961 -1869 12386629 12392756 -1915
Chr7 Normal NT_039429.1 AGGTCATGCTGACCA 19362860 LOC207728 19364728 19374815 -1868 19364728 19374815 -1868 19364750 19373661 -1890
Chr2 Complement NT_039205.1 GGGTCGGTGAGACCC 9291705 LOC227717 9289837 9285425 -1868 9289837 9285425 -1868 9288175 9287801 -3530
Chr14 Normal NT_039606.1 AGGTGATAATGACCA 5768034 1500031K13Rik 5769900 5914710 -1866 5769900 5914710 -1866 5825720 5914506 -57686
Chr1 Normal NT_039167.1 AGGTCAATATGAACT 1813298 Lypla1 1815089 1855127 -1791 1815162 1853409 -1864 1815162 1853409 -1864
Chr13 Normal NT_039580.1 AGGTCGTAATGATCC 4995116 Jmj 4996915 5185947 -1799 4996977 5185759 -1861 4998011 5185603 -2895
Chr4 Normal NT_039266.1 AGGTGATTGTGACCC 8771686 Capzb 8727561 8826453 44125 8773546 8825903 -1860 8773546 8825727 -1860
Chr7 Complement NT_039433.1 GGGGCAGAGTGACCA 60959 A630026L20 59119 40430 -1840 59100 40430 -1859 41708 40576 -19251
Chr13 Normal NT_039573.1 AAGTCACCCTGACCA 1354333 9430025F20Rik 1356191 1368660 -1858 1356191 1368660 -1858 1356265 1368499 -1932
Chr14 Normal NT_039599.1 TGGTCAGAGTGACCT 6651934 LOC239087 6653792 6675917 -1858 6653792 6675917 -1858 6653792 6675917 -1858
Chr11 Normal NT_039521.1 AGCTCAGGATGACCT 28043301 Aanat 28045156 28049013 -1855 28045156 28049013 -1855 28047106 28048563 -3805
Chr5 Complement NT_039297.1 AGTTCGGATTGACCC 2985365 LOC231019 2983510 2905904 -1855 2983510 2905904 -1855 2983510 2905904 -1855
Chr6 Complement NT_039343.1 AGGCCACCCTGACCT 2090289 Osbpl3 2161516 2002404 71227 2088434 2002404 -1855 2075812 2002662 -14477
Chr7 Complement NT_039437.1 AGCTCAGGATGACCC 2857708 Fadd 2855926 2851788 -1782 2855854 2853240 -1854 2855852 2853992 -1856
Chr1 Normal NT_039170.1 TGGTCATACAGACCC 32953602 LOC329156 32955456 32956954 -1854 32955456 32956954 -1854 32955551 32956786 -1949
ChrX Normal NT_039711.1 TGCTCACAGTGACCC 5012191 Eda 5013856 5439310 -1665 5014041 5439310 -1850 5014216 5435707 -2025
ChrX Complement NT_039726.1 GGGTAAATATGACCA 9848917 LOC212051 9847068 9740364 -1849 9847068 9740364 -1849 9847068 9740364 -1849
Chr5 Complement NT_039305.1 TGGTCAGAGAGACCT 14192188 LOC333011 14190339 14178953 -1849 14190339 14178953 -1849 14190339 14178953 -1849
Chr1 Normal NT_039170.1 GAGTCATATTGACCT 12183308 9430069J07 12185153 12196043 -1845 12185153 12196043 -1845 12191787 12194129 -8479
Chr3 Normal NT_039234.1 GGGTAGACATGACCC 3066872 1200003O06Rik 3068684 3090177 -1812 3068715 3090177 -1843 3068763 3088644 -1891
Chr16 Normal NT_039627.1 AGTTCAAAGTGACCA 1014395 LOC332206 1016236 1106929 -1841 1016236 1106929 -1841 1016236 1106929 -1841
Chr13 Complement NT_039588.1 GGGTCACACTGGCCA 759775 LOC212281 757935 712070 -1840 757935 740304 -1840 743670 741419 -16105
Chr17 Complement NT_039658.1 AGGTCAGCCTGATCT 12498040 A230048G03Rik 12496202 12472757 -1838 12496202 12472757 -1838 12490360 12473941 -7680
Chr8 Complement NT_039467.1 AAGTCACTGTGACCA 5478004 LOC244522 5476166 5378691 -1838 5476166 5378691 -1838 5476166 5378691 -1838
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572931 C130023C01Rik 6571095 6567882 -1836 6571095 6567882 -1836 6570688 6570383 -2243
Chr2 Normal NT_039210.1 AGGTCAGTCTGACAC 500909 2310046K01Rik 502649 601913 -1740 502742 515370 -1833 510235 514272 -9326
Chr8 Normal NT_039467.1 GGGTCAGGCAGACCC 44795136 2610510J17Rik 44796969 44817182 -1833 44796969 44817182 -1833 44801321 44816594 -6185
Chr2 Complement NT_039215.1 AGATCATACTGACCT 65995 LOC332718 64163 53790 -1832 64163 53790 -1832 64163 53790 -1832
Chr7 Normal NT_039437.1 TGGTCTCTCTGACCT 752661 Tnnt3 754461 771658 -1800 754493 771653 -1832 757288 771480 -4627
Chr9 Complement NT_039473.1 AGGTGAAAGTGACCC 6954022 LOC244841 6952193 6882368 -1829 6952193 6882368 -1829 6952193 6882368 -1829
Chr6 Complement NT_039350.1 AGGTGGTGGTGACCC 13611236 Clecsf13 13609564 13597919 -1672 13609409 13598401 -1827 13609409 13598588 -1827
Chr9 Normal NT_039474.1 GTGTCAACTTGACCA 19603486 LOC235476 19605311 19698406 -1825 19605311 19698406 -1825 19605311 19698406 -1825
Chr5 Normal NT_039314.1 TAGTCAGCATGACCT 401181 LOC330202 403005 405194 -1824 403005 405194 -1824 404814 405089 -3633



Chr17 Normal NT_039649.1 GGGTCACCTTGACTA 11700732 Bat1a 11701092 11712968 -360 11702554 11712786 -1822 11702554 11712777 -1822
Chr17 Normal NT_039662.1 GGGTCACCTTGACTA 1491105 Bat1a 1491465 1503367 -360 1492927 1503185 -1822 1492927 1503176 -1822
Chr2 Normal NT_039209.1 AGGTTATTATGACCA 42374399 LOC329527 42376221 42383005 -1822 42376221 42376659 -1822 42376221 42376659 -1822
Chr10 Complement NT_039492.1 AGATCAGCATGACCA 1623025 LOC215861 1621206 1612550 -1819 1621206 1612550 -1819 1621206 1612550 -1819
Chr7 Complement NT_039433.1 TGGTCATTGTGAGCT 20601969 Cln3 20600152 20589083 -1817 20600152 20589083 -1817 20600042 20589264 -1927
Chr17 Complement NT_039649.1 AGGTGAGAGTGACCA 2334421 1810034B16Rik 2332605 2330263 -1816 2332605 2330263 -1816 2332596 2330609 -1825
Chr17 Complement NT_039658.1 AGGTCACTCTGATCA 26830397 LOC225104 26828583 26827775 -1814 26828583 26827775 -1814 26828583 26827775 -1814
Chr7 Normal NT_039385.1 AGGTCAGAGTGGCCT 1227135 Epn1 1228947 1231894 -1812 1228947 1231894 -1812 1230926 1231496 -3791
Chr12 Normal NT_039553.1 GGGTTGTTTTGACCC 426832 LOC217854 428644 438187 -1812 428644 438187 -1812 428644 438187 -1812
Chr6 Normal NT_039355.1 GGGTCACCTTGAGCC 6753608 2210404G23Rik 6755419 6767470 -1811 6755419 6767470 -1811 6760470 6766457 -6862
Chr5 Complement NT_039307.1 GGGTCAGGCTGACAA 815389 A230062G08Rik 813582 804332 -1807 813582 804332 -1807 810237 804463 -5152
Chr5 Complement NT_039314.1 AGGTCAACCTGGCCT 5059247 Limk1 5057622 5025079 -1625 5057440 5025092 -1807 5057434 5026262 -1813
Chr7 Complement NT_039420.1 GGGTCACAATCACCC 971872 LOC236364 970065 963764 -1807 970065 963764 -1807 970065 963764 -1807
Chr3 Normal NT_039241.1 AGCTCAGACTGACCA 8106107 1300019H02Rik 8107786 8126087 -1679 8107913 8126087 -1806 8108031 8125016 -1924
Chr4 Complement NT_039264.1 GGGTCAAGTAGACCT 8164796 9430070G18 8162990 8145890 -1806 8162990 8145890 -1806 8153621 8148769 -11175
Chr8 Complement NT_039467.1 AGGTCAACCCGAGCC 53673105 E330039K12Rik 53671304 53650603 -1801 53671304 53650603 -1801 53671287 53651231 -1818
Chr1 Normal NT_039170.1 TGGTTAGCGTGACCT 52362097 Vil 52363897 52390101 -1800 52363897 52390060 -1800 52369571 52389535 -7474
Chr2 Complement NT_039210.1 AGGTCATCCTGTCCA 16605645 LOC241793 16603848 16538832 -1797 16603848 16538832 -1797 16603848 16538832 -1797
ChrX Normal NT_039713.1 AGGTTAGCCTGACCT 7747698 LOC278067 7749495 7750722 -1797 7749495 7750722 -1797 7750035 7750520 -2337
Chr11 Normal NT_039521.1 AGGTCAGAATGGCCT 11096993 LOC217177 11098789 11100043 -1796 11098789 11100043 -1796 11099147 11099842 -2154
Chr13 Complement NT_039589.1 GGGTCAACTTGACAT 1433680 LOC238700 1431885 1357940 -1795 1431885 1357940 -1795 1431885 1357940 -1795
Chr7 Normal NT_039420.1 ATGTCGATCTGACCT 3287384 C230009H10Rik 3289177 3292436 -1793 3289177 3292436 -1793 3290211 3290729 -2827
Chr1 Complement NT_039170.1 AGGTCATCATGACAC 50941488 Tnp1 50939717 50938901 -1771 50939696 50938901 -1792 50939687 50939121 -1801
Chr19 Normal NT_039687.1 AGGTCAGACTGATCC 14257931 LOC332373 14259722 14260036 -1791 14259722 14260036 -1791 14259722 14260036 -1791
Chr16 Complement NT_039625.1 AGGTCAAACTGAACA 26587318 BC020175 26585528 26582264 -1790 26585528 26582264 -1790 26583781 26582732 -3537
Chr8 Normal NT_039455.1 GGGACACAGTGACCT 12101066 LOC234100 12102352 12104830 -1286 12102854 12104830 -1788 12103030 12103338 -1964
Chr2 Complement NT_039209.1 TGGTCAGTGGGACCC 27013451 Ciao1-pending 27011721 27004843 -1730 27011665 27006470 -1786 27011525 27006702 -1926
Chr5 Complement NT_039299.1 GGGTCATTTTGACTT 1551673 LOC330044 1549887 1499828 -1786 1549887 1499828 -1786 1549738 1499828 -1935
Chr4 Normal NT_039262.1 GGGTCAGCCTGAACC 20999274 LOC332905 21001060 21039447 -1786 21001060 21039447 -1786 21001060 21039447 -1786
Chr2 Complement NT_039208.1 AGGTCACAGTGAACC 20458308 MOR231-3 20456523 20455606 -1785 20456523 20455606 -1785 20456523 20455606 -1785
Chr5 Normal NT_039312.1 AGCTCAAAGTGACCC 8285983 Brap 8284989 8311832 994 8287767 8310184 -1784 8287884 8310078 -1901
Chr11 Complement NT_039521.1 AGCTCAGGCTGACCT 6021998 MGC25878 6020300 5975533 -1698 6020215 5975533 -1783 6020199 5976736 -1799
Chr7 Normal NT_039429.1 AGGTCAATATGACTC 15448181 LOC233532 15449960 15475092 -1779 15449960 15475092 -1779 15450048 15474287 -1867
Chr2 Complement NT_039210.1 AGGTCACCACGCCCT 4778333 Cpne1 4776593 4736474 -1740 4776556 4759511 -1777 4744093 4738150 -34240
Chr2 Complement NT_039209.1 CTGTCAGGATGACCC 28353850 LOC329512 28352073 28321306 -1777 28352073 28321306 -1777 28352073 28321306 -1777
Chr8 Complement NT_039467.1 GGGTTAAGGTGACCT 38811153 Ddx19 38809400 38786571 -1753 38809379 38786592 -1774 38809301 38787607 -1852
Chr4 Complement NT_039266.1 AGGTTACTCTGACCC 8873498 LOC212557 8871724 8865837 -1774 8871724 8865837 -1774 8871724 8865837 -1774
Chr9 Normal NT_039476.1 GGGTCGAAGTAACCT 2037079 LOC244973 2038853 2073713 -1774 2038853 2073713 -1774 2038853 2073713 -1774
Chr2 Normal NT_039211.1 AGGTCGTGGGGACCC 2661886 Pck1 2663657 2809464 -1771 2663657 2669854 -1771 2663973 2669127 -2087
Chr5 Normal NT_039311.1 GGTTCACCCTGACCT 621753 2310061O04Rik 620644 625390 1109 623523 625390 -1770 623587 624800 -1834
Chr8 Normal NT_039467.1 AGGTCAGCCTGATCT 11279155 2610307C23Rik 11280925 11289030 -1770 11280925 11289030 -1770 11285141 11288891 -5986
Chr2 Normal NT_039205.1 AGGTCATGGTGACTC 8946247 Ass1 8947979 9095130 -1732 8948017 8998338 -1770 8954600 8998126 -8353
Chr1 Normal NT_039167.1 AGGTCAGGATGGCCT 1712233 LOC226292 1714000 1744016 -1767 1714000 1744016 -1767 1714000 1744016 -1767
Chr18 Complement NT_039674.1 GGGTTAATGTGACCT 59095782 Grpel2 59094016 59077983 -1766 59094016 59077983 -1766 59093992 59083400 -1790
Chr4 Complement NT_039259.1 AGGTCAAGGTGACAA 18688224 2810432D09Rik 18686459 18684952 -1765 18686459 18684952 -1765 18685729 18685068 -2495
Chr17 Normal NT_039649.1 TGGTCATCCAGACCT 3653010 Itpr3 3649373 3661013 3637 3654775 3661013 -1765 3654845 3660319 -1835
Chr10 Normal NT_039502.1 AGGTCACTCTGACCT 6055940 Stat2 6057682 6079978 -1742 6057705 6079978 -1765 6063622 6078502 -7682
Chr9 Normal NT_039474.1 GTGTCACGCTGACCT 3170115 4732461B14Rik 3171879 3175425 -1764 3171879 3175425 -1764 3173238 3174446 -3123
Chr4 Complement NT_039260.1 AGGCCACCTTGACCT 794083 1190005L05Rik 792320 790104 -1763 792320 790104 -1763 792314 790195 -1769
Chr1 Complement NT_039170.1 GGCTCATGTTGACCT 31875273 A730039N16Rik 32028652 31765005 153379 31873510 31765005 -1763 31873473 31765154 -1800
Chr1 Complement NT_039185.1 GGGCCAGCACGACCC 16193707 Pea15 16198147 16188094 4440 16191945 16189992 -1762 16188846 16188661 -4861
Chr19 Normal NT_039683.1 GGGTCATGCAGACCC 180558 Tpt1h 182118 185511 -1560 182320 185033 -1762 182755 184973 -2197
Chr9 Normal NT_039473.1 GGGGCATCGTGACCG 4885137 4930435C18Rik 4886898 5215006 -1761 4886898 5013631 -1761 4908172 5010955 -23035
Chr13 Normal NT_039590.1 TGGTCATATTCACCC 17946746 Pde4d 17948506 18166591 -1760 17948506 18164604 -1760 17948556 18164474 -1810
Chr18 Normal NT_039674.1 TGGTCAACTTGATCC 65803538 LOC328980 65805200 65806997 -1662 65805296 65806795 -1758 65805567 65805884 -2029
Chr1 Complement NT_039170.1 TGGTCATACAGACCC 32953602 LOC212678 32951845 32948232 -1757 32951845 32948232 -1757 32951767 32948232 -1835
Chr5 Normal NT_039297.1 GGGTTAAAGTGACCC 3936701 LOC330033 3938458 3993161 -1757 3938458 3993161 -1757 3938458 3993161 -1757
Chr4 Complement NT_039268.1 GGGTCATGCTGATCA 1668362 2610040C18Rik 1666638 1657405 -1724 1666606 1657405 -1756 1666579 1657829 -1783
Chr17 Complement NT_039658.1 AGGACACAGTGACCA 17343611 LOC225030 17341855 17294568 -1756 17341855 17294568 -1756 17341578 17296345 -2033
Chr18 Complement NT_039678.1 AGGCCAGTATGACCT 6712174 Socs4 6717474 6674517 5300 6710422 6692089 -1752 6693924 6692323 -18250
Chr12 Normal NT_039548.1 GGGGCATCTTGACCG 4295118 AL024210 4296845 4303836 -1727 4296869 4303836 -1751 4296915 4302747 -1797
Chr17 Complement NT_039671.1 AGGTCTGGATGACCA 97640 Itpr3 104261 89657 6621 95889 89657 -1751 95819 90345 -1821
Chr3 Complement NT_039238.1 AGGTCAACTTGACAC 26154 LOC212725 24403 22562 -1751 24403 22562 -1751 24403 22562 -1751
Chr18 Normal NT_039674.1 AGGTCAGCATGGCCC 1720200 LOC268988 1721951 1722815 -1751 1721951 1722815 -1751 1721961 1722761 -1761
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572845 C130023C01Rik 6571095 6567882 -1750 6571095 6567882 -1750 6570688 6570383 -2157
Chr5 Complement NT_039324.1 CGGTCAAACTGTCCC 1870313 Flt1 1868815 1706049 -1498 1868564 1706639 -1749 1868538 1708530 -1775
Chr7 Normal NT_039419.1 GGGTCACAATGACCA 74573 LOC233184 76321 105101 -1748 76321 105101 -1748 76321 105101 -1748
Chr3 Normal NT_039227.1 AGGTCAGCCTGATCT 11499590 B230106I24Rik 11501337 11603127 -1747 11501337 11560717 -1747 11501435 11560655 -1845
Chr1 Normal NT_039170.1 TGTTCACAATGACCC 52283664 Brp17 52285410 52306600 -1746 52285410 52306600 -1746 52285431 52304847 -1767
Chr14 Complement NT_039598.1 GGGGCAGGGTGACCT 4163797 Itih1 4162066 4147834 -1731 4162051 4148017 -1746 4162048 4148164 -1749
Chr5 Normal NT_039314.1 AGGTCAGGGTGACCC 7066651 Mylc2pl 7068396 7076344 -1745 7068396 7076344 -1745 7068460 7076195 -1809
Chr1 Normal NT_039170.1 AGGTAGGCCTGACCC 51454794 LOC227285 51456538 51463945 -1744 51456538 51463945 -1744 51463433 51463729 -8639
Chr15 Normal NT_039621.1 AGGTCAGCCTGATCT 16403139 R75183 16404883 16544838 -1744 16404883 16544838 -1744 16405057 16510264 -1918
Chr12 Complement NT_039549.1 GGGTCACCACGACAT 13255111 2810425K19Rik 13253369 13224523 -1742 13253369 13224523 -1742 13253369 13224523 -1742
Chr11 Normal NT_039520.1 AGGTCAAGTTGGCCT 10638838 MGC28751 10640579 10652874 -1741 10640579 10652874 -1741 10640619 10651227 -1781
Chr2 Complement NT_039210.1 AGGTCACCACGCCCT 4778333 Cpne1 4776593 4736474 -1740 4776593 4736474 -1740 4744093 4738150 -34240
Chr9 Normal NT_039473.1 AGGTCACGCTGTCCC 208668 Hspa8 209543 213686 -875 210408 213604 -1740 210409 213604 -1741
Chr1 Complement NT_039170.1 AGGTAGGCCTGACCC 51454794 C530043A13Rik 51453056 51449693 -1738 51453056 51449693 -1738 51450527 51450144 -4267
Chr5 Complement NT_039336.1 AGGTCAACCTGGCCT 420473 Limk1 418918 386375 -1555 418736 386388 -1737 418730 387558 -1743
Chr15 Normal NT_039621.1 TGGTCCTCATGACCC 19286445 LOC210544 19245418 19302862 41027 19288182 19302862 -1737 19291144 19302658 -4699
Chr5 Complement NT_039318.1 GGCTCACAATGACCT 1427929 LOC330234 1426192 1424798 -1737 1426192 1424798 -1737 1425150 1424839 -2779
Chr6 Complement NT_039341.1 TGGTCAGCTTGAACC 415472 AB041803 413737 360829 -1735 413737 360829 -1735 393135 361832 -22337
Chr16 Complement NT_039624.1 AGGTCAGACTGGCCT 41868529 0610037H22Rik 41866798 41859320 -1731 41866798 41859425 -1731 41866776 41859738 -1753
Chr17 Normal NT_039650.1 GGGGCAGAATGACCA 1582335 Gabbr1 1583854 1608370 -1519 1584065 1605731 -1730 1584065 1605731 -1730
Chr17 Normal NT_039661.1 GGGGCAGAATGACCA 920480 Gabbr1 917323 946446 3157 922210 943803 -1730 922210 943803 -1730
Chr1 Complement NT_039189.1 AGGTTAGTCCGACCC 2169225 LOC226783 2167496 2121624 -1729 2167496 2121624 -1729 2167496 2121624 -1729
Chr2 Complement NT_039209.1 GGGTCAAAATCACCC 20867060 LOC241626 20865331 20842524 -1729 20865331 20842524 -1729 20865331 20842524 -1729
Chr7 Complement NT_039413.1 TGGTGACAGTGACCT 3378845 LOC243909 3377117 3368250 -1728 3377117 3368250 -1728 3377117 3368250 -1728
Chr12 Normal NT_039553.1 CAGTCACTGTGACCC 2173585 LOC328154 2175313 2179597 -1728 2175313 2179597 -1728 2175882 2176313 -2297
ChrX Complement NT_039713.1 AGGACAAATTGACCT 5688484 LOC194794 5686757 5686423 -1727 5686757 5686423 -1727 5686757 5686423 -1727
Chr12 Normal NT_039548.1 AGGTCAACTTCACCT 12659428 LOC208307 12661155 12674515 -1727 12661155 12674515 -1727 12661155 12674515 -1727
Chr10 Complement NT_039502.1 TGCTCAGGCTGACCT 5784826 Hsd17b9 5783100 5775953 -1726 5783100 5775953 -1726 5783086 5778774 -1740
Chr6 Complement NT_039340.1 TGGTCAGTCTGATCT 15588518 LOC195621 15586793 15502824 -1725 15586793 15502824 -1725 15586793 15502824 -1725
Chr2 Complement NT_039205.1 AGGTCGTTCTGAGCC 8027694 LOC332582 8025969 8002807 -1725 8025969 8002807 -1725 8025969 8002807 -1725
Chr8 Normal NT_039456.1 GGGACACCATGACCA 1662812 LOC208883 1663526 1666138 -714 1664536 1665950 -1724 1664567 1664860 -1755



Chr8 Complement NT_039467.1 GGGCCAGTGTGACCA 16250552 9130017C17Rik 16248829 16239442 -1723 16248829 16239442 -1723 16244590 16239755 -5962
Chr11 Normal NT_039521.1 TTGTCAGAATGACCT 11662246 LOC268484 11663969 11664402 -1723 11663969 11664402 -1723 11663982 11664338 -1736
Chr5 Complement NT_039325.1 AGGTCAGGCTGGCCC 442276 LOC243352 440554 439928 -1722 440554 439928 -1722 440499 440041 -1777
Chr6 Normal NT_039355.1 AGGTCATCCTGATCT 14124568 LOC330415 14126289 14129384 -1721 14126289 14129384 -1721 14127468 14127839 -2900
Chr14 Complement NT_039598.1 CTGTCAACTTGACCC 5611451 1700024G13Rik 5609731 5597582 -1720 5609731 5597582 -1720 5609692 5598092 -1759
Chr9 Normal NT_039474.1 AGGTCACTGCGACCA 3033563 LOC333392 3035283 3072045 -1720 3035283 3072045 -1720 3035283 3072045 -1720
Chr14 Normal NT_039606.1 AGCTCAGATTGACCC 9440473 Ctsb 9442192 9465649 -1719 9442192 9465649 -1719 9453067 9462055 -12594
Chr7 Complement NT_039429.1 AGGTCATGCTGAGCT 18713900 E430021K24Rik 18719915 18702464 6015 18712181 18702464 -1719 18709866 18703846 -4034
Chr2 Complement NT_039206.1 GGGTTAGCCTGACCC 3750462 Pdcl 3748843 3739585 -1619 3748743 3739585 -1719 3746886 3741342 -3576
Chr11 Normal NT_039520.1 AGGCCGCCCTGACCT 13354170 LOC327931 13355888 13357854 -1718 13355888 13357854 -1718 13356009 13356305 -1839
Chr7 Normal NT_039429.1 TGGTCATTCTGAACC 20570664 MOR18-1 20571948 20579947 -1284 20572382 20579947 -1718 20578994 20579947 -8330
Chr4 Complement NT_039258.1 AGGTCAGTCTGACCA 10535434 LOC329797 10533717 10458478 -1717 10533717 10458478 -1717 10460093 10459809 -75341
Chr9 Complement NT_039472.1 TGGTCAGCCTGAGCC 23455551 Chek1 23455022 23436493 -529 23453835 23437836 -1716 23453817 23438346 -1734
Chr11 Complement NT_039521.1 GGGTCCCACTGACCA 11610888 LOC276782 11609173 11607506 -1715 11609173 11607506 -1715 11609136 11607536 -1752
Chr5 Complement NT_039312.1 GGGCCGACTTGACCT 8077777 Erp29 8076187 8068438 -1590 8076063 8068440 -1714 8076024 8068757 -1753
Chr18 Normal NT_039674.1 AGGTCATTCTGAACT 32074253 LOC277250 32075967 32105499 -1714 32075967 32105499 -1714 32078947 32104172 -4694
Chr14 Complement NT_039597.1 GGGTAGTTTTGACCC 751141 LOC328364 749427 543652 -1714 749427 744036 -1714 748406 747969 -2735
Chr2 Normal NT_039202.1 ATGTCATCTTGACCT 376296 Phxr1 378010 378513 -1714 378010 378513 -1714 378037 378219 -1741
Chr1 Normal NT_039174.1 TGGTCATCTTGACGT 832341 LOC227386 834054 835708 -1713 834054 835708 -1713 834170 834532 -1829
Chr17 Normal NT_039658.1 GGGTGAACATGACCA 993156 LOC240130 994869 1120341 -1713 994869 1120341 -1713 994869 1120341 -1713
Chr8 Normal NT_039467.1 GGGACACTTTGACCT 51193642 4732415M23Rik 51195353 51204615 -1711 51195353 51204615 -1711 51195532 51204600 -1890
Chr6 Normal NT_039343.1 TGGTCAAAGAGACCT 19117692 LOC243417 19119403 19156323 -1711 19119403 19156323 -1711 19119403 19156323 -1711
Chr14 Normal NT_039595.1 TGGACATTCTGACCT 9198095 LOC218776 9199805 9200199 -1710 9199805 9200199 -1710 9199805 9200199 -1710
Chr2 Normal NT_039209.1 AGGTCTTGGTGACCT 19501715 LOC228552 19503421 19546697 -1706 19503421 19505212 -1706 19503430 19505212 -1715
Chr9 Complement NT_039474.1 CAGTCAGCCTGACCT 3495922 LOC235410 3494216 3470969 -1706 3494216 3470969 -1706 3494216 3470969 -1706
Chr9 Complement NT_039472.1 GGGTCAGAATGACAT 26157976 MOR171-21 26156271 26155327 -1705 26156271 26155327 -1705 26156271 26155327 -1705
Chr2 Complement NT_039206.1 ATGTCGTGGTGACCC 5283457 Nr6a1 5281752 5121012 -1705 5281752 5121374 -1705 5154927 5122287 -128530
Chr3 Normal NT_039234.1 AGCTCATTCTGACCT 24585091 Lbcl1 24586794 24613707 -1703 24586794 24605193 -1703 24586915 24605153 -1824
Chr5 Normal NT_039305.1 AGTTCATGATGACCA 14208426 LOC333012 14210129 14247926 -1703 14210129 14247926 -1703 14210129 14247926 -1703
Chr7 Normal NT_039410.1 TGGTCATCATGACCG 15540 Cyp2b13 17242 33242 -1702 17242 33242 -1702 17242 32867 -1702
Chr9 Normal NT_039476.1 GGGTCAAATTGACAA 9428271 Rbp2 9425532 9449319 2739 9429973 9449131 -1702 9430027 9449115 -1756
ChrX Normal NT_039727.1 AGGTCAGGCTGGCCG 576592 LOC245122 578293 582154 -1701 578293 582154 -1701 578293 582154 -1701
Chr12 Complement NT_039548.1 GGGTCGTTTTGACAT 5043137 LOC207340 5041439 4993293 -1698 5041439 4993293 -1698 5041439 4993293 -1698
Chr14 Complement NT_039606.1 AGGTCAGGGAGACCC 25378399 LOC239190 25376702 25358593 -1697 25376702 25358593 -1697 25376702 25358593 -1697
Chr12 Complement NT_039539.1 GGGTCAATATGCCCC 5928910 9930038B18Rik 5927214 5922757 -1696 5927214 5922757 -1696 5926252 5925803 -2658
Chr11 Complement NT_039520.1 TGGTCAGGTTGTCCT 19105626 Gtlf3a 19103931 19093005 -1695 19103931 19093005 -1695 19093869 19093462 -11757
Chr6 Complement NT_039350.1 GGGGCATGCTGACCT 1999946 LOC330350 1998251 1969844 -1695 1998251 1969844 -1695 1971595 1971251 -28351
Chr9 Complement NT_039476.1 GGTTCAACATGACCA 7831126 C130099A20Rik 7829493 7762967 -1633 7829432 7762967 -1694 7796366 7764308 -34760
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572788 C130023C01Rik 6571095 6567882 -1693 6571095 6567882 -1693 6570688 6570383 -2100
Chr11 Normal NT_039521.1 GGGTCAGCCTGGCCT 7715908 Hoxb6 7717384 7719997 -1476 7717600 7719997 -1692 7717606 7719357 -1698
ChrX Normal NT_039709.1 AGGTCAGCATGACTC 2309251 LOC333533 2310943 2338805 -1692 2310943 2338805 -1692 2310943 2338805 -1692
ChrX Normal NT_039742.1 AGGTCAGTCTGATCT 302033 Mtmr1 303699 358174 -1666 303723 358174 -1690 303848 355704 -1815
Chr17 Normal NT_039638.1 AGATCAGGTTGACCC 1192382 Pde10a 1194072 1325930 -1690 1194072 1325930 -1690 1194316 1325275 -1934
Chr12 Normal NT_039539.1 AGGTCAACAGGACCA 5819562 Sdc1 5821181 5843541 -1619 5821249 5843541 -1687 5821489 5841660 -1927
Chr7 Complement NT_039429.1 GGGTCACTGTGACTG 16363314 A630091E08Rik 16361629 16342152 -1685 16361629 16342152 -1685 16361530 16342427 -1784
ChrX Complement NT_039698.1 GGGTCATGCTGATCC 1362654 Ebp 1361605 1353426 -1049 1360969 1353426 -1685 1358472 1353703 -4182
Chr4 Normal NT_039266.1 AGGTCTCAGCGACCT 9108417 LOC212632 9110102 9154247 -1685 9110102 9154247 -1685 9137916 9153587 -29499
Chr12 Normal NT_039551.1 AGGCCAGCCTGACCT 28680383 LOC271017 28682068 28690740 -1685 28682068 28690740 -1685 28682068 28690740 -1685
Chr15 Normal NT_039622.1 AGGTCAGCCTGAGCT 63320 LOC333704 65005 68894 -1685 65005 68894 -1685 65428 65709 -2108
Chr7 Complement NT_039413.1 TGGTCATTATGGCCT 3778904 Gapds 3777222 3767667 -1682 3777222 3767774 -1682 3777195 3767774 -1709
Chr17 Normal NT_039649.1 GGGTCACTTTGTCCA 1852266 Isp2-pending 1853947 1856344 -1681 1853947 1856171 -1681 1853947 1856171 -1681
Chr11 Normal NT_039520.1 AGGCCAGGCTGACCT 18870223 Llglh 18871754 18886249 -1531 18871904 18886249 -1681 18871925 18885109 -1702
Chr2 Complement NT_039209.1 AGGTCAATCTGAACT 11144342 LOC228449 11142664 11142059 -1678 11142664 11142059 -1678 11142664 11142059 -1678
Chr4 Complement NT_039268.1 AGCTCAGAGTGACCT 6843526 LOC230972 6841850 6820308 -1676 6841850 6820308 -1676 6833357 6820778 -10169
Chr17 Normal NT_039643.1 AGGGCAGCTTGACCT 532648 LOC240029 534323 623495 -1675 534323 623495 -1675 534323 623495 -1675
Chr14 Complement NT_039606.1 AGGTCAGGATGATCA 996664 Acinus 1028631 983536 31967 994991 983536 -1673 1028480 983998 31816
Chr4 Complement NT_039265.1 AGGTCAACCTGAGCT 8376122 LOC332942 8374450 8298645 -1672 8374450 8298645 -1672 8331891 8303898 -44231
Chr16 Normal NT_039625.1 GGTTCACCGTGACCT 7560403 AI664004 7562074 7566272 -1671 7562074 7566272 -1671 7562939 7563301 -2536
Chr14 Complement NT_039599.1 GGGTCAGGTAGACCG 6819020 LOC328404 6817349 6803176 -1671 6817349 6803176 -1671 6817349 6803176 -1671
Chr1 Complement NT_039170.1 AGGTCACTCTGTCCC 35351600 LOC329161 35349930 35339680 -1670 35349930 35339680 -1670 35349930 35339680 -1670
Chr4 Normal NT_039265.1 GGGACACAGTGACCT 6685432 LOC329944 6687102 6688813 -1670 6687102 6688813 -1670 6687325 6687618 -1893
Chr5 Normal NT_039302.1 GGGTCAGGGTGACAG 2248595 Rgs12 2250264 2340552 -1669 2250264 2334508 -1669 2265688 2333368 -17093
Chr15 Normal NT_039621.1 TGGTCAACTTGACCA 50859987 D15Ertd785e 50861610 50878504 -1623 50861654 50877261 -1667 50866049 50877132 -6062
Chr8 Complement NT_039464.1 AGGTCAGTATGCCCA 514455 3322402E17Rik 516593 499469 2138 512791 499469 -1664 512209 499628 -2246
Chr3 Normal NT_039234.1 GGCTCACAATGACCT 23861199 Hdgf 23862440 23872422 -1241 23862863 23871994 -1664 23862924 23871204 -1725
Chr5 Normal NT_039308.1 GGGTCACAGTGACCA 3032717 9530029I04Rik 3034356 3060093 -1639 3034380 3060026 -1663 3035054 3059827 -2337
Chr7 Normal NT_039414.1 GGGACACCATGACCA 61238 LOC279462 62901 84689 -1663 62901 84689 -1663 62901 84689 -1663
Chr16 Normal NT_039624.1 GGGTCAAGCTAACCC 13732401 LOC328636 13734038 13735142 -1637 13734064 13735142 -1663 13734433 13734960 -2032
Chr10 Normal NT_039508.1 TGGTCAACTTGATCC 263419 4930470H14Rik 265081 266835 -1662 265081 266835 -1662 265448 265723 -2029
Chr4 Normal NT_039261.1 AGGTTGAGGTGACCT 4602481 LOC242459 4604143 4625441 -1662 4604143 4625441 -1662 4604143 4625441 -1662
Chr17 Normal NT_039658.1 TGGTCATAGTGACTC 27206083 LOC328877 27207745 27208812 -1662 27207745 27208812 -1662 27207745 27208812 -1662
Chr9 Complement NT_039471.1 GGGTCAAAATAACCC 8527693 LOC330886 8526031 8524255 -1662 8526031 8524255 -1662 8526031 8524255 -1662
Chr18 Normal NT_039674.1 AGGTCAGCCTGATCT 71665898 Cgbp-pending 71667557 71672837 -1659 71667557 71672837 -1659 71667823 71672550 -1925
Chr5 Complement NT_039313.1 GGGTCATGTTGCCCA 4886687 Hpvc2 4885029 4884785 -1658 4885029 4884785 -1658 4885029 4884796 -1658
Chr7 Normal NT_039413.1 GGGACACCATGACCA 4482489 LOC330505 4484145 4499953 -1656 4484145 4499953 -1656 4484145 4499953 -1656
Chr6 Complement NT_039382.1 GGGTAAACACGACCC 230474 LOC333907 228818 219543 -1656 228818 219543 -1656 228818 219543 -1656
Chr8 Complement NT_039461.1 AGGGCAAGTTGACCA 5745283 LOC215293 5743628 5735298 -1655 5743628 5735298 -1655 5743628 5735298 -1655
Chr5 Complement NT_039311.1 GGGTCAGTCTGTCCT 2368238 2900006N09Rik 2367653 2357721 -585 2366584 2357721 -1654 2364248 2358031 -3990
Chr15 Normal NT_039621.1 CGGTCAGCTTGAACC 60544183 LOC239658 60545837 60546151 -1654 60545837 60546151 -1654 60545837 60546151 -1654
Chr5 Normal NT_039318.1 AGGTCGTGATGGCCC 900027 LOC330233 901680 924459 -1653 901680 924459 -1653 904682 917882 -4655
ChrX Complement NT_039711.1 TGGTCACCTCGACCC 8072715 LOC331479 8071062 8067190 -1653 8071062 8067190 -1653 8068168 8067803 -4547
Chr14 Complement NT_039609.1 TGGTCACCTTTACCT 5749405 LOC332043 5747753 5726407 -1652 5747753 5726407 -1652 5747753 5726407 -1652
Chr11 Complement NT_039520.1 AGGTCATTCTGACCC 7958519 AW456442 7956868 7915652 -1651 7956868 7915652 -1651 7946798 7919339 -11721
ChrX Complement NT_039716.1 AGGTCACTATGAACA 4627920 D330023I21Rik 4626317 4547453 -1603 4626273 4571958 -1647 4626229 4573459 -1691
Chr8 Normal NT_039467.1 GGGTCACAGTGTCCC 48502742 LOC330855 48504388 48506234 -1646 48504388 48506234 -1646 48504453 48504797 -1711
Chr12 Normal NT_039539.1 GGGTTACAGTGACCT 2161327 LOC238042 2162972 2223448 -1645 2162972 2223448 -1645 2162972 2223448 -1645
Chr5 Complement NT_039308.1 TGGACACAGTGACCT 11773658 LOC330150 11772013 11745364 -1645 11772013 11745364 -1645 11745981 11745628 -27677
Chr11 Complement NT_039520.1 TGGTCACTCTGATCC 33880739 MGC32441 33886286 33874478 5547 33879094 33874478 -1645 33878306 33875294 -2433
Chr7 Normal NT_039428.1 GGGCCATGATGACCT 19656169 Sema4b 19657811 19696888 -1642 19657811 19696888 -1642 19669572 19695829 -13403
Chr2 Complement NT_039205.1 GGGTCAACCTGAACT 10954936 Zfp297b 10953328 10935076 -1608 10953294 10938308 -1642 10947140 10938483 -7796
Chr15 Normal NT_039621.1 TGGTCATGGTAACCC 47517047 9930016O13 47518688 47598590 -1641 47518688 47598516 -1641 47518709 47596465 -1662
Chr17 Complement NT_039649.1 GGGTCCTGCTGACCC 11297786 Stk19 11296146 11283199 -1640 11296146 11283199 -1640 11296083 11283452 -1703
Chr17 Complement NT_039662.1 GGGTCCTGCTGACCC 1087289 Stk19 1085712 1072767 -1577 1085649 1073052 -1640 1085649 1073052 -1640
ChrX Complement NT_039698.1 AGGCCAGGCTGACCT 1302528 Wdr13 1300890 1291397 -1638 1300890 1291397 -1638 1300420 1293638 -2108
Chr10 Complement NT_039492.1 GGGTCATATTGAACA 21557309 2700038P16Rik 21555672 21528116 -1637 21555672 21528116 -1637 21555569 21528409 -1740



Chr1 Complement NT_039173.1 AGGTAAAAGTGACCC 410844 LOC271728 409207 407562 -1637 409207 407562 -1637 409207 407562 -1637
Chr9 Normal NT_039476.1 AGGTGGTGTTGACCC 988002 Ctsh 989423 1011299 -1421 989637 1011299 -1635 989678 1010967 -1676
Chr11 Complement NT_039520.1 AAGTCAAAGCGACCC 30373723 LOC216884 30376934 30364038 3211 30372088 30364038 -1635 30370612 30364550 -3111
Chr17 Complement NT_039650.1 TGATCATGGTGACCT 755233 LOC240089 753599 753112 -1634 753599 753112 -1634 753599 753112 -1634
Chr1 Normal NT_039185.1 TGGGCATGGTGACCC 14511252 LOC240909 14512883 14595576 -1631 14512883 14595576 -1631 14512883 14595576 -1631
Chr3 Complement NT_039229.1 AGTTCAGGATGACCT 4552031 LOC332759 4550400 4472735 -1631 4550400 4472735 -1631 4550400 4472735 -1631
Chr5 Normal NT_039305.1 AGGTCAGATTGGCCT 31816852 4631409J12 31818475 31836162 -1623 31818482 31833410 -1630 31818575 31833240 -1723
Chr8 Normal NT_039467.1 GGGTCATCCTAACCC 33448828 D130029J02 33450457 33453593 -1629 33450457 33453593 -1629 33450916 33453544 -2088
Chr5 Normal NT_039308.1 GGGTCAAGCTGACTA 6699 LOC243119 8325 73345 -1626 8325 73345 -1626 8325 73345 -1626
Chr2 Complement NT_039209.1 AGGTCAATCTGAACT 11163738 LOC277567 11162112 11161414 -1626 11162112 11161414 -1626 11162112 11161414 -1626
Chr7 Complement NT_039434.1 TGGCCATTCTGACCT 1183134 2310057M21Rik 1181720 1161918 -1414 1181509 1161918 -1625 1181482 1162770 -1652
Chr14 Normal NT_039606.1 AAGTCACCCTGACCA 22375932 LOC332027 22377557 22386229 -1625 22377557 22386229 -1625 22377557 22386229 -1625
Chr11 Complement NT_039520.1 AGCTCACTCTGACCC 27869059 Efnb3 27867909 27861705 -1150 27867435 27863429 -1624 27867393 27863440 -1666
Chr2 Complement NT_039210.1 GAGTCAGAGTGACCC 17645119 Zfp64 17643799 17581568 -1320 17643495 17613607 -1624 17643400 17614505 -1719
Chr1 Complement NT_039190.1 GGGTCAACTTGACAC 3226902 LOC329327 3225279 3195640 -1623 3225279 3195640 -1623 3225279 3195640 -1623
Chr11 Complement NT_039515.1 GGGTCACTTTGGCCT 20825824 LOC327885 20824202 20820697 -1622 20824202 20820697 -1622 20821912 20821637 -3912
Chr1 Normal NT_039185.1 TGTTCAAGGTGACCT 10426683 LOC226602 10428304 10432134 -1621 10428304 10432134 -1621 10428304 10432134 -1621
Chr11 Normal NT_039521.1 AGGTGGGAATGACCT 14592015 Fmnl 14593372 14621129 -1357 14593635 14620460 -1620 14593635 14620460 -1620
ChrX Normal NT_039706.1 AGGTCAGTCTGATCT 9826841 Mtmr1 9828437 9882867 -1596 9828461 9882867 -1620 9828586 9880398 -1745
ChrX Normal NT_039747.1 GGGTCGTTTTGACTT 38778 Xlr4 40379 48486 -1601 40395 48486 -1617 41289 48168 -2511
Chr4 Complement NT_039266.1 TGGTCACAGTGTCCT 9577121 LOC230868 9575505 9574114 -1616 9575505 9574114 -1616 9575481 9574266 -1640
Chr2 Normal NT_039210.1 AGGTCACGATGTCCT 918905 LOC228778 920519 984855 -1614 920519 949249 -1614 932676 949054 -13771
Chr6 Normal NT_039353.1 AGGTCAAAGAGACCA 23030657 Bhlhb2 23032202 23038498 -1545 23032270 23038347 -1613 23032486 23036905 -1829
Chr15 Normal NT_039621.1 TGGTCAACTTGATCC 37773542 Brp16 37775152 37777920 -1610 37775152 37777920 -1610 37775210 37777193 -1668
Chr14 Normal NT_039606.1 AGGTCAGACTGACCT 1222075 Bcl2l2 1223653 1228490 -1578 1223683 1228490 -1608 1224640 1225791 -2565
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572703 C130023C01Rik 6571095 6567882 -1608 6571095 6567882 -1608 6570688 6570383 -2015
Chr12 Normal NT_039553.1 GGGACATGCTGACCT 427036 LOC217854 428644 438187 -1608 428644 438187 -1608 428644 438187 -1608
Chr11 Complement NT_039520.1 AGGTCACACTGAGCT 31272651 LOC331753 31271043 31262481 -1608 31271043 31262481 -1608 31271043 31262481 -1608
Chr10 Complement NT_039496.1 AGCTCAGGTTGACCT 6934947 Sgt 6933417 6917259 -1530 6933341 6917259 -1606 6925401 6919381 -9546
Chr19 Normal NT_039684.1 AGGTCAAGCTGTCCA 1198182 B930037P14Rik 1199785 1200957 -1603 1199785 1200957 -1603 1199882 1200534 -1700
Chr18 Normal NT_039674.1 AAGTCAAACTGACCC 21137036 LOC212309 21138639 21164588 -1603 21138639 21164588 -1603 21138639 21164588 -1603
Chr7 Normal NT_039395.1 GGGCCAGGTTGACCT 1056245 Strn4 1057846 1082948 -1601 1057846 1082924 -1601 1058311 1081931 -2066
Chr11 Normal NT_039521.1 TGGTCACTGTGACAT 19815950 Apoh 19765591 19836632 50359 19817550 19836628 -1600 19817581 19836532 -1631
Chr13 Normal NT_039579.1 CTGTCAAACTGACCC 130061 LOC193383 131660 132109 -1599 131660 132109 -1599 131660 132109 -1599
Chr11 Normal NT_039515.1 AGGTCAATATGAACT 26683600 2410112O06Rik 26685188 26704182 -1588 26685198 26704182 -1598 26688669 26703988 -5069
Chr6 Complement NT_039360.1 GGGTCAGATTCACCA 349776 LOC232465 348181 347440 -1595 348181 347440 -1595 348181 347440 -1595
Chr1 Complement NT_039174.1 AAGTCAAAATGACCC 18121630 9330132E09Rik 18120038 18116392 -1592 18120038 18116392 -1592 18119885 18116865 -1745
Chr6 Normal NT_039369.1 GGTTCAGAATGACCT 7068 Cd4 8660 32175 -1592 8660 32175 -1592 17215 30623 -10147
Chr7 Normal NT_039433.1 TGGTCATCTTGGCCT 17146938 D130023A07Rik 17148530 17181695 -1592 17148530 17179214 -1592 17148558 17179137 -1620
Chr5 Complement NT_039300.1 TGGTCAGCCTGAGCT 4181580 LOC242914 4179988 4175065 -1592 4179988 4175065 -1592 4179988 4175065 -1592
Chr5 Normal NT_039302.1 GGGTCATGCCGAGCT 3784890 4921513E08Rik 3786481 3790060 -1591 3786481 3790060 -1591 3786541 3788295 -1651
Chr5 Normal NT_039299.1 AGATCAGTTTGACCC 8416651 LOC213879 8418242 8432741 -1591 8418242 8432741 -1591 8418242 8432741 -1591
Chr7 Complement NT_039433.1 AGGTCAGGCTGACCA 12574719 Gprc5b 12573158 12550022 -1561 12573129 12550022 -1590 12562618 12553133 -12101
Chr2 Normal NT_039205.1 TGGTCAAAGTGGCCC 4391622 Surf2 4393154 4423887 -1532 4393212 4396599 -1590 4393212 4396599 -1590
Chr6 Normal NT_039340.1 AGGTAGGCCTGACCC 12490501 Kdt1 12492089 12575316 -1588 12492089 12575316 -1588 12492637 12573018 -2136
Chr14 Complement NT_039599.1 GAGTCATTGTGACCC 6385860 LOC328401 6384272 6380862 -1588 6384272 6380862 -1588 6381922 6381368 -3938
Chr18 Normal NT_039674.1 AGGTGATAGTGACCA 34993333 Pcdh13 34936312 35116240 57021 34994921 35116240 -1588 34936312 35114499 57021
Chr18 Complement NT_039674.1 GGGGCAGCACGACCC 34641674 LOC328940 34640087 34639618 -1587 34640087 34639618 -1587 34639976 34639641 -1698
Chr1 Normal NT_039185.1 AGCTCAGACTGACCT 11228939 1190006A08Rik 11230038 11255969 -1099 11230522 11252773 -1583 11230634 11252256 -1695
Chr3 Complement NT_039240.1 TGGTCAGTTTGACTT 2374981 LOC229769 2373398 2323980 -1583 2373398 2323980 -1583 2336476 2323980 -38505
Chr1 Complement NT_039167.1 GGGTCAGCCTGAGCT 10466100 LOC212413 10464518 10455103 -1582 10464518 10455103 -1582 10464518 10455103 -1582
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572674 C130023C01Rik 6571095 6567882 -1579 6571095 6567882 -1579 6570688 6570383 -1986
Chr16 Complement NT_039624.1 GGGACAGTGTGACCT 5862213 LOC239710 5860634 5744144 -1579 5860634 5744144 -1579 5860634 5744144 -1579
Chr7 Complement NT_039400.1 AGGTCATGCTGTCCT 633145 LOC330479 631568 610649 -1577 631568 610649 -1577 631479 610659 -1666
Chr8 Normal NT_039467.1 AGGTCAAGGTCACCT 47793850 MGC37805 47795397 47810112 -1547 47795427 47810112 -1577 47798142 47809973 -4292
Chr3 Normal NT_039228.1 ATGTCATTCTGACCC 3477453 4930429B21Rik 3479028 3480689 -1575 3479028 3480689 -1575 3479136 3479528 -1683
Chr1 Normal NT_039172.1 GGATCAAGTTGACCT 1561296 LOC329192 1562871 1564472 -1575 1562871 1564472 -1575 1562929 1563792 -1633
ChrX Normal NT_039701.1 GGATCAAGTTGACCT 820309 LOC331395 821883 823478 -1574 821883 823478 -1574 822649 822792 -2340
Chr5 Normal NT_039299.1 AGGTCAAAATGACAC 5969315 2810037C14Rik 5970717 5987594 -1402 5970888 5987496 -1573 5971007 5986522 -1692
Chr2 Normal NT_039205.1 GGGTCAAGCTGTCCT 3154483 LOC329362 3156056 3158395 -1573 3156056 3158395 -1573 3156812 3158357 -2329
Chr11 Complement NT_039521.1 TGGTCAGACTGGCCT 9613262 Pparbp 9611713 9570586 -1549 9611689 9570586 -1573 9607697 9571143 -5565
Chr6 Normal NT_039343.1 AGGTCGTAATGATCC 5743614 1700026N20Rik 5684562 6008127 59052 5745186 6008127 -1572 5745739 6006578 -2125
Chr17 Normal NT_039649.1 GGCTCATTATGACCT 9557014 LOC240067 9558586 9568821 -1572 9558586 9568821 -1572 9558685 9568425 -1671
Chr5 Complement NT_039311.1 GGGTCAACCTCACCA 2550878 Aig1-pending 2549308 2391340 -1570 2549308 2391340 -1570 2549015 2394194 -1863
Chr11 Complement NT_039521.1 GGGTCAGCATGACAT 14370263 C1qrf-pending 14368695 14361967 -1568 14368695 14361967 -1568 14368695 14361967 -1568
Chr2 Complement NT_039207.1 AGGTCAGGCTGACGA 555307 LOC195492 553739 538307 -1568 553739 538307 -1568 553739 538307 -1568
Chr4 Normal NT_039259.1 AGGTCATTGTGTCCA 2013891 LOC242360 2015459 2055428 -1568 2015459 2055428 -1568 2015459 2055428 -1568
Chr21 Complement NT_039761.1 GGATCAAGTTGACCT 74473 Samsn1 72905 71260 -1568 72905 71260 -1568 72360 72031 -2113
Chr14 Complement NT_039598.1 GGGTGAGATTGACCC 6257932 LOC218897 6256365 6245559 -1567 6256365 6245559 -1567 6256345 6245806 -1587
Chr19 Normal NT_039692.1 GGGTCATGAGGACCA 7710776 Neurl 7712343 7731864 -1567 7712343 7730109 -1567 7712343 7730085 -1567
Chr2 Normal NT_039205.1 AGGCCAGGCTGACCT 10257220 LOC329384 10258786 10408254 -1566 10258786 10260714 -1566 10258830 10260304 -1610
Chr5 Complement NT_039303.1 AGGTCAGCCTGACTA 1514525 Nsg1 1513862 1491148 -663 1512960 1492627 -1565 1512960 1492627 -1565
Chr6 Complement NT_039340.1 AGGTCAACTTGATCC 516499 LOC277879 514938 513336 -1561 514938 513336 -1561 514160 514017 -2339
Chr3 Complement NT_039226.1 TGGTCACTATGCCCC 8072658 LOC229069 8071098 8070332 -1560 8071098 8070332 -1560 8071089 8070332 -1569
Chr6 Complement NT_039340.1 TGGTCATCATGACGT 748649 4930528H21Rik 747090 731347 -1559 747090 731347 -1559 744529 731419 -4120
Chr17 Normal NT_039649.1 AGGTCATCCTCACCA 11006788 Notch4 11008284 11032865 -1496 11008346 11032865 -1558 11008462 11032354 -1674
Chr17 Normal NT_039662.1 AGGTCATCCTCACCA 811565 Notch4 813061 837265 -1496 813123 837265 -1558 813239 836754 -1674
Chr15 Complement NT_039621.1 ACGTCAGGGTGACCA 40575804 Sox10 40574246 40563938 -1558 40574246 40563938 -1558 40574206 40564944 -1598
Chr4 Complement NT_039265.1 AGATCATGTTGACCT 5560233 LOC214977 5558677 5557868 -1556 5558677 5557868 -1556 5558677 5557868 -1556
Chr9 Normal NT_039485.1 AGGTCATCTTCACCT 99988 LOC331050 101452 163327 -1464 101543 163327 -1555 128558 160993 -28570
Chr4 Normal NT_039296.1 GGGCCAGGATGACCC 66301 Olfr37e 67853 68812 -1552 67853 68812 -1552 67853 68812 -1552
Chr7 Normal NT_039442.1 AGGTCACCCTGATCA 106339 Wee1 107882 129102 -1543 107890 127951 -1551 108168 127930 -1829
Chr18 Normal NT_039678.1 CGGTCAGTCTGAGCT 4217684 Neto1 4218567 4326669 -883 4219234 4325116 -1550 4219498 4323911 -1814
Chr5 Complement NT_039302.1 TGGGCATGGTGACCC 865404 LOC242929 863855 802722 -1549 863855 802722 -1549 863855 802722 -1549
Chr15 Complement NT_039621.1 GGGTCTGGTTGACCC 26294528 Adcy8 26292980 26061735 -1548 26292980 26061735 -1548 26291925 26061834 -2603
ChrX Normal NT_039703.1 ATGTCAAGTTGACCT 1167213 Tnfsf5 1168760 1180659 -1547 1168760 1180659 -1547 1168772 1180204 -1559
Chr14 Normal NT_039609.1 ATGTCAACTTGACCC 21154363 LOC223234 21155908 21158504 -1545 21155908 21158504 -1545 21156176 21156709 -1813
Chr11 Complement NT_039520.1 GGGCCACCATGACCA 17002345 LOC194664 17000802 16999882 -1543 17000802 16999882 -1543 17000802 16999882 -1543
Chr14 Normal NT_039598.1 GGGGCAGGTCGACCC 124549 Asb14 117452 138379 7097 126091 138379 -1542 126114 138271 -1565
Chr15 Normal NT_039621.1 AGGTTGTAGTGACCC 22177705 9930014A18Rik 22179246 22189107 -1541 22179246 22189107 -1541 22187471 22187881 -9766
Chr9 Complement NT_039474.1 AGGTGAAGATGACCT 21957588 Tmod3 21956138 21891778 -1450 21956047 21891778 -1541 21928911 21894112 -28677
Chr14 Complement NT_039596.1 AGCTCAGGATGACCT 654183 4731413G05Rik 652643 646237 -1540 652643 646237 -1540 652643 646237 -1540
Chr18 Normal NT_039676.1 GGGTCAGGGTGACAT 1105118 LOC240434 1106658 1109021 -1540 1106658 1109021 -1540 1106658 1109021 -1540
ChrX Complement NT_039726.1 AGGTCAGCCTGATCT 9356420 Rab9 9354880 9332449 -1540 9354880 9332449 -1540 9333503 9332898 -22917
Chr17 Complement NT_039649.1 CGGTCCCTCTGACCC 2499849 Solh 2498309 2492360 -1540 2498309 2492360 -1540 2498309 2492360 -1540



Chr9 Normal NT_039472.1 CAGTCAGGCTGACCT 282038 5930431H10 283577 293746 -1539 283577 293746 -1539 283661 293007 -1623
Chr18 Normal NT_039674.1 GGGTCAAGTTGACAA 50607508 2810011K15Rik 50608939 50755165 -1431 50609045 50755165 -1537 50609069 50753829 -1561
Chr14 Normal NT_039614.1 AGGTCTCAATGACCT 1012493 A430107P09Rik 1014030 1014831 -1537 1014030 1014831 -1537 1014262 1014815 -1769
Chr1 Normal NT_039189.1 GGGGCACAGTGACCC 8746826 LOC226859 8748363 8749070 -1537 8748363 8749070 -1537 8748398 8748733 -1572
Chr11 Complement NT_039521.1 AGGTCAAAGGGACCT 14205019 LOC237947 14203483 14201891 -1536 14203483 14201891 -1536 14203483 14201891 -1536
Chr3 Normal NT_039242.1 CGGTCACACTGCCCC 14710223 Mcoln3 14711646 14731778 -1423 14711759 14730618 -1536 14711761 14730570 -1538
Chr18 Normal NT_039674.1 AGGTCATTCTGGCCC 21472177 Galnt1 21441069 21521094 31108 21473711 21519140 -1534 21473711 21519140 -1534
Chr9 Complement NT_039475.1 AGCTCAGACTGACCT 4910824 LOC212943 4909313 4905426 -1511 4909292 4905426 -1532 4908970 4906420 -1854
Chr7 Normal NT_039436.1 AGATCAGGCTGACCT 2242091 AA673488 2243622 2259153 -1531 2243622 2259153 -1531 2244800 2258954 -2709
Chr3 Normal NT_039226.1 GTGTCACAGTGACCC 14804 LOC229021 16335 25006 -1531 16335 25006 -1531 16335 25006 -1531
Chr8 Complement NT_039467.1 GTGTCAGTTTGACCT 25073769 LOC234611 25072238 25070282 -1531 25072238 25070282 -1531 25072070 25071018 -1699
Chr5 Complement NT_039311.1 AGGACACAGCGACCT 1888921 LOC333046 1887391 1886564 -1530 1887391 1886564 -1530 1887391 1886564 -1530
Chr7 Normal NT_039418.1 AGGTCACAGTGAGCG 353757 4930562N12Rik 355106 415039 -1349 355282 375365 -1525 374527 375300 -20770
Chr17 Normal NT_039655.1 GGGTAGGAGTGACCC 7309040 Ccnd3 7310146 7315523 -1106 7310565 7315523 -1525 7310612 7314609 -1572
Chr2 Complement NT_039206.1 AGGTCATATTGAACG 14806707 LOC241353 14805182 14763902 -1525 14805182 14763902 -1525 14805182 14763902 -1525
Chr9 Normal NT_039472.1 ACGTCAGTGTGACCA 1962195 LOC244699 1963720 1965181 -1525 1963720 1965181 -1525 1963720 1965181 -1525
Chr14 Complement NT_039595.1 AGCTCAGACTGACCT 283269 Dnase1l3 282170 253924 -1099 281745 254933 -1524 281582 254943 -1687
Chr13 Complement NT_039578.1 AGGTTGAAGTGACCT 1450318 LOC238515 1448794 1393222 -1524 1448794 1393222 -1524 1448794 1393222 -1524
Chr3 Normal NT_039239.1 GGGTCATTGTGACTT 9745545 MGC25558 9747069 9752495 -1524 9747069 9752495 -1524 9747906 9748400 -2361
Chr9 Normal NT_039474.1 AGGTCATGTTGACCA 11999132 Oaz2 12000612 12014358 -1480 12000654 12013517 -1522 12000807 12013286 -1675
Chr5 Complement NT_039307.1 GGGCCAATCTGACCA 10915660 LOC231391 10914140 10907698 -1520 10914140 10907698 -1520 10914140 10907698 -1520
Chr17 Complement NT_039659.1 GGGCCAATCTGACCA 34235 LOC328881 32715 26669 -1520 32715 26669 -1520 32715 26669 -1520
Chr11 Normal NT_039521.1 CGGTCAGGCTGTCCC 27983296 Sphk1 27982399 27988137 897 27984816 27988137 -1520 27985633 27987855 -2337
Chr2 Complement NT_039205.1 TGGTCAAGGTGACAC 2712512 AI649385 2711024 2705689 -1488 2710993 2705689 -1519 2710177 2705841 -2335
Chr5 Complement NT_039311.1 AGGACGGCCTGACCC 3144806 A530094D01 3155313 3062800 10507 3143288 3062800 -1518 3143105 3066269 -1701
Chr10 Normal NT_039496.1 AGGTCAGCCTGGCCT 3397348 Itgb2 3386229 3422558 11119 3398865 3422267 -1517 3398865 3422124 -1517
Chr15 Complement NT_039621.1 CTGTCACTGTGACCT 47112963 LOC239568 47111446 47108276 -1517 47111446 47108276 -1517 47111446 47108276 -1517
Chr6 Normal NT_039355.1 GGTTCAAGGCGACCC 13920801 LOC232354 13922317 13923286 -1516 13922317 13923264 -1516 13922344 13923225 -1543
Chr3 Complement NT_039241.1 GTGTCAAGCTGACCA 451134 LOC242203 449618 420280 -1516 449618 420280 -1516 449618 420280 -1516
Chr8 Normal NT_039467.1 ATGTCAGCATGACCA 41421726 LOC234751 41423241 41432983 -1515 41423241 41432983 -1515 41423241 41432983 -1515
Chr4 Complement NT_039259.1 AGGTCAACCTGACCC 18687972 2810432D09Rik 18686459 18684952 -1513 18686459 18684952 -1513 18685729 18685068 -2243
Chr15 Complement NT_039618.1 GGGTCACTGAGACCA 2873863 Npr3 2874345 2811816 482 2872350 2812610 -1513 2872350 2812610 -1513
Chr11 Normal NT_039526.1 AGGTCAGCCTGAGCA 135037 LOC268443 136546 138482 -1509 136546 138482 -1509 137544 137834 -2507
Chr15 Normal NT_039621.1 TGATCACTCTGACCC 41647171 A230016E22 41648679 41671476 -1508 41648679 41671414 -1508 41665433 41668824 -18262
Chr17 Complement NT_039661.1 TGATCATGGTGACCT 117395 LOC333866 115887 115243 -1508 115887 115243 -1508 115887 115243 -1508
Chr11 Normal NT_039520.1 AGGTCCCCATGACCC 26001401 Rcvrn 26002906 26010913 -1505 26002906 26010913 -1505 26002997 26010573 -1596
Chr17 Normal NT_039650.1 GGGTCGTTATGACCC 2770848 MOR256-48 2772349 2773287 -1501 2772349 2773287 -1501 2772349 2773287 -1501
Chr4 Complement NT_039262.1 GGGTCAGCTTCACCA 21212072 LOC329872 21210572 21178293 -1500 21210572 21178293 -1500 21209350 21180620 -2722
Chr12 Complement NT_039539.1 GGGTCGCGCAGACCT 8333851 LOC238078 8332352 8289407 -1499 8332352 8289407 -1499 8332352 8289407 -1499
Chr12 Complement NT_039570.1 GGGTTGACCTGACCT 27993 LOC193356 26495 24449 -1498 26495 24449 -1498 26495 24449 -1498
Chr8 Complement NT_039467.1 ATGTCAGTTTGACCC 11717631 MGC27560 11716305 11701209 -1326 11716133 11701209 -1498 11708847 11701617 -8784
Chr11 Complement NT_039520.1 TGCTCAGGCTGACCT 33961592 LOC268443 33960097 33958161 -1495 33960097 33958161 -1495 33959099 33958809 -2493
Chr2 Normal NT_039205.1 GGGTCAAGGTGACTG 79101 Gad2 80529 150072 -1428 80595 150072 -1494 80940 149428 -1839
ChrX Complement NT_039708.1 AGGTGGAAATGACCT 976391 2310005K03Rik 975495 966380 -896 974898 966380 -1493 970392 966731 -5999
ChrX Complement NT_039745.1 AGGTGGAAATGACCT 896010 2310005K03Rik 895114 885972 -896 894517 885972 -1493 890004 886323 -6006
Chr1 Normal NT_039172.1 AGGTCAGTGTCACCT 3257131 LOC210722 3258624 3259014 -1493 3258624 3259014 -1493 3258635 3259014 -1504
ChrX Normal NT_039723.1 GGGTCACAGTGGCCT 60824 LOC237140 62317 65482 -1493 62317 65482 -1493 0 0 60824
Chr5 Normal NT_039307.1 AGGTCAAGATGAACA 11993899 LOC269668 11995391 11995897 -1492 11995391 11995897 -1492 11995391 11995897 -1492
Chr4 Complement NT_039268.1 AAGTCACCTTGACCC 337575 LOC195534 336085 283805 -1490 336085 283805 -1490 336085 283805 -1490
Chr11 Complement NT_039520.1 GGATCAGGCTGACCA 18950916 Top3a 18949429 18912123 -1487 18949429 18912123 -1487 18949165 18912587 -1751
Chr17 Normal NT_039649.1 AGGTCACACTGGCCA 1250450 Rps2 1251935 1253755 -1485 1251935 1253750 -1485 1252102 1253709 -1652
Chr6 Normal NT_039360.1 AGGTGAACTCGACCC 3296292 LOC333169 3297776 3317637 -1484 3297776 3317637 -1484 3297776 3317637 -1484
Chr1 Complement NT_039184.1 AGGTCATAGAGACCT 3329107 LOC329270 3327624 3206286 -1483 3327624 3206286 -1483 3327240 3208840 -1867
Chr9 Normal NT_039474.1 AGTTCATGCTGACCT 24912401 Mto1-pending 24913529 24940246 -1128 24913884 24940242 -1483 24913961 24939988 -1560
ChrX Normal NT_039698.1 AGGTGGCTTTGACCC 825144 Lmo6 825487 836279 -343 826626 836279 -1482 827705 835824 -2561
Chr7 Normal NT_039433.1 AGGTCACCCTGATCA 3652456 Wee1 3653929 3675149 -1473 3653937 3673998 -1481 3654215 3673977 -1759
Chr1 Complement NT_039169.1 GGGTGACGATGACCA 5240215 LOC332411 5238738 5237744 -1477 5238738 5237744 -1477 5238738 5237744 -1477
ChrX Normal NT_039708.1 AGGTCAAATTGTCCT 102123 Zfp92 103598 116626 -1475 103598 116626 -1475 112347 115342 -10224
Chr2 Normal NT_039212.1 GAGTCACCCTGACCC 1942542 Cdh4 1944016 2199211 -1474 1944016 2060169 -1474 1944016 2059682 -1474
Chr3 Complement NT_039242.1 AAGTCGCCTTGACCT 12583373 LOC332826 12581901 12527545 -1472 12581901 12527545 -1472 12581901 12527545 -1472
Chr4 Normal NT_039268.1 AGGTCGGGCTGGCCT 8070753 Gnb1 8036179 8102878 34574 8072223 8102621 -1470 8072262 8102086 -1509
Chr5 Complement NT_039301.1 GGGGCATCGTGACCG 865237 AW990386 863768 862436 -1469 863768 862436 -1469 863730 863077 -1507
Chr5 Complement NT_039336.1 TGCTCAGGTTGACCT 266633 LOC194299 282428 219381 15795 265164 221887 -1469 265164 226375 -1469
Chr1 Complement NT_039173.1 AGCTCAGGCTGACCT 410675 LOC271728 409207 407562 -1468 409207 407562 -1468 409207 407562 -1468
Chr2 Complement NT_039209.1 AGGTCAGGCTGGCCC 28287232 LOC329511 28285764 28283892 -1468 28285764 28283892 -1468 28285001 28284684 -2231
Chr4 Complement NT_039260.1 GGGTCATCCTGGCCC 908606 Olfr37e 907138 906179 -1468 907138 906179 -1468 907138 906179 -1468
Chr6 Normal NT_039350.1 AGGCCGGGCTGACCT 5985716 LOC232110 5987183 6135920 -1467 5987183 6135920 -1467 5987183 6135920 -1467
Chr7 Normal NT_039435.1 AGGTAGCTTTGACCT 3059697 LOC270002 3061163 3061846 -1466 3061163 3061846 -1466 3061290 3061732 -1593
Chr16 Normal NT_039624.1 AGGTCAGGCCGACCT 47594929 LOC332181 47596395 47596909 -1466 47596395 47596909 -1466 47596395 47596909 -1466
Chr5 Normal NT_039312.1 AGGCCACCTTGACCT 10627975 Hip1r 10629439 10659533 -1464 10629439 10659180 -1464 10629553 10658561 -1578
Chr9 Normal NT_039482.1 AGGTCATTGTGACTA 2229980 LOC333435 2231444 2234730 -1464 2231444 2234730 -1464 2231444 2234730 -1464
Chr9 Normal NT_039482.1 AGGTCATCTTGACTG 5867079 Lamr1 5868541 5873121 -1462 5868541 5872311 -1462 5869242 5872246 -2163
Chr9 Complement NT_039480.1 GGTTCAAAATGACCA 65362 LOC235612 137037 46489 71675 63900 46489 -1462 63893 51241 -1469
Chr11 Complement NT_039521.1 AGGTCATGTAGACCT 6124390 LOC276970 6122928 6112927 -1462 6122928 6112927 -1462 6122669 6114022 -1721
Chr15 Normal NT_039617.1 GGGTCTTGCTGACCA 3815506 LOC268779 3816967 3817588 -1461 3816967 3817588 -1461 3816967 3817588 -1461
Chr6 Normal NT_039355.1 GGCTCAGCCTGACCT 4390470 4833438B11Rik 4391928 4403978 -1458 4391928 4403978 -1458 4399611 4399904 -9141
Chr13 Complement NT_039589.1 CGGTCACAGTGTCCT 12556850 LOC218372 12555392 12554832 -1458 12555392 12554832 -1458 12555392 12554832 -1458
Chr14 Normal NT_039595.1 GGGCCATCTTGACCT 191333 AL024016 192790 238767 -1457 192790 238767 -1457 192798 237676 -1465
Chr14 Complement NT_039609.1 CGGTCACGGCGACCC 23230266 LOC223255 23271514 23177783 41248 23228809 23177783 -1457 23228809 23178312 -1457
Chr16 Normal NT_039624.1 AGGCCATCATGACCA 35820735 Igsf11 35716317 35840815 104418 35822191 35840253 -1456 35822191 35840253 -1456
Chr13 Normal NT_039580.1 TGGCCACTGTGACCT 4995522 Jmj 4996915 5185947 -1393 4996977 5185759 -1455 4998011 5185603 -2489
Chr12 Complement NT_039564.1 TGGCCACAGTGACCC 692434 LOC217947 690979 686978 -1455 690979 686978 -1455 690979 686978 -1455
Chr7 Complement NT_039395.1 AGGACAAGGTGACCA 1271230 Ppp5c 1269775 1246807 -1455 1269775 1246814 -1455 1269674 1247268 -1556
Chr11 Normal NT_039521.1 AGGTCACAAGGACCC 32892175 Fn3k 32893572 32909143 -1397 32893627 32909143 -1452 32893648 32909109 -1473
Chr9 Complement NT_039476.1 AGGGCACCATGACCA 12033479 LOC245023 12032027 12025493 -1452 12032027 12025493 -1452 12032027 12025493 -1452
Chr11 Normal NT_039520.1 TGGTCATCTTCACCT 16712823 LOC216772 16714272 16719814 -1449 16714272 16719814 -1449 16714272 16719814 -1449
Chr9 Normal NT_039474.1 GGGACAGGATGACCG 11684944 LOC208080 11686392 11698704 -1448 11686392 11698704 -1448 11686392 11698704 -1448
Chr3 Complement NT_039240.1 AGCTCAGGCTGACCT 2146577 LOC332805 2145129 2127553 -1448 2145129 2127553 -1448 2145129 2127553 -1448
Chr2 Complement NT_039204.1 GTGTCGTGGTGACCT 4043117 LOC329351 4041671 4040866 -1446 4041671 4040866 -1446 4041643 4040888 -1474
Chr1 Normal NT_039173.1 TTGTCAGCATGACCC 7924448 Farp2 7925892 8035369 -1444 7925892 8035369 -1444 7942365 8035029 -17917
Chr18 Complement NT_039674.1 TGGTCATAATGACAC 19399818 4921528I01Rik 19398440 19037808 -1378 19398376 19037808 -1442 19377465 19038411 -22353
Chr2 Normal NT_039205.1 TGGTCATCATGACCG 5973316 Fs-pending 5974758 6030062 -1442 5974758 5982387 -1442 5974758 5982387 -1442
Chr12 Normal NT_039548.1 GGGTCAAGTTGACAT 6832135 LOC217453 6833577 6842631 -1442 6833577 6842631 -1442 6833577 6842631 -1442
Chr6 Complement NT_039369.1 GTGTCAGCTTGACCC 89363 Grcc9 88188 86248 -1175 87922 86249 -1441 87557 86464 -1806
ChrX Complement NT_039711.1 AGGTCACACTGACTC 10052750 9630059J11 10051310 10012473 -1440 10051310 10012473 -1440 10051310 10012473 -1440



Chr19 Complement NT_039692.1 AGGTCAGGTTGGCCT 4468554 LOC226143 4467115 4442845 -1439 4467115 4442845 -1439 4467019 4443264 -1535
Chr15 Normal NT_039621.1 GGGTCAGCTTGACAC 39836198 2900008M13Rik 39837636 39848306 -1438 39837636 39847848 -1438 39837663 39846031 -1465
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572532 C130023C01Rik 6571095 6567882 -1437 6571095 6567882 -1437 6570688 6570383 -1844
Chr9 Complement NT_039473.1 TGCTCATTCTGACCC 11503111 Fdx1 11501719 11481194 -1392 11501674 11481194 -1437 11501608 11481422 -1503
Chr5 Normal NT_039305.1 TAGTCATACTGACCT 7748731 Hcapg-pending 7750168 7780369 -1437 7750168 7780369 -1437 7750269 7772327 -1538
Chr8 Normal NT_039455.1 TGGCCAAGGTGACCT 4509881 LOC244264 4511315 4522023 -1434 4511315 4522023 -1434 4511315 4522023 -1434
Chr5 Complement NT_039312.1 GGGTGACAGTGACCG 76943 LOC231629 75511 75009 -1432 75511 75009 -1432 75450 75093 -1493
Chr2 Complement NT_039208.1 AGGTCACACTGGCCT 2397487 LOC228025 2396058 2393365 -1429 2396058 2393365 -1429 2393715 2393434 -3772
Chr2 Complement NT_039208.1 AGGCCAGGCTGACCT 446374 LOC329419 444945 443818 -1429 444945 443818 -1429 444886 444425 -1488
Chr17 Complement NT_039657.1 GGGTCACAGGGACCC 4813507 LOC332248 4812078 4697537 -1429 4812078 4697537 -1429 4812078 4697537 -1429
Chr10 Complement NT_039496.1 TGGGCATTCTGACCT 6194752 Pcsk4 6193324 6185126 -1428 6193324 6185126 -1428 6193276 6186607 -1476
Chr8 Normal NT_039460.1 GGGCCAGGATGACCC 2167965 Pdlim3 2169393 2204062 -1428 2169393 2203931 -1428 2169512 2203530 -1547
Chr3 Complement NT_039228.1 AGGTCATCTTGAGCT 8371414 Il21 8369987 8360132 -1427 8369987 8360132 -1427 8369934 8362706 -1480
Chr7 Complement NT_039388.1 GGGTGGCTATGACCC 880153 LOC269862 878728 871632 -1425 878728 871632 -1425 878728 871632 -1425
Chr18 Complement NT_039674.1 AGGTCACCGTGTCCT 35876064 Spry4 35874640 35862829 -1424 35874640 35862829 -1424 35863933 35863031 -12131
Chr17 Normal NT_039655.1 AGGACAAAATGACCT 3147472 LOC328820 3148894 3153609 -1422 3148894 3153609 -1422 3148922 3153017 -1450
Chr4 Complement NT_039266.1 AGGTCATCCTGAGCC 10473253 Padi1 10471831 10439034 -1422 10471831 10439034 -1422 10471704 10440674 -1549
Chr4 Complement NT_039266.1 TGGTCTGTGTGACCC 11043455 Clcnk1l-pending 11042067 11030410 -1388 11042034 11030484 -1421 11041348 11030638 -2107
Chr12 Complement NT_039539.1 GGGTCGTTGGGACCT 10379417 Ddx1 10378034 10344788 -1383 10377997 10348940 -1420 10377942 10349130 -1475
Chr13 Normal NT_039578.1 AGGTAGGCCTGACCC 17986533 LOC271091 17987952 18021409 -1419 17987952 18021409 -1419 17987952 18021409 -1419
Chr7 Complement NT_039433.1 GGGTAGAGATGACCT 12434296 2310008H09Rik 12432878 12420413 -1418 12432878 12422386 -1418 12432399 12422412 -1897
Chr9 Normal NT_039474.1 AGGTCAACATCACCC 15094004 LOC330968 15095422 15097142 -1418 15095422 15097142 -1418 15095618 15095962 -1614
Chr7 Normal NT_039433.1 AGTTCATGTTGACCA 15886327 D7Wsu128e 15887496 15899453 -1169 15887743 15899453 -1416 15887781 15892064 -1454
Chr12 Complement NT_039551.1 GTGTCATACTGACCT 1144322 LOC217587 1142910 1113005 -1412 1142910 1113005 -1412 1142805 1113005 -1517
Chr7 Complement NT_039436.1 AGGTCATCCCGACCG 2190686 Hras1 2190257 2187158 -429 2189276 2187576 -1410 2189276 2187576 -1410
Chr11 Normal NT_039520.1 AGGTCAGGCTGGCCT 46628040 Mrps23 46629432 46636511 -1392 46629450 46635771 -1410 46629450 46635771 -1410
Chr9 Normal NT_039472.1 AGGTCACACTGTCCC 17644113 Adamts8 17645522 17666965 -1409 17645522 17665983 -1409 17645797 17665345 -1684
Chr1 Normal NT_039180.1 TGGTCACCCTGACTC 17760803 Tnni1 17736403 17768151 24400 17762212 17766895 -1409 17762212 17766895 -1409
Chr1 Normal NT_039172.1 GGGTGAAAGTGACCT 2500972 9430031J16Rik 2502123 2725317 -1151 2502377 2725292 -1405 2512447 2724478 -11475
Chr11 Normal NT_039520.1 GGGTCAGTGTGACCA 2574885 Il12b 2576289 2590243 -1404 2576289 2590243 -1404 2580263 2589462 -5378
Chr4 Normal NT_039264.1 TTGTCAACTTGACCT 21135651 A730060M23Rik 21137054 21174040 -1403 21137054 21174040 -1403 21160107 21173745 -24456
Chr6 Complement NT_039340.1 AGCTCGAGGTGACCT 2008991 LOC330260 2007745 1974787 -1246 2007588 1974787 -1403 1987448 1974817 -21543
Chr17 Complement NT_039649.1 TGGTGACTTTGACCT 10222061 Angptl4 10220726 10214053 -1335 10220659 10214053 -1402 10220545 10214540 -1516
Chr17 Complement NT_039662.1 TGGTGACTTTGACCT 31662 Angptl4 30328 23655 -1334 30261 23655 -1401 30147 24142 -1515
Chr15 Complement NT_039621.1 AGGTCAGGTTGACGA 39616951 Pva 39615550 39600285 -1401 39615550 39600610 -1401 39613310 39600831 -3641
Chr8 Normal NT_039467.1 AGGTGGTGTTGACCC 51459107 Afg3l1 51460459 51485865 -1352 51460507 51484127 -1400 51467269 51484016 -8162
Chr2 Complement NT_039206.1 GGATCAAGTCGACCT 1408580 Epb7 1407181 1384158 -1399 1407181 1384162 -1399 1407091 1386033 -1489
Chr17 Normal NT_039649.1 GGGTCACCTGGACCT 4098096 Hmga1 4099167 4106251 -1071 4099494 4106244 -1398 4102149 4105071 -4053
Chr19 Complement NT_039687.1 GGCTCACTCTGACCA 1178644 R74613 1177455 1165208 -1189 1177246 1165208 -1398 1170690 1165453 -7954
Chr6 Normal NT_039341.1 GGGTCATGTTTACCA 9501440 A930009E05Rik 9502836 9506248 -1396 9502836 9506248 -1396 9503578 9503943 -2138
Chr14 Normal NT_039612.1 AGGTCAGCTGGACCT 50017 1700001E04Rik 35311 170942 14706 51412 170942 -1395 51464 170628 -1447
ChrX Complement NT_039719.1 TGGTCAAGTTGACAC 2415973 LOC333590 2414578 2356253 -1395 2414578 2356253 -1395 2414578 2356253 -1395
Chr4 Complement NT_039264.1 GGGTGAAGTTGACCA 17141438 Urod 17140096 17135648 -1342 17140043 17135901 -1395 17140033 17135970 -1405
Chr6 Normal NT_039355.1 AGGTCACTGTGAGCT 9020954 6330404M18Rik 8967336 9046554 53618 9022347 9046554 -1393 9022398 9045823 -1444
Chr7 Normal NT_039393.1 AGGTCAAATAGACCC 1072754 V1rj2 1074145 1075096 -1391 1074145 1075096 -1391 1074145 1075095 -1391
Chr2 Normal NT_039210.1 AGGTCACAATGAACT 416056 Agpt4 417324 515370 -1268 417446 450768 -1390 417446 450768 -1390
ChrX Normal NT_039716.1 TGGTCATGATGACCA 3712389 4930513O06Rik 3713778 3720938 -1389 3713778 3720938 -1389 3718234 3719279 -5845
Chr10 Normal NT_039495.1 AGGTAGACCTGACCC 10190778 LOC270732 10192164 10237316 -1386 10192164 10237316 -1386 10192164 10237316 -1386
Chr5 Complement NT_039299.1 AGGTCACCACGAGCC 7055395 LOC332987 7054009 7040537 -1386 7054009 7040537 -1386 7054009 7040537 -1386
Chr14 Normal NT_039606.1 AGGTCCGTGCGACCC 7970627 LOC328425 7972010 7990452 -1383 7972010 7990452 -1383 7972161 7989515 -1534
Chr16 Complement NT_039625.1 AGGTGATACTGACCA 19627250 Mrpl39 19625949 19608119 -1301 19625867 19608822 -1383 19625406 19608873 -1844
Chr1 Normal NT_039173.1 AGGTCAAGGTCACCA 3413234 LOC332477 3414613 3437148 -1379 3414613 3437148 -1379 3414613 3437148 -1379
Chr11 Normal NT_039515.1 ATGTCATCTTGACCT 7314129 LOC192912 7315507 7316391 -1378 7315507 7316391 -1378 7315507 7316391 -1378
Chr3 Normal NT_039230.1 GGGTCATGCTGACCT 3414137 Trpc4 3415468 3578815 -1331 3415515 3578815 -1378 3454455 3578504 -40318
Chr15 Normal NT_039621.1 AGGACAGAGTGACCA 50825182 LOC223780 50826559 50828037 -1377 50826559 50828037 -1377 50826874 50827897 -1692
Chr8 Complement NT_039456.1 GGGTCACACTGAACC 1580714 LOC55933 1579432 1569096 -1282 1579337 1569898 -1377 1579328 1569898 -1386
Chr11 Complement NT_039521.1 GGGACAGACCGACCC 13718352 E030022H21 13716976 13711635 -1376 13716976 13711635 -1376 13716856 13713989 -1496
Chr10 Normal NT_039495.1 GGGACAAAGTGACCA 15080190 LOC276731 15081566 15126608 -1376 15081566 15126608 -1376 15081566 15126608 -1376
Chr17 Normal NT_039649.1 GGGTCGCATTGATCT 5238309 Mapk14 5239579 5296762 -1270 5239682 5296762 -1373 5239977 5294695 -1668
Chr2 Complement NT_039205.1 AGGTCAGTTTGAGCA 10268797 2210013M04Rik 10267428 10260381 -1369 10267428 10260381 -1369 10267387 10261178 -1410
Chr5 Normal NT_039314.1 AGGCCAACCTGACCC 328162 Rab5ef-pending 329480 372319 -1318 329530 372319 -1368 345386 371210 -17224
Chr9 Normal NT_039482.1 GGGTCACAGTGACTT 7867295 LOC245050 7868660 7895165 -1365 7868660 7895165 -1365 7881980 7894912 -14685
Chr1 Complement NT_039170.1 AGGTCAGCCTGAGCT 29300962 5830411E10Rik 29299624 29287061 -1338 29299598 29289889 -1364 29299114 29292444 -1848
Chr13 Complement NT_039590.1 GGTTCAAACTGACCC 18917853 LOC238877 18916490 18889049 -1363 18916490 18889049 -1363 18916490 18889049 -1363
Chr5 Complement NT_039317.1 AGGTCAAGGTTACCC 155921 LOC330225 154558 145997 -1363 154558 145997 -1363 148123 146608 -7798
Chr8 Complement NT_039464.1 GGGTCAAACTCACCG 514153 3322402E17Rik 516593 499469 2440 512791 499469 -1362 512209 499628 -1944
Chr6 Complement NT_039355.1 GGGCCAGGCTGACCA 9413870 2810037F07Rik 9412510 9385573 -1360 9412510 9385573 -1360 9387209 9385782 -26661
Chr5 Complement NT_039316.1 AGGTCATTGGGACCA 2222485 2410011D02Rik 2221126 2207133 -1359 2221126 2207133 -1359 2221026 2207464 -1459
Chr3 Complement NT_039252.1 AGGTCATCTTGAGCT 171737 LOC194131 170378 160662 -1359 170378 160662 -1359 170325 163214 -1412
Chr3 Complement NT_039248.1 AGGTCATCTTGAGCT 130860 LOC333770 129501 119785 -1359 129501 119785 -1359 129448 122337 -1412
Chr10 Normal NT_039500.1 AGATCATGGTGACCT 3133288 4930506D01Rik 3134646 3208914 -1358 3134646 3208914 -1358 3134888 3207075 -1600
Chr5 Complement NT_039308.1 TGGTCAGTGTGGCCC 10434956 LOC330145 10433598 10425645 -1358 10433598 10425645 -1358 10433598 10425645 -1358
Chr11 Normal NT_039521.1 AGGTCAGTGTGAGCA 32224087 LOC209317 32225444 32226033 -1357 32225444 32226033 -1357 32225447 32226033 -1360
Chr8 Normal NT_039467.1 TGGCCACACTGACCT 11493550 LOC330814 11494906 11498015 -1356 11494906 11498015 -1356 11495382 11497107 -1832
Chr14 Normal NT_039596.1 AGGTCAGCGTGATCT 4887221 Rps24 4887459 4893787 -238 4888577 4890321 -1356 4888577 4890321 -1356
Chr5 Complement NT_039308.1 GCGTCGCCCTGACCC 10968506 D5Ertd689e 10968071 10947254 -435 10967152 10947258 -1354 10966695 10948748 -1811
Chr19 Normal NT_039692.1 AGTTCAGTTTGACCT 13588958 LOC213645 13590311 13612826 -1353 13590311 13612826 -1353 13595625 13612826 -6667
Chr19 Complement NT_039687.1 AGGTCATGAGGACCC 3982303 LOC225956 3980950 3976445 -1353 3980950 3976445 -1353 3980950 3976445 -1353
Chr16 Normal NT_039624.1 AGGGCATGCTGACCT 19867579 Eif4a2 19868931 19875123 -1352 19868931 19875123 -1352 19868967 19874488 -1388
Chr7 Complement NT_039435.1 GGGTCAAGATGACCC 2744979 LOC212052 2743628 2738641 -1351 2743628 2738641 -1351 2743628 2738641 -1351
Chr1 Complement NT_039185.1 GGGTCAGCGCGACCC 262344 LOC214608 260993 258379 -1351 260993 258379 -1351 260993 258379 -1351
Chr14 Complement NT_039595.1 AGGTCAATGTGAGCC 603857 LOC268709 602506 582894 -1351 602506 582894 -1351 602441 584871 -1416
Chr15 Normal NT_039621.1 GGCTCAGCTTGACCA 47517338 9930016O13 47518688 47598590 -1350 47518688 47598516 -1350 47518709 47596465 -1371
Chr4 Complement NT_039262.1 AGGTCAGTCTGGCCC 1555491 C430046P22Rik 1554141 1547851 -1350 1554141 1547851 -1350 1554108 1547980 -1383
Chr8 Normal NT_039467.1 GGGTGAGCATGACCA 8862348 LOC333316 8863698 8874912 -1350 8863698 8874912 -1350 8863698 8874912 -1350
Chr11 Complement NT_039521.1 GTGTCACATTGACCG 14204832 LOC237947 14203483 14201891 -1349 14203483 14201891 -1349 14203483 14201891 -1349
Chr12 Normal NT_039539.1 GGGGCAGACTGACCT 14808013 LOC268529 14809357 14908425 -1344 14809362 14908425 -1349 14902818 14907702 -94805
Chr15 Normal NT_039618.1 AGGTGAGAATGACCT 1910939 Cors-pending 1912287 1940136 -1348 1912287 1940136 -1348 1912385 1939269 -1446
Chr2 Normal NT_039202.1 AGGTTGTGGTGACCC 63415 9630050M13Rik 64762 173947 -1347 64762 173913 -1347 64905 172658 -1490
Chr9 Complement NT_039472.1 AGGTCAGAGTGACTA 26686029 MOR224-10 26684683 26683703 -1346 26684683 26683703 -1346 26684683 26683703 -1346
Chr8 Normal NT_039467.1 GGATCATTGCGACCT 34275010 Cdh3 34276354 34306169 -1344 34276354 34306169 -1344 34276930 34304802 -1920
Chr3 Complement NT_039226.1 AGGTCGTGATGACAT 11759370 LOC269409 11758027 11745406 -1343 11758027 11745406 -1343 11745768 11745406 -13602
Chr3 Normal NT_039234.1 CGGTCAAGGTGAGCT 25872315 9430022A14 25873655 25897853 -1340 25873655 25897853 -1340 25873799 25896863 -1484
Chr10 Normal NT_039495.1 GGGCCAGGTCGACCC 2783837 LOC327760 2785177 2792160 -1340 2785177 2792160 -1340 2791143 2792138 -7306
Chr6 Complement NT_039341.1 AGGTAGCCATGACCT 10140680 Dbhl1-pending 10139341 10130641 -1339 10139341 10130641 -1339 10139341 10130641 -1339



Chr16 Normal NT_039625.1 CGGGCAAGCTGACCC 27265034 Kcne2 27266370 27272040 -1336 27266370 27272040 -1336 27270498 27270869 -5464
Chr4 Complement NT_039266.1 AGGTCACTGTGACCC 2735945 Gpr3 2734610 2732119 -1335 2734610 2732119 -1335 2734112 2733120 -1833
Chr3 Complement NT_039242.1 CAGTCATGGTGACCC 15983218 LOC215238 15981885 15971401 -1333 15981885 15971401 -1333 15981885 15971401 -1333
Chr2 Normal NT_039206.1 AGGGCGCCCTGACCT 174385 LOC227741 175718 512254 -1333 175718 189788 -1333 175718 189788 -1333
Chr5 Normal NT_039316.1 TGGTCAGTTTCACCT 1095614 LOC231831 1096947 1098378 -1333 1096947 1098378 -1333 1097126 1097482 -1512
Chr1 Complement NT_039172.1 GGGTCAACTTGACAA 544948 LOC332466 543616 405541 -1332 543616 405541 -1332 543616 405541 -1332
Chr16 Complement NT_039624.1 AGGCCAGGCTGACCT 7690953 2410005K20Rik 7689623 7679265 -1330 7689623 7679265 -1330 7689586 7679772 -1367
Chr15 Complement NT_039621.1 AGGTCACTTTGTCCA 38972320 1700025B11Rik 38970991 38967371 -1329 38970991 38967371 -1329 38968166 38967519 -4154
Chr11 Complement NT_039520.1 AGGTCAGAGGGACCT 44627488 8030460J03Rik 44626163 44483137 -1325 44626163 44483137 -1325 44623963 44486428 -3525
Chr11 Complement NT_039520.1 TGGCCAGAGTGACCT 8456260 Sqstm1 8455149 8443512 -1111 8454936 8444298 -1324 8454903 8444936 -1357
ChrX Normal NT_039710.1 GGGTCAACCTTACCC 2959406 LOC194776 2960728 2961621 -1322 2960728 2961621 -1322 2960728 2961621 -1322
Chr1 Complement NT_039180.1 GGGTCCTTCTGACCT 12636981 Pfkfb2 12649097 12589994 12116 12635664 12616461 -1317 12634345 12617674 -2636
Chr1 Complement NT_039170.1 AGGTAACTTTGACCT 30778150 1700019D03Rik 30787330 30748825 9180 30776834 30748825 -1316 30749265 30748945 -28885
Chr14 Complement NT_039598.1 CGGTCAGCTTGACCT 4426802 Nisch 4425490 4389679 -1312 4425490 4389681 -1312 4425418 4390317 -1384
Chr4 Normal NT_039262.1 AGGTGATTATGACCT 21661023 5031401C21Rik 21662323 21711271 -1300 21662332 21711271 -1309 21662351 21696862 -1328
Chr2 Complement NT_039205.1 GGGTTGTTGTGACCC 10259645 LOC227735 10258633 10245180 -1012 10258339 10245180 -1306 10257452 10245341 -2193
Chr4 Complement NT_039261.1 TGGTCATCTAGACCC 8971860 4930429J24Rik 8970555 8945475 -1305 8970555 8945475 -1305 8970538 8945614 -1322
Chr7 Normal NT_039400.1 AGGTCATGCTGTCCT 633145 Ercc1 634448 645483 -1303 634450 645481 -1305 634957 645431 -1812
Chr5 Normal NT_039324.1 AGCTCACAATGACCT 1552822 LOC231905 1554126 1554525 -1304 1554126 1554525 -1304 1554126 1554525 -1304
Chr14 Complement NT_039606.1 TGGTCACAATGTCCT 34672056 LOC219254 34670754 34669665 -1302 34670754 34669665 -1302 34670754 34669665 -1302
Chr5 Complement NT_039299.1 TGGTCACTCTGCCCT 7080841 LOC330052 7079541 7071570 -1300 7079541 7071570 -1300 7071891 7071610 -8950
Chr4 Normal NT_039262.1 AGGTCATCTTGCCCG 22344281 LOC230358 22345579 22346835 -1298 22345579 22346835 -1298 22345937 22346632 -1656
Chr2 Normal NT_039209.1 AGGTCACAATGCCCC 30175946 4933425O20Rik 30177189 30215165 -1243 30177243 30177907 -1297 30177435 30177890 -1489
Chr7 Complement NT_039433.1 CTGTCAGGCTGACCT 3519431 D7Ertd743e 3518233 3504383 -1198 3518135 3505394 -1296 3517986 3506686 -1445
Chr6 Complement NT_039355.1 AGATCAGGCTGACCA 12052756 MICAL-3 12101262 11977950 48506 12051460 11977950 -1296 12012970 11977973 -39786
Chr15 Complement NT_039621.1 TGGTCAACTTGATCT 24619631 LOC239500 24618336 24528250 -1295 24618336 24528250 -1295 24618336 24528250 -1295
ChrX Complement NT_039727.1 GGGCCACAGTGACCT 791608 LOC278034 790315 789154 -1293 790315 789154 -1293 790234 789896 -1374
Chr9 Complement NT_039472.1 GGGTCATGTTGCCCA 7139190 2900057C04Rik 7137898 7114253 -1292 7137898 7115253 -1292 7123863 7115701 -15327
Chr11 Normal NT_039520.1 AGGTCAGGCTGGCCT 31181163 LOC195018 31182453 31236945 -1290 31182453 31236945 -1290 31182506 31236475 -1343
Chr3 Normal NT_039234.1 AGGTCAAAATGCCCC 25388936 LOC229532 25390225 25390737 -1289 25390225 25390737 -1289 25390268 25390737 -1332
Chr10 Complement NT_039501.1 TGGCCAGACTGACCC 783921 LOC237571 782632 745714 -1289 782632 745714 -1289 782632 745714 -1289
Chr7 Complement NT_039400.1 AGGTCATGCTGTCCT 633145 LOC330480 631858 630302 -1287 631858 630302 -1287 631479 631042 -1666
Chr3 Normal NT_039229.1 GGGTCTGTTTGACCA 711066 LOC332756 712353 747402 -1287 712353 747402 -1287 712353 747402 -1287
Chr9 Normal NT_039476.1 AGGTCATCCTGTCCA 9957944 LOC331013 9959230 9960708 -1286 9959230 9960708 -1286 9959503 9959961 -1559
Chr9 Normal NT_039474.1 GGGTCAGGGTGACTT 26537531 E130319N12Rik 26538816 26566571 -1285 26538816 26566571 -1285 26539437 26565732 -1906
Chr9 Normal NT_039471.1 ATGTCACGCTGACCT 5966454 LOC330882 5967737 5971719 -1283 5967737 5971719 -1283 5968081 5968428 -1627
Chr3 Normal NT_039242.1 AGGTCAAACTGAGCT 20827339 D3Ertd330e 20828581 20851149 -1242 20828621 20850894 -1282 20828716 20850419 -1377
Chr1 Normal NT_039170.1 AGGCCGTTCTGACCT 14073254 LOC211430 14074536 14077416 -1282 14074536 14077416 -1282 14074607 14077416 -1353
Chr13 Complement NT_039589.1 TGGTCACCCTGGCCT 14317821 LOC245835 14316561 14313008 -1260 14316539 14313008 -1282 14315000 14313008 -2821
Chr7 Normal NT_039407.1 GGGACAGTTTGACCA 1200442 A630056B21Rik 1201722 1206955 -1280 1201722 1206955 -1280 1204701 1206734 -4259
Chr7 Normal NT_039413.1 AGGACGAAGTGACCC 3464915 IkappaBNS 3464612 3471635 303 3466194 3471635 -1279 3467334 3471076 -2419
Chr5 Complement NT_039314.1 GGGTCATCATGACTG 5621219 Fzd9 5619941 5617994 -1278 5619941 5617994 -1278 5619930 5618290 -1289
Chr11 Normal NT_039521.1 AGCTCGGGCTGACCC 12745516 LOC237940 12746794 12751164 -1278 12746794 12751164 -1278 12746794 12751164 -1278
Chr19 Normal NT_039684.1 GGGTCGAAATCACCT 796150 LOC332359 797425 798837 -1275 797425 798837 -1275 797425 798837 -1275
Chr19 Normal NT_039685.1 GGGTCACTACGAACT 201240 Slc22a6 202300 211096 -1060 202514 210921 -1274 202695 210611 -1455
Chr9 Normal NT_039476.1 GGGTCACTAAGACCC 10184884 C030018L16Rik 10186039 10243327 -1155 10186155 10243327 -1271 10189059 10242868 -4175
Chr7 Normal NT_039420.1 GGGTCTCCATGACCA 2247285 Kcna7 2248556 2254054 -1271 2248556 2254054 -1271 2248818 2252482 -1533
Chr4 Normal NT_039264.1 TGGTCTTTATGACCC 15662671 Cyp4a10 15663941 15679323 -1270 15663941 15679323 -1270 15663999 15678376 -1328
Chr6 Complement NT_039370.1 AGGTAGCCATGACCT 11103 Dbhl1-pending 9834 1134 -1269 9834 1134 -1269 9834 1134 -1269
Chr4 Normal NT_039258.1 TGGTAATTGTGACCT 8148289 LOC230009 8149557 8154919 -1268 8149557 8154912 -1268 8151491 8154770 -3202
Chr9 Normal NT_039473.1 AGGGCAGGGTGACCC 3132719 LOC235307 3133985 3143625 -1266 3133985 3143625 -1266 3133985 3143625 -1266
Chr11 Complement NT_039521.1 TGGACACGTTGACCT 9898672 LOC328007 9897406 9895198 -1266 9897406 9895198 -1266 9897048 9896755 -1624
Chr6 Complement NT_039356.1 AGGTCATTGTGAACT 4698178 2310001H17Rik 4696917 4691107 -1261 4696917 4691107 -1261 4696469 4696191 -1709
Chr1 Complement NT_039170.1 AGCTCAGGTTGACCT 6343234 LOC210962 6341973 6341195 -1261 6341973 6341195 -1261 6341819 6341310 -1415
Chr7 Normal NT_039436.1 GGGTCCTTGTGACCC 2697729 LOC213778 2698990 2701227 -1261 2698990 2701227 -1261 2700187 2701139 -2458
Chr7 Complement NT_039433.1 AGCTCAGGATGACCT 1336803 9230106D23 1335543 1318979 -1260 1335543 1318979 -1260 1333978 1319073 -2825
Chr6 Normal NT_039360.1 TGGTCATTCTGTCCC 5001181 LOC208762 5002441 5015931 -1260 5002441 5015931 -1260 5002441 5015931 -1260
Chr4 Normal NT_039268.1 AGCTCACCCTGACCT 8570416 Tnfrsf4 8571675 8574569 -1259 8571675 8574569 -1259 8571854 8574412 -1438
Chr13 Complement NT_039590.1 AGGTCAAACTGAGCT 16354125 1810058I14Rik 16352867 16246585 -1258 16352867 16246585 -1258 16352822 16246700 -1303
Chr17 Normal NT_039666.1 GGATCAAGTTGACCA 313261 LOC333751 314519 316424 -1258 314519 316424 -1258 314647 315324 -1386
Chr1 Complement NT_039192.1 AGGTCATGATGTCCC 126927 LOC333763 125669 109008 -1258 125669 109008 -1258 125475 109925 -1452
Chr1 Normal NT_039180.1 GGGACATCATGACCT 15302618 4933417N20Rik 15303875 15320621 -1257 15303875 15320621 -1257 15304069 15319694 -1451
Chr9 Complement NT_039474.1 GGGGCGCGCTGACCC 979057 LOC330946 977800 976009 -1257 977800 976009 -1257 977658 977362 -1399
Chr6 Normal NT_039361.1 GGGTCAAAATGAACC 3253363 2810474O19Rik 3254618 3273880 -1255 3254618 3273880 -1255 3272489 3272779 -19126
Chr5 Complement NT_039312.1 GGGTCGAAGTGACAC 10164952 LOC208131 10163700 10156334 -1252 10163700 10156334 -1252 10163564 10158183 -1388
Chr9 Complement NT_039472.1 AGGTGAGCATGACCA 17988397 LOC330913 17987145 17984174 -1252 17987145 17984174 -1252 17986273 17985845 -2124
Chr15 Complement NT_039620.1 GGGTCGAGATGATCT 652287 Rpl30 651035 648318 -1252 651035 648318 -1252 0 0 -652287
Chr13 Normal NT_039589.1 GGGCCAGGGTGACCG 4789298 LOC238716 4790548 4860884 -1250 4790548 4860884 -1250 4790548 4860884 -1250
Chr12 Complement NT_039539.1 ATGTCATGATGACCT 5544948 Arhb 5543699 5541453 -1249 5543699 5541453 -1249 5543322 5542732 -1626
Chr11 Normal NT_039520.1 GGGTAGGCCTGACCC 18747571 Myo15 18748818 18807984 -1247 18748818 18807984 -1247 18755895 18807040 -8324
Chr4 Complement NT_039266.1 GGGGCAGTGTGACCG 5207739 LOC230826 5206493 5205576 -1246 5206493 5205576 -1246 5206493 5205576 -1246
Chr7 Normal NT_039433.1 TGGTCACACTGAGCT 19859624 D430042O09Rik 19781091 19885444 78533 19860868 19885444 -1244 19861025 19884157 -1401
ChrX Normal NT_039702.1 AGGTCATGATGACAT 848001 LOC245389 849240 863456 -1239 849240 863456 -1239 849240 863456 -1239
Chr17 Normal NT_039662.1 TTGTCAACTTGACCT 486646 H2-Ob 487817 502817 -1171 487884 502817 -1238 487884 502817 -1238
Chr4 Normal NT_039260.1 AGGTCCTCCTGACCA 1118880 LOC242410 1120118 1122147 -1238 1120118 1122147 -1238 1120209 1121975 -1329
Chr9 Normal NT_039475.1 AGGTCAGCCTTACCT 3508282 Bckdhb 3509519 3709017 -1237 3509519 3709017 -1237 3509537 3707152 -1255
Chr5 Complement NT_039318.1 TGTTCATTATGACCT 896366 LOC243339 895129 869649 -1237 895129 869649 -1237 882410 871074 -13956
Chr5 Complement NT_039307.1 ACGTCACGGTGACCA 10423782 LOC194597 10422546 10364805 -1236 10422546 10364805 -1236 10422411 10364882 -1371
Chr13 Complement NT_039578.1 AGGTCAATCTGTCCT 1450030 LOC238515 1448794 1393222 -1236 1448794 1393222 -1236 1448794 1393222 -1236
Chr16 Normal NT_039624.1 AGGTGAGGATGACCT 6917123 LOC328624 6918359 6942808 -1236 6918359 6942808 -1236 6918359 6942808 -1236
Chr17 Normal NT_039658.1 AGATCAAGTTGACCA 25304201 LOC225089 25305435 25309648 -1234 25305435 25309648 -1234 25308751 25309113 -4550
Chr2 Complement NT_039209.1 AGTTCATCGTGACCA 24883339 Myef2 24882140 24845048 -1199 24882105 24845048 -1234 24881865 24847405 -1474
Chr6 Complement NT_039355.1 AGGTCACGATGGCCT 15522521 Pex5 15521905 15503674 -616 15521289 15504761 -1232 15521289 15504825 -1232
Chr19 Normal NT_039684.1 GGCTCAAGGTGACCC 1198554 B930037P14Rik 1199785 1200957 -1231 1199785 1200957 -1231 1199882 1200534 -1328
Chr18 Normal NT_039674.1 TTGTCACTGTGACCT 33124419 4930415K17Rik 33096379 33128803 28040 33125649 33128803 -1230 33125664 33127810 -1245
Chr5 Normal NT_039298.1 AGGACATGCTGACCT 1698871 LOC332985 1700101 1727063 -1230 1700101 1727063 -1230 1700101 1727063 -1230
Chr6 Normal NT_039341.1 AGGTCATCTTGAGCT 12008387 MOR257-2 12009616 12010570 -1229 12009616 12010570 -1229 12009616 12010569 -1229
Chr12 Normal NT_039551.1 GGGACACCATGACCT 31893771 AI834978 31894996 31896899 -1225 31894996 31896899 -1225 31895559 31895843 -1788
Chr8 Normal NT_039456.1 AGGTCATCTTGCCCT 1547352 9130417I07Rik 1548576 1554019 -1224 1548576 1554019 -1224 1548890 1553196 -1538
Chr5 Normal NT_039305.1 AGTTCGTGTTGACCT 29519025 2310024J23Rik 29520248 29572632 -1223 29520248 29572632 -1223 29520386 29568643 -1361
Chr2 Normal NT_039209.1 GGGTCTACCTGACCA 29591773 LOC329517 29592993 29772069 -1220 29592993 29596783 -1220 29594423 29594737 -2650
Chr13 Complement NT_039586.1 AGGTGGCCCTGACCT 1482527 Pitx1 1486050 1475137 3523 1481310 1475137 -1217 1481021 1476150 -1506
Chr19 Complement NT_039692.1 AGGTCAGGGTGGCCT 6775213 1110007H17Rik 6787782 6772783 12569 6773997 6772783 -1216 6773096 6772787 -2117
Chr3 Complement NT_039234.1 AGGTCACCAAGACCC 24072481 LOC329696 24071266 24066218 -1215 24071266 24066218 -1215 24067700 24067410 -4781
Chr9 Normal NT_039474.1 AGGTGGTTGTGACCT 3608025 LOC330948 3609239 3609949 -1214 3609239 3609949 -1214 3609259 3609885 -1234



Chr2 Complement NT_039205.1 GGGTCACAACGGCCT 8281370 LOC241300 8280159 8212769 -1211 8280159 8212769 -1211 8280159 8212769 -1211
Chr18 Normal NT_039674.1 TGGGCATGGTGACCT 50814498 LOC332319 50815709 50843009 -1211 50815709 50843009 -1211 50815709 50843009 -1211
Chr12 Normal NT_039553.1 AGGACACAGTGACCA 4432305 LOC214305 4433515 4447407 -1210 4433515 4447407 -1210 4443803 4446762 -11498
Chr9 Normal NT_039482.1 AGGCCACATTGACCA 3908843 LOC214945 3910053 3915194 -1210 3910053 3915194 -1210 3910053 3915194 -1210
Chr11 Complement NT_039515.1 TGGTCAGGGTGTCCC 17373379 LOC216544 17372170 17371838 -1209 17372170 17371838 -1209 17372170 17371838 -1209
Chr4 Normal NT_039268.1 TGGTCAGGTTGCCCT 6523206 LOC230967 6524415 6548816 -1209 6524415 6548816 -1209 6524862 6546898 -1656
Chr7 Complement NT_039385.1 TGCTCAGTATGACCC 902336 4930401F20 901129 883260 -1207 901129 883260 -1207 900322 887399 -2014
ChrX Normal NT_039716.1 AGGTTAAGATGACCA 826949 Wbp5 828152 830196 -1203 828152 830196 -1203 829438 829752 -2489
Chr15 Complement NT_039621.1 TGGTGATGCTGACCT 37713546 MGC28663 37712487 37701607 -1059 37712344 37701701 -1202 37711744 37701732 -1802
Chr11 Complement NT_039520.1 AGGTCAAAATAACCT 26274421 1700019F09Rik 26273231 26232386 -1190 26273222 26232392 -1199 26273171 26232673 -1250
Chr14 Normal NT_039606.1 AGCTCAAGCTGACCT 2085837 2610027L16Rik 2087036 2095394 -1199 2087036 2095327 -1199 2087107 2095131 -1270
Chr2 Normal NT_039206.1 AGGTCACACTGCCCA 1240879 AA968343 1242078 1378064 -1199 1242078 1246229 -1199 1242090 1245784 -1211
Chr1 Normal NT_039170.1 GGGTAGCCTTGACCC 1064379 LOC210561 1065578 1110813 -1199 1065578 1110813 -1199 1065578 1110813 -1199
Chr18 Complement NT_039674.1 CTGTCACCTTGACCT 54934604 LOC240317 54933405 54884602 -1199 54933405 54884602 -1199 54933405 54884602 -1199
Chr4 Complement NT_039261.1 AGGTAAGTATGACCT 92020 Baat 90917 73909 -1103 90822 73909 -1198 87606 74310 -4414
Chr9 Complement NT_039473.1 TGGTCAAAATGCCCT 10236498 LOC330938 10235301 10198949 -1197 10235301 10198949 -1197 10234815 10218720 -1683
Chr2 Complement NT_039212.1 GGGTCCCCATGACCT 2874959 Dido1 2873763 2844837 -1196 2873763 2844837 -1196 2853417 2847313 -21542
Chr2 Complement NT_039211.1 TGGTCATTTTGAGCC 651647 LOC241811 650455 614201 -1192 650455 614201 -1192 650455 614201 -1192
Chr5 Complement NT_039305.1 AGGTCACAATGAACG 6255174 4932414K18 6253985 6235888 -1189 6253985 6235888 -1189 6253168 6237677 -2006
Chr8 Normal NT_039459.1 CGGTCATCTTGACAC 826246 LOC211552 827435 828199 -1189 827435 828199 -1189 827435 828199 -1189
Chr3 Complement NT_039242.1 TGGTCACTTTGATCT 23687262 D830019J24Rik 23686074 23660560 -1188 23686074 23660560 -1188 23685265 23660756 -1997
Chr3 Complement NT_039226.1 AGGTCTCTGTGACCT 7109509 LOC329597 7108322 7102060 -1187 7108322 7102060 -1187 7102778 7102506 -6731
Chr16 Complement NT_039624.1 TGGTCAGTCTAACCC 7270193 Socs1 7269033 7267305 -1160 7269006 7267305 -1187 7268368 7267730 -1825
Chr4 Normal NT_039266.1 GGGTCAAGCTGACCT 5472367 Hmgcl 5473552 5489720 -1185 5473552 5489720 -1185 5473588 5489317 -1221
Chr14 Complement NT_039596.1 TGGTCGAGGTGACCT 4791863 LOC328360 4790678 4788298 -1185 4790678 4788298 -1185 4788907 4788596 -2956
Chr17 Normal NT_039649.1 TGGTCATGCTGGCCT 2352665 LOC214931 2353849 2358857 -1184 2353849 2358857 -1184 2353865 2356956 -1200
Chr4 Normal NT_039264.1 AGGTGACAGTGACCG 17709138 Prnpip1 17696023 17819964 13115 17710322 17819963 -1184 17734802 17819506 -25664
Chr9 Complement NT_039472.1 GGGTCAGGGTGACTT 4907313 LOC270122 4906130 4905175 -1183 4906130 4905175 -1183 4906130 4905175 -1183
Chr15 Complement NT_039621.1 GGGTGGGAATGACCC 40336886 LOC271286 40335703 40333961 -1183 40335703 40333961 -1183 40334604 40334278 -2282
Chr13 Complement NT_039589.1 TGGTTAGGGTGACCC 22420093 LOC209418 22418911 22416852 -1182 22418911 22416852 -1182 22418911 22416852 -1182
Chr5 Complement NT_039311.1 GGTTCACCCTGACCT 621753 AI326906 620573 615612 -1180 620573 615612 -1180 620532 616057 -1221
Chr19 Normal NT_039684.1 AGGTTATTGTGACCA 3423194 LOC277258 3424251 3448204 -1057 3424374 3448204 -1180 3424494 3445848 -1300
Chr11 Complement NT_039521.1 GGGTCATCTTGTCCA 25018390 1810074D23Rik 25101527 24696312 83137 25017211 24696312 -1179 25013570 24697874 -4820
Chr15 Normal NT_039621.1 GGGCCAGCCTGACCC 43782721 1500032L24Rik 43783899 43786975 -1178 43783899 43786975 -1178 43783969 43785922 -1248
Chr4 Complement NT_039264.1 GGGTCAGCATGGCCT 12048283 LOC230612 12047280 12019740 -1003 12047105 12021618 -1178 12043040 12021900 -5243
Chr3 Normal NT_039230.1 GGGTCATGCTTACCC 2295414 2810489O06Rik 2296591 2517109 -1177 2296591 2517109 -1177 2298372 2516043 -2958
Chr1 Normal NT_039173.1 AGGACAAGTTGACCA 1854905 3110079O15Rik 1856081 1861361 -1176 1856081 1861361 -1176 1856219 1861320 -1314
Chr1 Normal NT_039185.1 AAGTCACCCTGACCA 3075792 Cop1-pending 3076745 3190092 -953 3076968 3189795 -1176 3076968 3189368 -1176
Chr10 Normal NT_039491.1 GGGTCACTCCGTCCC 10985704 A730096F01 10986244 10994212 -540 10986879 10992586 -1175 10987257 10992296 -1553
Chr8 Normal NT_039455.1 GGGTCAAGTTAACCA 794776 Ccl25 795924 806461 -1148 795951 806461 -1175 796158 805957 -1382
Chr1 Normal NT_039173.1 AGGTCATTCTGTCCT 6931259 LOC233467 6932434 6934626 -1175 6932434 6934626 -1175 6932964 6933266 -1705
Chr2 Complement NT_039210.1 CGGTGAACATGACCC 18446858 LOC332694 18445683 18356789 -1175 18445683 18356789 -1175 18445683 18356789 -1175
Chr12 Complement NT_039551.1 TGGCCATGGTGACCC 14351770 1110034A24Rik 14350633 14342580 -1137 14350596 14343330 -1174 14350317 14343378 -1453
Chr11 Normal NT_039520.1 AGGACAGCCTGACCT 28758340 1110030J09Rik 28759513 28761306 -1173 28759513 28761306 -1173 28759561 28760821 -1221
Chr3 Normal NT_039241.1 AGGTCAGGTTGGCCA 7233770 6330410L21Rik 7234942 7245066 -1172 7234942 7245066 -1172 7239281 7243053 -5511
Chr14 Complement NT_039606.1 CGGTCAACTTGACAC 16574629 Piwil2 16573742 16516819 -887 16573457 16516819 -1172 16571061 16518619 -3568
Chr14 Normal NT_039595.1 TGTTCATGCTGACCT 9198635 LOC218776 9199805 9200199 -1170 9199805 9200199 -1170 9199805 9200199 -1170
Chr2 Complement NT_039208.1 AGGTCACCAAGACCT 3935448 LOC329425 3934278 3931488 -1170 3934278 3931488 -1170 3933925 3933644 -1523
Chr14 Complement NT_039596.1 CTGTCATTATGACCC 1053621 1110054M18Rik 1052452 1043094 -1169 1052452 1043564 -1169 1052341 1044447 -1280
Chr7 Normal NT_039436.1 AGCTCAGGCTGACCC 1080229 LOC212508 1081395 1094437 -1166 1081395 1094437 -1166 1081496 1094107 -1267
Chr17 Normal NT_039638.1 AGGTCAGCATGTCCT 2539380 LOC271403 2540545 2551630 -1165 2540545 2551630 -1165 2540545 2551630 -1165
Chr2 Complement NT_039210.1 AGGTTACTGTGACCC 19195883 Cyp24 19194781 19180608 -1102 19194719 19181970 -1164 19194417 19183320 -1466
Chr9 Complement NT_039482.1 AGGTCACTCAGACCT 9129236 9030022E12Rik 9128124 9083216 -1112 9128074 9092574 -1162 9127984 9093809 -1252
Chr16 Complement NT_039625.1 GGATCAAGTTGACCT 13683044 LOC328716 13681884 13679759 -1160 13681884 13679759 -1160 13680237 13679944 -2807
Chr5 Normal NT_039312.1 AGGTCAGACTGACAG 2073355 Pxn 2073095 2086237 260 2074515 2084908 -1160 2074515 2084386 -1160
Chr5 Complement NT_039316.1 CTGTCATCTTGACCC 1287830 LOC243311 1286671 1266717 -1159 1286671 1266717 -1159 1286671 1266717 -1159
Chr1 Normal NT_039188.1 AGGTCATGCTGACCT 4530532 Capn8 4531690 4600441 -1158 4531690 4600441 -1158 4531739 4600207 -1207
Chr2 Normal NT_039209.1 AGGTCATGCTGAACC 50947568 Pygb 50948726 51095526 -1158 50948726 50995963 -1158 50948798 50994728 -1230
Chr5 Normal NT_039307.1 CGGTCAACTTGAGCC 766038 LOC269663 766684 781734 -646 767195 776567 -1157 767247 776457 -1209
Chr6 Complement NT_039353.1 AGGTCGCCCTGACCG 735951 Pcbp1 735009 733346 -942 734794 733346 -1157 734763 733693 -1188
Chr11 Normal NT_039521.1 GAGTCGGGATGACCC 15998534 Myla 15999579 16009448 -1045 15999690 16007993 -1156 15999690 16007993 -1156
Chr12 Complement NT_039551.1 GGGTCAGGGTGACTT 17217767 LOC238251 17216612 17194813 -1155 17216612 17194813 -1155 17216612 17194813 -1155
Chr2 Complement NT_039214.1 AGGTCAGAATGATCT 129525 LOC329587 128370 106060 -1155 128370 106060 -1155 128243 106060 -1282
Chr10 Normal NT_039496.1 GGGTGACCACGACCC 6000903 0610008F14Rik 6001880 6005500 -977 6002054 6005500 -1151 6002155 6005234 -1252
Chr4 Complement NT_039266.1 TGGACATCCTGACCC 6427515 C1qa 6426364 6423435 -1151 6426364 6423435 -1151 6425354 6423671 -2161
Chr10 Normal NT_039500.1 ACGTCGCGGTGACCC 29928192 LOC327823 29929343 29931731 -1151 29929343 29931731 -1151 29930110 29930469 -1918
Chr17 Normal NT_039655.1 GTGTCAACTTGACCC 7083960 Mrps10 7085111 7094904 -1151 7085111 7094904 -1151 7085130 7094511 -1170
Chr5 Complement NT_039305.1 GGGCCAGCCTGACCT 11234614 LOC330082 11233465 11229311 -1149 11233465 11229311 -1149 11229687 11229364 -4927
Chr19 Normal NT_039695.1 TGCTCATCCTGACCC 9308 LOC333644 10456 44829 -1148 10456 44829 -1148 10456 44829 -1148
Chr17 Complement NT_039638.1 AGGTCAGGTTGGCCT 5354336 ACTL 5353189 5337224 -1147 5353189 5337224 -1147 5353087 5337447 -1249
Chr11 Complement NT_039521.1 GGGTCACAGTGAGCA 14387486 LOC237950 14386344 14368974 -1142 14386344 14368974 -1142 14386344 14368974 -1142
Chr13 Normal NT_039578.1 GGGACAGCTCGACCC 10627762 LOC193408 10628903 10629292 -1141 10628903 10629292 -1141 10628903 10629292 -1141
Chr10 Normal NT_039501.1 CGGGCATTCTGACCC 1087246 LOC331686 1088386 1108840 -1140 1088386 1108840 -1140 1088386 1108840 -1140
Chr4 Complement NT_039268.1 AAGTCACAGCGACCC 5208771 LOC242789 5207632 5144002 -1139 5207632 5144002 -1139 5207632 5144002 -1139
Chr14 Normal NT_039606.1 GGGTGAAGGTGACCT 17122752 LOC239171 17123890 17126232 -1138 17123890 17126232 -1138 17123890 17126232 -1138
Chr2 Complement NT_039208.1 AGGTCAGCCTGAGCA 22035085 LOC279067 22033947 22029138 -1138 22033947 22029138 -1138 22029482 22029138 -5603
Chr4 Normal NT_039266.1 AGGCCAGGGTGACCC 5949959 Htr1d 5951096 5971970 -1137 5951096 5971970 -1137 5970034 5971158 -20075
Chr9 Normal NT_039474.1 GGGTCAAATCGAGCT 26633231 LOC244935 26634368 26660838 -1137 26634368 26660838 -1137 26634368 26660838 -1137
Chr10 Complement NT_039492.1 AGGGCAATATGACCA 9799164 LOC327739 9798028 9795933 -1136 9798028 9795933 -1136 9796688 9796332 -2476
Chr19 Complement NT_039692.1 GGGTCAGGATGAGCA 6192038 LOC213015 6190904 6169103 -1134 6190904 6169103 -1134 6190904 6169103 -1134
Chr1 Complement NT_039184.1 AGGTCCCCCTGACCT 5163762 LOC240810 5162630 5160796 -1132 5162630 5160796 -1132 5162630 5160796 -1132
ChrX Normal NT_039747.1 AGGTAGGCCTGACCC 39263 Xlr4 40379 48486 -1116 40395 48486 -1132 41289 48168 -2026
Chr6 Complement NT_039359.1 TGGTCAACTTGACAC 2921611 Hebp1 2920545 2886562 -1066 2920484 2886562 -1127 2920444 2886923 -1167
Chr7 Normal NT_039407.1 AGGTCGGGCTGTCCT 389109 Zfp93 390236 397406 -1127 390236 396634 -1127 391467 396340 -2358
Chr7 Complement NT_039429.1 GGGTCAGCTCGACTC 17077717 LOC233549 17076591 17054903 -1126 17076591 17062749 -1126 17076545 17062795 -1172
Chr2 Normal NT_039209.1 AGGGCAGGATGACCC 16781740 LOC241621 16782865 16906112 -1125 16782865 16783366 -1125 16782886 16783332 -1146
Chr1 Complement NT_039170.1 AGGACAGCCTGACCA 31120256 MGC36491 31119152 31011677 -1104 31119133 31011677 -1123 31104209 31011820 -16047
Chr17 Normal NT_039649.1 CAGTCAATTTGACCT 9864258 1700029I08Rik 9865378 9866747 -1120 9865378 9866747 -1120 9865450 9866697 -1192
Chr6 Complement NT_039353.1 GAGTCACTGTGACCC 1891114 2010301N04Rik 1890098 1846355 -1016 1889994 1847673 -1120 1881629 1847920 -9485
Chr7 Complement NT_039420.1 GGGTCATACTGACTG 1657091 Atf5 1656032 1651658 -1059 1655972 1651658 -1119 1654566 1652247 -2525
Chr8 Complement NT_039467.1 AGGCCACACTGACCC 51417854 LOC234858 51416736 51408390 -1118 51416736 51408464 -1118 51414012 51410896 -3842
Chr14 Normal NT_039606.1 AGGTCAACCTGAACT 965430 5830406J20Rik 966545 970160 -1115 966545 970160 -1115 966559 967467 -1129
Chr5 Normal NT_039308.1 GGCTCATTGTGACCT 3033267 9530029I04Rik 3034356 3060093 -1089 3034380 3060026 -1113 3035054 3059827 -1787
Chr7 Normal NT_039435.1 AGGTCAGGGTGGCCC 7326914 D7Ertd753e 7327913 7364693 -999 7328027 7364693 -1113 7328058 7364135 -1144
Chr19 Complement NT_039689.1 AGGTCAGCCTGATCT 3819989 LOC240655 3818876 3734376 -1113 3818876 3734376 -1113 3818876 3734376 -1113



Chr9 Normal NT_039480.1 AGGTGACATTGACCT 4017829 LOC245044 4018942 4046958 -1113 4018942 4046958 -1113 4018942 4046958 -1113
Chr14 Normal NT_039606.1 GGGTCTCTGTGACCA 24898504 LOC219186 24899616 24910233 -1112 24899616 24910233 -1112 24899616 24910233 -1112
Chr11 Normal NT_039521.1 AAGTCATGATGACCT 26359213 LOC276834 26360322 26360642 -1109 26360322 26360642 -1109 26360322 26360642 -1109
Chr19 Complement NT_039687.1 TGTTCACTTTGACCT 11538762 Tmc1 11537653 11367675 -1109 11537653 11368871 -1109 11524299 11369311 -14463
Chr7 Normal NT_039433.1 AGGTCATTCTGTCCT 5980229 Parva 5980903 6147197 -674 5981336 6144291 -1107 5981363 6144124 -1134
Chr12 Normal NT_039551.1 AGGTCAAAATCACCT 25697195 LOC328132 25698301 25702141 -1106 25698301 25702141 -1106 25698402 25698686 -1207
Chr11 Complement NT_039520.1 AGGTCAATGTGAGCT 38397012 4732497O03Rik 38395912 38365846 -1100 38395907 38369282 -1105 38395834 38369480 -1178
Chr7 Complement NT_039433.1 GGGCCAGGTTGACCC 1554932 MOR204-13 1553829 1552885 -1103 1553829 1552885 -1103 1553829 1552885 -1103
Chr18 Complement NT_039674.1 GGGTCAGTTTGCCCT 31890518 Brd8 31890434 31865696 -84 31889417 31865696 -1101 31889343 31866048 -1175
Chr9 Complement NT_039475.1 AGGCCAAAGTGACCG 6749987 LOC244956 6748886 6744367 -1101 6748886 6744367 -1101 6748886 6744367 -1101
Chr5 Complement NT_039308.1 AGGTCACAATTACCA 13360019 V2r16 13358918 13345855 -1101 13358918 13345855 -1101 13358883 13355109 -1136
Chr9 Normal NT_039472.1 GGGTCAAGTTGACTA 14782892 LOC244765 14783990 14907464 -1098 14783990 14907464 -1098 14783990 14907464 -1098
Chr14 Normal NT_039606.1 TGGTCACCGTGCCCT 821846 LOC328411 822944 825132 -1098 822944 825132 -1098 824503 824859 -2657
Chr15 Complement NT_039621.1 AGGCCAGCTCGACCT 37650312 Plec1 37649253 37592240 -1059 37649214 37638837 -1098 37649056 37639146 -1256
Chr4 Normal NT_039260.1 AGGTCAGCCTGAGCT 1010646 Reck 1011674 1079907 -1028 1011744 1079907 -1098 1011750 1078752 -1104
Chr2 Normal NT_039210.1 GGCTCACAGTGACCC 5211766 0610011L14Rik 5212855 5242598 -1089 5212863 5233297 -1097 5215960 5232173 -4194
ChrX Normal NT_039700.1 ATGTCATCTTGACCA 2560644 LOC236661 2561741 2562062 -1097 2561741 2562062 -1097 2561741 2562062 -1097
Chr13 Normal NT_039578.1 TGGTCACTCTGACAT 4528640 LOC238527 4529737 4540779 -1097 4529737 4540779 -1097 4529737 4540779 -1097
Chr5 Complement NT_039312.1 AGCTCAAAGTGACCC 8285983 2410021P16Rik 8284887 8245493 -1096 8284887 8245493 -1096 8280615 8245673 -5368
Chr3 Complement NT_039234.1 AGGTCAAAATGCCCC 25388936 A330106H01Rik 25387840 25372806 -1096 25387840 25372806 -1096 25387741 25372850 -1195
Chr4 Normal NT_039266.1 GGGCCAGGATGACCA 10926220 Epha2 10927293 10955431 -1073 10927315 10955431 -1095 10927406 10954565 -1186
Chr7 Complement NT_039420.1 AGGTCAGTCTCACCT 2680544 Kcnj14 2679484 2671296 -1060 2679449 2671296 -1095 2674779 2672444 -5765
Chr7 Normal NT_039433.1 TGGTCAAGGTGTCCC 19364706 LOC333242 19365801 19414526 -1095 19365801 19414526 -1095 19365824 19414526 -1118
Chr12 Complement NT_039551.1 GGGTCATCCTGTCCA 25850937 LOC331844 25849843 25849500 -1094 25849843 25849500 -1094 25849843 25849500 -1094
Chr3 Normal NT_039226.1 GGTTCACTGTGACCT 15242 LOC229021 16335 25006 -1093 16335 25006 -1093 16335 25006 -1093
ChrX Normal NT_039700.1 ATGTCATCTTGACCA 2570152 LOC236663 2571245 2571574 -1093 2571245 2571574 -1093 2571245 2571574 -1093
Chr14 Complement NT_039596.1 AGGCCATCTTGACCC 207547 2700060E02Rik 206455 194640 -1092 206455 194640 -1092 206371 194823 -1176
Chr17 Normal NT_039655.1 TGGTCAAGGTGACAT 3147803 LOC328820 3148894 3153609 -1091 3148894 3153609 -1091 3148922 3153017 -1119
Chr1 Complement NT_039170.1 TGGTCACTCTGAGCT 41086009 Gpr1 41084948 41053406 -1061 41084919 41053406 -1090 41054784 41053723 -31225
Chr14 Normal NT_039606.1 TAGTCAGCATGACCC 3355040 LOC239112 3356129 3380003 -1089 3356129 3380003 -1089 3356129 3380003 -1089
Chr10 Complement NT_039494.1 GGGTCATACTGACCT 8234857 4930438C08Rik 8233769 8178602 -1088 8233769 8178602 -1088 8233613 8178628 -1244
Chr17 Normal NT_039649.1 CAGTCAAGCTGACCC 8109310 4833413E03Rik 8109330 8111317 -20 8110397 8111317 -1087 8110507 8111015 -1197
Chr7 Complement NT_039429.1 GGCTCATGTTGACCA 402139 LOC330577 401052 383127 -1087 401052 383127 -1087 400953 384631 -1186
Chr8 Normal NT_039461.1 AGGCCATGATGACCT 2055534 Scrg1 2056620 2077945 -1086 2056620 2077945 -1086 2074677 2077758 -19143
Chr2 Complement NT_039210.1 AGGTAAATATGACCC 13118878 Sdc4 13117792 13098853 -1086 13117792 13098853 -1086 13117770 13100692 -1108
Chr11 Normal NT_039521.1 GGGTCACCGTGGCCC 27649275 2310004N24Rik 27650358 27666782 -1083 27650358 27666782 -1083 27656360 27666546 -7085
Chr5 Normal NT_039312.1 AGGTCAGCCTGGCCT 1806591 D5Ertd33e 1807671 1824925 -1080 1807671 1824925 -1080 1807682 1823919 -1091
Chr18 Complement NT_039674.1 AGGTCAATCTGACCT 22134550 LOC332293 22133470 22025648 -1080 22133470 22025648 -1080 22133470 22025648 -1080
Chr10 Normal NT_039500.1 AGGTCACTATGACAT 28927376 A130012E19Rik 28928455 28931569 -1079 28928455 28931569 -1079 28930002 28930304 -2626
ChrX Normal NT_039709.1 AGGTAGGCCTGACCC 60457 Xlr4 61534 69832 -1077 61534 69832 -1077 62443 69515 -1986
Chr11 Normal NT_039520.1 TGCTCAACCTGACCT 27274635 1810012H11Rik 27275711 27281945 -1076 27275711 27280095 -1076 27276243 27279703 -1608
Chr13 Normal NT_039580.1 AGGGCAGCGCGACCC 6237673 5033430I15Rik 6238748 6239995 -1075 6238748 6239995 -1075 6238773 6239716 -1100
Chr1 Normal NT_039170.1 AGATCATGATGACCT 44550591 LOC329178 44551665 44570867 -1074 44551665 44570867 -1074 44553853 44569814 -3262
Chr14 Normal NT_039602.1 TGGTCACAATGACAC 1007048 LOC219058 1008120 1008616 -1072 1008120 1008616 -1072 1008120 1008616 -1072
Chr13 Complement NT_039590.1 TAGTCAGTTTGACCC 25836812 LOC268708 25835741 25834472 -1071 25835741 25834472 -1071 25835713 25834508 -1099
Chr14 Normal NT_039614.1 TGGTCACAATGACAC 320370 LOC193543 321439 321935 -1069 321439 321935 -1069 321439 321935 -1069
Chr11 Normal NT_039520.1 TGGTCTCTGTGACCC 35112329 LOC237858 35113398 35132185 -1069 35113398 35132185 -1069 35113685 35129761 -1356
Chr2 Complement NT_039210.1 TGGTCATAATTACCT 18887398 LOC241808 18886329 18840375 -1069 18886329 18840375 -1069 18886329 18840375 -1069
Chr10 Normal NT_039495.1 AAGTCACCCTGACCC 13229756 LOC270738 13230825 13244720 -1069 13230825 13244720 -1069 13230825 13244720 -1069
Chr7 Normal NT_039428.1 GGGTCTCACTGACCA 12118998 LOC333216 12120067 12201452 -1069 12120067 12201452 -1069 12120067 12201452 -1069
Chr3 Normal NT_039226.1 GGGTCAATCTGACAC 4480374 LOC229040 4481442 4482457 -1068 4481442 4482457 -1068 4481442 4482457 -1068
Chr2 Complement NT_039209.1 AGGTCAATCTGAACT 18759299 LOC269336 18758231 18747019 -1068 18758231 18747019 -1068 18756238 18747883 -3061
Chr11 Normal NT_039520.1 AGGACATCCTGACCT 25839511 Gas7 25840578 25992554 -1067 25840578 25992539 -1067 25840682 25991031 -1171
Chr5 Complement NT_039311.1 AGATCGTGCTGACCT 778375 Ulk1 777619 752022 -756 777308 753262 -1067 777257 753705 -1118
Chr17 Normal NT_039655.1 TGGTCATGATGTCCC 514762 Rhag 515804 545432 -1042 515827 545432 -1065 515854 544460 -1092
Chr10 Normal NT_039495.1 AGGTCAGCCTGAGCT 1276623 LOC331629 1277685 1291919 -1062 1277685 1291919 -1062 1277685 1291919 -1062
Chr7 Normal NT_039433.1 GGGTAGCTCTGACCT 15683879 Scnn1b 15684867 15739182 -988 15684940 15738969 -1061 15719693 15738513 -35814
Chr19 Normal NT_039684.1 AGGTCAGGGTGTCCT 2791014 Tcirg1 2792075 2803149 -1061 2792075 2803149 -1061 2794471 2803087 -3457
Chr17 Normal NT_039658.1 AGGTCAGTTTGGCCA 20467457 Epas1 20468222 20546116 -765 20468513 20546116 -1056 20468696 20545515 -1239
Chr1 Normal NT_039185.1 TGGGCATGGTGACCC 10289127 D1Ertd251e 10289913 10304434 -786 10290181 10304434 -1054 10290219 10303536 -1092
Chr6 Complement NT_039353.1 AGGTCTGGCTGACCA 2433204 LOC243530 2432150 2414159 -1054 2432150 2414159 -1054 2432150 2414159 -1054
Chr7 Complement NT_039433.1 AGGTCCATCTGACCC 12799686 LOC209776 12798634 12722000 -1052 12798634 12722000 -1052 12798634 12722000 -1052
Chr15 Normal NT_039621.1 GGGTGAAATTGACCA 60544787 LOC239658 60545837 60546151 -1050 60545837 60546151 -1050 60545837 60546151 -1050
Chr17 Normal NT_039650.1 AGGTGGGCCTGACCC 2382837 MOR218-8 2383886 2384848 -1049 2383886 2384848 -1049 2383886 2384848 -1049
Chr15 Normal NT_039621.1 GGGTCAATGCGACTT 42831676 E430012M05Rik 42832682 42887323 -1006 42832720 42887323 -1044 42832756 42883441 -1080
Chr1 Complement NT_039173.1 AGGTGATTCTGACCA 293112 LOC227326 292068 291085 -1044 292068 291085 -1044 292068 291085 -1044
Chr8 Normal NT_039467.1 AGGTCAAGCTGACAA 22318984 6330544B05Rik 22319872 22332204 -888 22320027 22327692 -1043 22320136 22326390 -1152
Chr17 Complement NT_039649.1 GGGCCAGCCTGACCT 2734305 Arhgdig 2733312 2731289 -993 2733262 2731289 -1043 2733223 2731372 -1082
Chr11 Complement NT_039515.1 GGGTCACCTAGACCT 29387803 Egfr-rs 29386766 29374072 -1037 29386760 29374072 -1043 29380744 29374290 -7059
Chr11 Complement NT_039531.1 GGGTCACCTAGACCT 63270 Egfr-rs 62233 49539 -1037 62227 49539 -1043 56211 49757 -7059
Chr13 Normal NT_039586.1 TGCTCACCCTGACCT 4187321 LOC328259 4188364 4220217 -1043 4188364 4220217 -1043 4188364 4220217 -1043
Chr11 Complement NT_039521.1 GGGTCACGCTGTCCC 32255200 1110032N12Rik 32255052 32246089 -148 32254158 32247861 -1042 32253577 32248079 -1623
Chr5 Normal NT_039312.1 TGGTCTCCTTGACCC 1420917 Oasl2 1421959 1437223 -1042 1421959 1437223 -1042 1422688 1436326 -1771
Chr12 Complement NT_039564.1 AGGTCAAGGTGAACT 1195436 4832412O06Rik 1194395 1143700 -1041 1194395 1143700 -1041 1193392 1145404 -2044
Chr11 Complement NT_039520.1 CGGTCATGACGACCT 14494133 LOC193133 14493094 14410527 -1039 14493094 14410527 -1039 14493094 14410527 -1039
Chr9 Normal NT_039472.1 AGGTCACCCTGAGCT 7663875 Icam1 7664861 7683392 -986 7664911 7683392 -1036 7664911 7683392 -1036
Chr19 Complement NT_039683.1 AGTTCAGGCTGACCT 121812 Kcnk4 120938 111951 -874 120778 111951 -1034 119154 112246 -2658
Chr8 Normal NT_039467.1 AGTTCAAGGTGACCG 50076487 LOC209602 50077521 50135248 -1034 50077521 50135248 -1034 50077521 50135248 -1034
Chr4 Complement NT_039265.1 AGGTCATCATCACCA 7723228 Eif3s2 7722314 7713656 -914 7722198 7713670 -1030 7722198 7713749 -1030
Chr16 Normal NT_039624.1 TGTTCAGAATGACCC 33813137 A430110D14Rik 33814166 33898757 -1029 33814166 33898352 -1029 33815780 33897974 -2643
Chr5 Normal NT_039305.1 AGGTCAATTTAACCT 23602945 LOC212256 23603974 23633919 -1029 23603974 23633919 -1029 23603974 23633919 -1029
Chr1 Complement NT_039185.1 AGTTCATTCTGACCC 3056624 LOC329276 3055595 3053660 -1029 3055595 3053660 -1029 3055595 3053660 -1029
Chr5 Complement NT_039308.1 TGATCACACTGACCC 7142498 LOC330140 7141469 7140468 -1029 7141469 7140468 -1029 7141299 7140988 -1199
Chr17 Normal NT_039658.1 AGGCCAGGGTGACCT 22191207 6030465J18Rik 22192234 22229048 -1027 22192234 22229048 -1027 22213701 22226933 -22494
Chr17 Normal NT_039649.1 GGGTTACCTTGACCT 7188591 LOC332227 7189618 7197609 -1027 7189618 7197609 -1027 7189618 7197609 -1027
Chr18 Normal NT_039674.1 GGGTCACTGTAACCT 73513865 B230208J24Rik 73276552 73604432 237313 73514891 73602314 -1026 73592547 73602203 -78682
Chr9 Complement NT_039472.1 TGGTCAATCTGAGCT 27307409 LOC208630 27306383 27276359 -1026 27306383 27276359 -1026 27306383 27276359 -1026
Chr11 Complement NT_039520.1 AGGTAGGCCTGACCC 30884189 LOC276830 30883165 30882296 -1024 30883165 30882296 -1024 30883155 30882355 -1034
Chr11 Normal NT_039521.1 AGGTCAGGGTGACTT 8506867 LOC276841 8507890 8515755 -1023 8507890 8515755 -1023 8507890 8515755 -1023
Chr7 Normal NT_039420.1 AGGTGAGTCTGACCC 1225424 Syt3 1225080 1240407 344 1226447 1239529 -1023 1226447 1239529 -1023
Chr3 Normal NT_039242.1 GGATCATGATGACCG 21038569 3110065C23Rik 21031187 21071137 7382 21039591 21071137 -1022 21039641 21069573 -1072
Chr2 Complement NT_039205.1 GAGTCGGCTTGACCC 2843459 5730445F03Rik 2842439 2837146 -1020 2842439 2837146 -1020 2842405 2838437 -1054
Chr4 Normal NT_039259.1 AGGTCATATTGATCC 12349917 LOC230054 12350936 12388836 -1019 12350936 12388836 -1019 12350936 12388836 -1019
Chr13 Complement NT_039589.1 CAGTCACACTGACCT 2296444 ADAMTS16 2295427 2213971 -1017 2295427 2213971 -1017 2295165 2214269 -1279
Chr12 Normal NT_039548.1 TGGTCAGCACGACCC 6706695 AU019489 6707654 6713656 -959 6707711 6712702 -1016 6707758 6709023 -1063



Chr4 Normal NT_039268.1 TGGTCAGTCTGCCCC 6711830 LOC272125 6712846 6745220 -1016 6712846 6745220 -1016 6712846 6745220 -1016
Chr1 Normal NT_039173.1 AGGTCAGCTTGCCCC 397467 2810459M11Rik 398482 405613 -1015 398482 405613 -1015 398482 405613 -1015
Chr9 Normal NT_039472.1 GGGTCAGGGTGACTT 4907313 Chordc1 4908305 4930061 -992 4908328 4930061 -1015 4908458 4928982 -1145
Chr13 Normal NT_039578.1 GGGTGGGTGTGACCT 4528722 LOC238527 4529737 4540779 -1015 4529737 4540779 -1015 4529737 4540779 -1015
Chr13 Complement NT_039578.1 AGGTCATCTTGCCCT 4378603 LOC328195 4377588 4376006 -1015 4377588 4376006 -1015 4377472 4377098 -1131
Chr3 Normal NT_039227.1 GGGTCACCATGACAC 691909 LOC329605 692924 697388 -1015 692924 697388 -1015 694474 694770 -2565
Chr13 Complement NT_039579.1 GGGTCACACTGACAT 3355310 Nrn1 3354316 3345352 -994 3354295 3345352 -1015 3354131 3346352 -1179
Chr2 Complement NT_039206.1 TGGTCACAAGGACCC 1408195 Epb7 1407181 1384158 -1014 1407181 1384162 -1014 1407091 1386033 -1104
Chr7 Complement NT_039429.1 AGCTCAGTCTGACCT 11723725 LOC330596 11722711 11613395 -1014 11722711 11613395 -1014 11722711 11613395 -1014
Chr11 Normal NT_039521.1 AGGTCAGCCTGAACT 31652573 LOC331792 31653586 31684377 -1013 31653586 31684377 -1013 31653586 31684377 -1013
Chr14 Complement NT_039609.1 GCGTCGGACTGACCT 10738828 3200001I04Rik 10737816 10734964 -1012 10737816 10734964 -1012 10737182 10736160 -1646
Chr17 Complement NT_039649.1 GGCTCACTCTGACCT 6403434 LOC268938 6402422 6395257 -1012 6402422 6395257 -1012 6396168 6395326 -7266
Chr7 Normal NT_039429.1 AGGTAAATATGACCT 20769015 MOR8-3 20770025 20770963 -1010 20770025 20770963 -1010 20770025 20770963 -1010
Chr7 Complement NT_039407.1 AGGCCACCATGACCA 358370 Zfp109 357482 347374 -888 357364 347374 -1006 356436 347850 -1934
Chr14 Complement NT_039596.1 GGGTCTCTGTGACCC 4394743 Kcnma1 4394781 3691360 38 4393738 3691986 -1005 4393738 3691986 -1005
Chr2 Complement NT_039209.1 GGGACAGCATGACCC 43960760 LOC228711 43959755 43898364 -1005 43959755 43898364 -1005 43950686 43898364 -10074
Chr17 Normal NT_039655.1 AGGACAGCCTGACCT 1664019 LOC332236 1665024 1889393 -1005 1665024 1889393 -1005 1665024 1889393 -1005
Chr9 Complement NT_039480.1 AGGTCAGCCTGGCCT 1542795 Tdgf1 1541817 1535326 -978 1541790 1535326 -1005 1541566 1536427 -1229
Chr5 Normal NT_039312.1 GGGTCGAAGTGACAC 10164952 LOC231727 10165956 10167378 -1004 10165956 10167378 -1004 10166070 10167122 -1118
Chr2 Normal NT_039206.1 TGGCCAGCCTGACCT 5067150 LOC227802 5068152 5357756 -1002 5068152 5075615 -1002 5068152 5075615 -1002
ChrX Complement NT_039700.1 TGCTCAGAATGACCC 3715155 LOC333497 3714153 3645555 -1002 3714153 3645555 -1002 3714153 3645555 -1002
Chr19 Complement NT_039692.1 AGGCCAGCTTGACCT 17397565 Otg1 17396563 17373637 -1002 17396563 17373637 -1002 17396563 17373637 -1002
Chr15 Normal NT_039621.1 TGGACAGAGTGACCT 60806480 C030044P22Rik 60807481 60808558 -1001 60807481 60808558 -1001 60807730 60808056 -1250
Chr8 Normal NT_039459.1 AGATCAGGCTGACCT 3168371 LOC234205 3169372 3170749 -1001 3169372 3170749 -1001 3169372 3170749 -1001
Chr3 Normal NT_039253.1 TGGTCATCCTGAACC 78490 Trpc3 60910 130380 17580 79491 130287 -1001 79491 129604 -1001
Chr6 Complement NT_039343.1 AGGTCAGAATGGCCA 1909085 Fin15 1908085 1905692 -1000 1908085 1905692 -1000 1907516 1907253 -1569
Chr14 Complement NT_039606.1 AGGTCACTTTGCCCT 13150160 LOC211746 13149160 13148615 -1000 13149160 13148615 -1000 13149097 13148786 -1063
ChrX Normal NT_039709.1 AGGTCAAAAAGACCA 16749651 LOC331464 16750651 16755300 -1000 16750651 16755300 -1000 16750651 16755300 -1000
Chr16 Complement NT_039624.1 TGGTCACGGTGTCCC 46912077 LOC208274 46911078 46884151 -999 46911078 46884151 -999 46911078 46884151 -999
Chr19 Complement NT_039683.1 ATGTCAGTCTGACCT 571658 1700105P06Rik 570661 543884 -997 570661 543884 -997 570428 545696 -1230
Chr3 Complement NT_039230.1 CGGTCATTTTGACAC 7971346 LOC242043 7970349 7930983 -997 7970349 7930983 -997 7970349 7930983 -997
Chr15 Normal NT_039617.1 AGGTCAGCCTGAGCC 850848 Oxct 851504 981006 -656 851845 979628 -997 851893 979434 -1045
Chr1 Normal NT_039170.1 TGGTCAAAGTGACGC 14169669 Cnnm3 14170665 14185914 -996 14170665 14183539 -996 14170762 14183088 -1093
Chr19 Normal NT_039692.1 AGGTCAACATGACTG 8340318 1700020F09Rik 8341054 8361914 -736 8341312 8361914 -994 8347279 8361798 -6961
Chr19 Complement NT_039687.1 TGGTCAGAATGAGCT 19509566 LOC226082 19508574 19461926 -992 19508574 19461926 -992 19508517 19461926 -1049
Chr1 Normal NT_039186.1 GGGCCATGCCGACCC 3012330 2700048G21Rik 3013321 3218860 -991 3013321 3043440 -991 3013453 3043316 -1123
Chr2 Normal NT_039204.1 GGGTCAGCATGAGCT 3939375 DKFZp761L0424 3940364 3965774 -989 3940364 3965774 -989 3940392 3964460 -1017
Chr4 Complement NT_039264.1 TGGGCAGCCTGACCT 16610514 Mtssk 16609564 16452439 -950 16609525 16452440 -989 16581265 16452492 -29249
Chr7 Complement NT_039433.1 GGGTCACTGTGACCA 13723331 Zp2 13722343 13709969 -988 13722343 13709970 -988 13722313 13709970 -1018
Chr3 Normal NT_039228.1 TGGTCAATTTGAGCT 5145015 Fxr1h 5146002 5196216 -987 5146002 5195232 -987 5146007 5194827 -992
Chr11 Complement NT_039521.1 GGGTGACAGTGACCT 15173009 Wnt9b 15172059 15149601 -950 15172022 15152978 -987 15172007 15152988 -1002
Chr5 Normal NT_039308.1 GGGTCAGCCGGACCG 9995902 4930525N13Rik 9996046 10133233 -144 9996888 10115676 -986 10112194 10114773 -116292
Chr6 Normal NT_039340.1 AGGTCAGCGTGACGT 4589804 C1galt1-pending 4590790 4617571 -986 4590790 4616983 -986 4609450 4616785 -19646
Chr1 Complement NT_039188.1 GGGTCAGCATGATCA 1425414 2410008A19Rik 1424429 858229 -985 1424429 860442 -985 1424346 860644 -1068
Chr7 Normal NT_039407.1 AGATCAGGCTGACCT 1430218 LOC333190 1431202 1434182 -984 1431202 1434182 -984 1431202 1434182 -984
Chr5 Normal NT_039314.1 AGGTAGACTTGACCC 4466015 Gats 4466998 4508464 -983 4466998 4506235 -983 4467322 4505972 -1307
ChrX Complement NT_039702.1 AGGTCAATGTGTCCA 14850560 Gpc4 14849577 14736956 -983 14849577 14736956 -983 14849100 14737555 -1460
Chr4 Normal NT_039260.1 GGGTCACAATGACTA 578329 Tesk1 577814 583936 515 579310 583372 -981 579310 583372 -981
Chr9 Complement NT_039473.1 GGGTCAGTCTCACCC 5399054 Tagln 5398074 5391644 -980 5398074 5391644 -980 5393777 5392387 -5277
Chr11 Normal NT_039521.1 AGGCCAAGTCGACCC 14537487 Clp1-pending 14538465 14541959 -978 14538465 14541959 -978 14539156 14540226 -1669
Chr12 Complement NT_039539.1 GGGTCAGGATGCCCT 8333330 LOC238078 8332352 8289407 -978 8332352 8289407 -978 8332352 8289407 -978
Chr5 Normal NT_039318.1 AGGCCAACCTGACCT 1413427 LOC231891 1414404 1424400 -977 1414404 1424400 -977 1417495 1420420 -4068
Chr19 Complement NT_039692.1 AGGTCAGCCTCACCT 4991036 LOC240667 4990061 4963710 -975 4990061 4963710 -975 4990061 4963710 -975
Chr18 Complement NT_039674.1 GGGTCAAGTTGACAA 32766181 Sil1-pending 32765269 32532382 -912 32765206 32532382 -975 32704599 32532537 -61582
Chr14 Complement NT_039599.1 AGATCAGGCTGACCT 6129214 LOC219022 6128240 6118268 -974 6128240 6118824 -974 6128212 6120445 -1002
ChrX Complement NT_039716.1 TGGTCATTATGATCT 3713726 LOC331535 3712752 3707316 -974 3712752 3707316 -974 3712749 3707820 -977
Chr13 Normal NT_039578.1 AAGTCACCCTGACCC 10267861 LOC195266 10268834 10269760 -973 10268834 10269760 -973 10269103 10269495 -1242
Chr11 Complement NT_039521.1 AGGTCACTATGAACT 20902421 X83328 20901837 20879098 -584 20901448 20880979 -973 20891780 20881383 -10641
Chr12 Complement NT_039551.1 AGGGCACACTGACCC 11586525 LOC238220 11585554 11521528 -971 11585554 11521528 -971 11585554 11521528 -971
Chr1 Normal NT_039188.1 AGGTCACGCTGATCC 3295763 LOC209098 3296733 3302172 -970 3296733 3302172 -970 3296733 3302172 -970
Chr14 Complement NT_039595.1 AGGTGACCCTGACCT 544740 Acox2 544189 510474 -551 543772 510474 -968 541939 510728 -2801
Chr2 Complement NT_039206.1 AGGTAGAGCTGACCC 1554685 LOC227757 1553719 1553225 -966 1553719 1553225 -966 1553719 1553225 -966
Chr2 Complement NT_039206.1 AGGTAGAGCTGACCC 1677916 LOC329390 1676950 1676456 -966 1676950 1676456 -966 1676950 1676456 -966
Chr14 Complement NT_039609.1 AGGTCACCCTGACCT 3564984 LOC239214 3564019 3555073 -965 3564019 3555073 -965 3564019 3555073 -965
ChrX Complement NT_039709.1 TGGTTATCCTGACCT 796747 LOC272777 795782 780617 -965 795782 780617 -965 795782 780617 -965
Chr5 Complement NT_039307.1 AGGTAGGGATGACCT 12794529 LOC243091 12793568 12785114 -961 12793568 12785114 -961 12793568 12785114 -961
Chr4 Normal NT_039264.1 GGGTCATTTTGACTT 9033711 Rab3b 9023432 9087686 10279 9034670 9085175 -959 9034670 9085175 -959
Chr1 Normal NT_039173.1 AGGTCAGGGTGAGCA 6519971 LOC208729 6520929 6608309 -958 6520929 6608309 -958 6520929 6608309 -958
Chr15 Complement NT_039621.1 AGGTAAACTTGACCT 22861247 LOC239481 22860289 22808662 -958 22860289 22808662 -958 22860289 22808662 -958
Chr19 Normal NT_039687.1 GGGTCAGTCTTACCC 13600877 LOC240579 13601834 13703468 -957 13601834 13703468 -957 13601834 13703468 -957
Chr14 Normal NT_039606.1 CGGTCAGGTTGATCC 16503433 LOC268760 16504389 16505820 -956 16504389 16505820 -956 16504526 16504783 -1093
Chr1 Normal NT_039170.1 ACGTCACACTGACCA 51196151 LOC332459 51197107 51231485 -956 51197107 51231485 -956 51197107 51231485 -956
Chr4 Complement NT_039264.1 TGGTCAATTTGATCT 16798202 Akr1a4 16797302 16782193 -900 16797250 16782193 -952 16791270 16782287 -6932
Chr18 Normal NT_039674.1 AGCTCAGACTGACCA 35523376 0610009O20Rik 35524310 35537139 -934 35524326 35529601 -950 35524420 35528799 -1044
Chr11 Complement NT_039516.1 TGGTCATCATGACCT 1119361 LOC237730 1118411 1117233 -950 1118411 1117233 -950 1117865 1117233 -1496
Chr16 Normal NT_039624.1 GGGTGGGCATGACCC 14852975 Arvcf 14821328 14880212 31647 14853919 14879888 -944 14862319 14878350 -9344
Chr16 Normal NT_039630.1 GGGTGGGCATGACCC 637490 Arvcf 605837 665607 31653 638434 665283 -944 646830 663745 -9340
Chr6 Complement NT_039341.1 GGGTCAGAGTGCCCT 9058639 Gdap3 9057697 9047973 -942 9057697 9047973 -942 9051748 9048602 -6891
Chr9 Normal NT_039474.1 AGGTCACCCTGACTC 15713787 9530021D13Rik 15714728 15718557 -941 15714728 15718557 -941 15714749 15715084 -962
Chr9 Complement NT_039472.1 AGGTCAGAGTGGCCT 8708783 Elavl3 8707843 8672928 -940 8707843 8672928 -940 8707418 8673407 -1365
Chr8 Complement NT_039467.1 AGGTCAGCCTGATCT 19684068 LOC244590 19683129 19520760 -939 19683129 19520760 -939 19683129 19520760 -939
Chr1 Complement NT_039170.1 AAGTCAGGATGACCG 8820529 4931428L18Rik 8819636 8738058 -893 8819591 8738058 -938 8819581 8738731 -948
Chr18 Normal NT_039674.1 GGGGCAGCACGACCC 34641674 LOC277231 34642611 34645129 -937 34642611 34645129 -937 34643330 34644313 -1656
Chr13 Normal NT_039589.1 TGTTCACATTGACCT 11359656 LOC218360 11360592 11360913 -936 11360592 11360913 -936 11360592 11360913 -936
Chr11 Complement NT_039515.1 AGGCCAAGCTGACCT 20232388 LOC237698 20231452 20131739 -936 20231452 20131739 -936 20231452 20131739 -936
Chr5 Complement NT_039303.1 AGGTCAGGCTGACAG 330338 Wfs1 329449 306601 -889 329405 307238 -933 322788 307369 -7550
Chr7 Normal NT_039436.1 AGGTCATCCCGACCG 2190686 5730427C23Rik 2190466 2206528 220 2191617 2206528 -931 2193466 2206203 -2780
Chr8 Complement NT_039467.1 AGGTGGCTATGACCT 11717061 MGC27560 11716305 11701209 -756 11716133 11701209 -928 11708847 11701617 -8214
Chr15 Normal NT_039617.1 TGGTCACTCTGACTC 1198630 B130016O10Rik 1199557 1401386 -927 1199557 1401386 -927 1199779 1400686 -1149
Chr12 Normal NT_039552.1 AGGTCAGCTGGACCT 8674238 LOC270397 8675007 8682583 -769 8675165 8682583 -927 8675713 8677800 -1475
Chr17 Complement NT_039649.1 AGATCAGGCTGACCT 4451842 LOC328786 4450915 4449324 -927 4450915 4449324 -927 4450756 4450469 -1086
Chr2 Complement NT_039209.1 ATGTCAAGGTGACCT 2380279 AW121933 2379353 2376535 -926 2379353 2376535 -926 2378994 2378716 -1285
Chr14 Normal NT_039598.1 GGGTCAAGTTAACCT 7146296 Gdf10 7147047 7159964 -751 7147222 7158727 -926 7147346 7157963 -1050
Chr3 Normal NT_039234.1 CGGTCAGTTTCACCC 23481573 Etv3 23480574 23492442 999 23482498 23491938 -925 23482513 23491894 -940
Chr16 Complement NT_039624.1 TGGTCATACTGGCCT 1182501 LOC332137 1181576 1179168 -925 1181576 1179168 -925 1181576 1179168 -925



Chr8 Normal NT_039459.1 GGATCAAGTTGACCT 2225858 LOC211903 2226782 2227891 -924 2226782 2227891 -924 2226857 2227357 -999
Chr4 Normal NT_039264.1 GGGTCTGTGTGACCT 8763399 A830039B04Rik 8764321 8778484 -922 8764321 8778484 -922 8765891 8777661 -2492
Chr15 Normal NT_039621.1 GGGTGGATCTGACCT 62825552 LOC328611 62826473 62828604 -921 62826473 62828604 -921 62827552 62827974 -2000
Chr8 Complement NT_039455.1 TTGTCAGCATGACCT 9912486 Atp4b 9911614 9900994 -872 9911567 9900994 -919 9911542 9901411 -944
Chr1 Complement NT_039173.1 AGGTCCTATCGACCT 2956820 LOC332475 2955904 2913137 -916 2955904 2913137 -916 2955904 2913137 -916
Chr5 Complement NT_039325.1 GCGTCACTCTGACCC 2451898 Rfc3 2450982 2443796 -916 2450982 2443796 -916 2450913 2443885 -985
Chr15 Normal NT_039621.1 GGCTCAGGGTGACCT 43449371 G22p1 43450286 43473803 -915 43450286 43473791 -915 43451109 43473637 -1738
Chr18 Complement NT_039674.1 GGCTCACAACGACCT 33729029 2700086I23Rik 33728138 33677338 -891 33728116 33677338 -913 33728106 33678036 -923
Chr17 Normal NT_039649.1 GGCTCAGCTTGACCC 9067030 LOC208285 9067942 9089766 -912 9067942 9089766 -912 9067942 9089766 -912
Chr18 Normal NT_039674.1 AAGTCACCCTGACCT 56435397 A730017C20Rik 56436225 56450987 -828 56436306 56450987 -909 56440846 56449766 -5449
Chr2 Normal NT_039205.1 AGGTCACATTGAGCA 10257877 LOC329384 10258786 10408254 -909 10258786 10260714 -909 10258830 10260304 -953
Chr15 Normal NT_039621.1 GAGTCGATGTGACCT 43687537 1500009C09Rik 43688442 43696791 -905 43688442 43696791 -905 43688618 43695773 -1081
Chr19 Complement NT_039685.1 GGATCAAGTTGACCA 930125 LOC329023 929220 927170 -905 929220 927170 -905 929220 927170 -905
Chr2 Normal NT_039209.1 GGGTCCAAGTGACCA 1259113 1810029F08Rik 1260017 2018964 -904 1260017 1275396 -904 1260024 1274825 -911
Chr5 Normal NT_039302.1 GGGTCACTGTGATCT 2341608 Hgfac 2342428 2349380 -820 2342512 2349327 -904 2342513 2349258 -905
Chr7 Normal NT_039437.1 AGGCCAAAATGACCT 2616425 LOC210274 2617329 2694946 -904 2617329 2694946 -904 2617329 2694946 -904
Chr7 Complement NT_039420.1 TGGTCATAATAACCT 3781273 Tsg101 3780442 3749415 -831 3780369 3749837 -904 3780338 3750078 -935
Chr11 Complement NT_039520.1 GGGTGGACTTGACCT 7432138 D330012D11Rik 7431305 7412229 -833 7431235 7412471 -903 7427217 7413200 -4921
Chr7 Complement NT_039433.1 AGGTCACCTTGAACT 6748942 LOC272424 6748040 6649630 -902 6748040 6649630 -902 6748040 6649630 -902
Chr11 Normal NT_039521.1 AGGTCAATACGTCCC 13048749 2410008M22Rik 13048899 13057782 -150 13049650 13057782 -901 13049670 13057550 -921
Chr19 Complement NT_039687.1 TGGTCACCCCGACCC 7459089 Foxb2 7458188 7456674 -901 7458188 7456674 -901 7457998 7456712 -1091
Chr15 Complement NT_039621.1 AGGCCAAGGTGACCC 16384562 2600005O03Rik 16383662 16369023 -900 16383662 16369023 -900 16379967 16369078 -4595
Chr3 Complement NT_039234.1 TGGTCAGGGTGACAC 24161217 LOC329697 24160318 24158207 -899 24160318 24158207 -899 24160299 24160003 -918
ChrX Normal NT_039702.1 AGGACAACTTGACCT 662342 LOC331396 663240 663954 -898 663240 663954 -898 663307 663621 -965
Chr3 Complement NT_039228.1 GGTTCAGGATGACCA 7809870 Trpc3 7827536 7757843 17666 7808972 7757934 -898 7808972 7758616 -898
Chr2 Complement NT_039208.1 TGATCAAGCTGACCT 19039107 LOC228279 19038210 19030008 -897 19038210 19030008 -897 19038210 19030008 -897
Chr19 Complement NT_039697.1 TCGTCACAATGACCC 7510 Pcnxl3 9869 318 2359 6615 318 -895 6568 6149 -942
Chr17 Normal NT_039649.1 AGGTCAGCCTGGCCT 8588738 2600005C20Rik 8589632 8614800 -894 8589632 8614800 -894 8589945 8613821 -1207
Chr8 Complement NT_039462.1 GGGTCAGCCTGATCT 5561993 LOC234374 5561105 5551623 -888 5561099 5551623 -894 5561089 5553375 -904
Chr7 Complement NT_039420.1 GGGTGACACTGACCA 2176707 LOC330524 2175813 2158590 -894 2175813 2158590 -894 2175755 2168010 -952
Chr14 Normal NT_039606.1 ATGTCGTGGTGACCC 512123 LOC332006 513014 567620 -891 513014 567620 -891 513014 567620 -891
Chr14 Complement NT_039598.1 AGGTCAAGGTGACTT 14421539 Sftpd 14420684 14407700 -855 14420649 14407700 -890 14418618 14407822 -2921
Chr4 Normal NT_039261.1 AGGTAAGACTGACCC 4210562 LOC242454 4211450 4259188 -888 4211450 4259188 -888 4211450 4259188 -888
Chr2 Complement NT_039205.1 AGGTAGGACTGACCC 4442033 LOC227656 4441148 4430352 -885 4441148 4430352 -885 4441104 4431263 -929
Chr1 Normal NT_039170.1 AGGTCAAAGTGAACA 32915743 Hspe1 32916429 32919596 -686 32916625 32919488 -882 32916703 32919413 -960
Chr9 Normal NT_039472.1 GGGTCAAAGTGTCCC 7686654 Icam5 7687509 7694481 -855 7687536 7694481 -882 7687576 7694345 -922
Chr7 Normal NT_039420.1 AGGACATTGTGACCC 852376 Klk26 845061 886877 7315 853256 857545 -880 853298 857504 -922
Chr19 Normal NT_039687.1 GGATCAAGGTGACCA 831534 5730453I16Rik 831727 854191 -193 832412 854114 -878 832468 847304 -934
Chr7 Normal NT_039433.1 AGGGCAGCACGACCC 14556266 4933427G17Rik 14557143 14589808 -877 14557143 14589808 -877 14563620 14589670 -7354
Chr11 Complement NT_039521.1 GGGTCAACTTGAGCC 14320191 Gfap 14319365 14309581 -826 14319314 14310911 -877 14319314 14310911 -877
Chr7 Normal NT_039420.1 AAGTCATAGTGACCC 797861 Klk9 790471 820520 7390 798738 811415 -877 798738 811415 -877
Chr2 Normal NT_039207.1 AGCTCAGCACGACCC 8559972 LOC329415 8560849 9029167 -877 8560849 8565244 -877 8560921 8561229 -949
Chr11 Complement NT_039521.1 AGGTCATGCTGTCCT 31559953 LOC208501 31559077 31557608 -876 31559077 31557608 -876 31559024 31557626 -929
Chr2 Normal NT_039202.1 ACGTCACCGTGACCT 458331 LOC227526 459207 472518 -876 459207 472518 -876 459269 470131 -938
Chr8 Normal NT_039455.1 GGGCCATGGTGACCA 679066 LOC244245 679942 682217 -876 679942 682217 -876 680085 680912 -1019
Chr2 Normal NT_039209.1 TGGACAGGATGACCC 3929856 LOC228408 3930731 4179714 -875 3930731 3931960 -875 3930777 3931778 -921
Chr7 Normal NT_039400.1 GGGTCATATTGGCCA 1243149 LOC243872 1244024 1244780 -875 1244024 1244780 -875 1244451 1244723 -1302
Chr11 Normal NT_039521.1 AGGTCGGCGTGGCCC 24213451 Sox9 24214269 24219793 -818 24214325 24218221 -874 24214628 24217553 -1177
Chr1 Complement NT_039170.1 AGGTCACTGTAACCA 8455032 LOC213109 8454159 8386126 -873 8454159 8393819 -873 8443499 8394133 -11533
Chr7 Complement NT_039429.1 AGTTCACACTGACCT 20052022 LOC330609 20076443 20000532 24421 20051150 20000532 -872 20051091 20000843 -931
Chr11 Normal NT_039520.1 TGGTCCTTGTGACCT 27433087 Aloxe3 27433795 27456694 -708 27433957 27456694 -870 27433983 27456319 -896
Chr4 Normal NT_039268.1 GTGTCAAGTTGACCC 3360494 LOC332962 3361364 3372019 -870 3361364 3372019 -870 3361364 3372019 -870
Chr2 Complement NT_039205.1 AGGCCAGACTGACCT 4393986 Surf1 4393316 4390167 -670 4393117 4390222 -869 4393117 4390222 -869
Chr18 Normal NT_039674.1 TTGTCACTGTGACCT 33124782 4930415K17Rik 33096379 33128803 28403 33125649 33128803 -867 33125664 33127810 -882
Chr13 Complement NT_039578.1 AGGCCATCATGACCT 19558686 LOC193431 19557819 19554627 -867 19557819 19554627 -867 19557819 19554627 -867
Chr15 Normal NT_039621.1 AGGACAACATGACCA 53290526 4921513O20Rik 53249820 53327058 40706 53291392 53327058 -866 53291405 53326567 -879
Chr4 Complement NT_039265.1 GGGTCAATCTTACCC 5364788 Gja4 5363922 5361306 -866 5363922 5361306 -866 5362851 5361850 -1937
Chr16 Normal NT_039624.1 AGGTCACATTCACCA 25976986 Hrasrs-pending 25969935 25990770 7051 25977852 25988474 -866 25977852 25988474 -866
Chr19 Complement NT_039684.1 AGGTCAGTTTTACCT 354542 Men1 353676 347775 -866 353676 347775 -866 353254 348400 -1288
Chr19 Complement NT_039694.1 AGGTCAGTTTTACCT 122149 Men1 121343 115439 -806 121283 115439 -866 120861 116150 -1288
Chr15 Complement NT_039621.1 AAGTCATGACGACCT 25571492 Ddef1 25570628 25450576 -864 25570628 25450576 -864 25529713 25451482 -41779
Chr14 Complement NT_039595.1 GGGTCAGGCTGGCCA 603370 LOC268709 602506 582894 -864 602506 582894 -864 602441 584871 -929
Chr4 Normal NT_039262.1 GGGTCAAGATCACCC 25176627 2410116I05Rik 25177490 25181577 -863 25177490 25181577 -863 25178916 25179359 -2289
Chr4 Normal NT_039265.1 GGGTCACCTGGACCC 8019782 LOC230771 8020645 8022148 -863 8020645 8022148 -863 8020789 8021598 -1007
Chr10 Normal NT_039496.1 GGGTCGATCTGTCCT 7142846 Apba3 7143641 7148652 -795 7143708 7148652 -862 7144364 7148544 -1518
Chr6 Complement NT_039343.1 GGATCAAGTTGACCT 18734709 LOC330340 18733847 18702337 -862 18733847 18702337 -862 18733847 18702337 -862
Chr9 Normal NT_039480.1 TGGCCACTCTGACCT 917416 9530044G19 918277 970526 -861 918277 970526 -861 938047 970384 -20631
Chr11 Complement NT_039521.1 GGGACAGGGTGACCT 10402552 LOC217167 10401693 10400857 -859 10401693 10400857 -859 10401693 10400857 -859
Chr4 Normal NT_039259.1 TGCTCACCGTGACCC 18318292 Ubap1 18319131 18360620 -839 18319148 18359860 -856 18336992 18358250 -18700
Chr10 Complement NT_039492.1 AGGGCAGAATGACCG 22851381 LOC213804 22850526 22819338 -855 22850526 22819338 -855 22850526 22819338 -855
Chr7 Normal NT_039414.1 TGGTCACCTTGAGCC 1813156 Slc7a10 1813921 1828650 -765 1814010 1828486 -854 1814021 1828391 -865
Chr2 Normal NT_039209.1 TGGTCAGAGTGAACT 22553628 Sqrdl 22534283 23622011 19345 22554482 22579287 -854 22554482 22579287 -854
Chr11 Normal NT_039521.1 TGGGCAGAGTGACCC 29478765 LOC217362 29479618 29481787 -853 29479618 29481787 -853 29479863 29480162 -1098
Chr7 Normal NT_039420.1 AGGACATTGTGACCC 940821 Klk21 941673 945958 -852 941673 945958 -852 941745 945915 -924
Chr9 Normal NT_039473.1 AGGTCATGGTGTCCA 5743496 D030060M11Rik 5744330 5760180 -834 5744344 5760180 -848 5744353 5759907 -857
Chr17 Normal NT_039666.1 AGGTGGGCCTGACCC 541862 MOR218-8 542710 543672 -848 542710 543672 -848 542710 543672 -848
Chr15 Complement NT_039621.1 GGGTCAATCTCACCT 43844645 Cyp2d10 43843798 43839582 -847 43843798 43839582 -847 43843798 43839582 -847
Chr2 Complement NT_039206.1 AGGTGAGCTTGACCA 18371956 LOC332593 18371109 18359760 -847 18371109 18359760 -847 18371109 18359760 -847
Chr7 Normal NT_039429.1 CGGTCACAGTGGCCT 19941316 Trpc2 19931803 19963147 9513 19942163 19962617 -847 19942169 19962534 -853
Chr1 Normal NT_039174.1 AGGTCAACATGACAT 23345100 LOC269232 23345946 23426277 -846 23345946 23426277 -846 23345946 23426277 -846
Chr17 Normal NT_039649.1 AGGTCAGGCTGGCCT 2645645 Tmem8 2646491 2656424 -846 2646491 2656424 -846 2646624 2655407 -979
Chr16 Normal NT_039624.1 GGGTCAGGGTGACTT 17252476 LOC224045 17253320 17263815 -844 17253320 17263815 -844 17253406 17263512 -930
Chr1 Normal NT_039171.1 TGGTCCACCTGACCT 517644 LOC332462 518488 519202 -844 518488 519202 -844 518488 519202 -844
Chr17 Normal NT_039649.1 AGGTCACCATGACCC 10472744 Rxrb 10473384 10480385 -640 10473584 10479523 -840 10473584 10478332 -840
Chr17 Normal NT_039662.1 AGGTCACCATGACCC 280096 Rxrb 280936 287331 -840 280936 286469 -840 280936 286469 -840
Chr3 Normal NT_039238.1 GAGTCACCACGACCC 2838552 Gja5 2839391 2858677 -839 2839391 2858677 -839 2857601 2858677 -19049
Chr19 Normal NT_039692.1 AGCTCATAATGACCT 2427262 Ankrd2 2428098 2437170 -836 2428098 2437170 -836 2428108 2437067 -846
ChrX Normal NT_039718.1 CGGTCATCAAGACCC 746802 LOC209203 747638 819045 -836 747638 819045 -836 747638 819045 -836
Chr7 Complement NT_039420.1 AGGTCAGAGTGATCC 1817816 Cpt1c-pending 1817021 1800872 -795 1816981 1801762 -835 1816074 1801888 -1742
Chr9 Normal NT_039482.1 TGGTCAGGCTGGCCT 8932434 0610027O18Rik 8933244 8935479 -810 8933268 8935479 -834 8933297 8934968 -863
Chr11 Normal NT_039521.1 AGGTTACCCTGACCC 14345429 LOC237949 14346263 14356723 -834 14346263 14356723 -834 14346263 14356723 -834
Chr4 Complement NT_039265.1 TGCTCACAGTGACCC 5404796 Gjb4 5403964 5400971 -832 5403964 5400971 -832 5402029 5401229 -2767
Chr12 Complement NT_039551.1 AGGTCAGAGAGACCC 16675442 LOC331839 16674610 16648057 -832 16674610 16648057 -832 16674610 16648057 -832
Chr15 Complement NT_039621.1 GGGTCTGGTCGACCC 37926029 LOC223659 37925198 37923765 -831 37925198 37923765 -831 37924437 37924117 -1592
Chr1 Normal NT_039180.1 CGGTCAGTATGAACT 14371351 LOC329246 14372182 14375138 -831 14372182 14375138 -831 14372616 14373020 -1265



Chr8 Normal NT_039467.1 TGCTCACGCTGACCC 53894138 Kcnk1 53894900 53930949 -762 53894968 53930949 -830 53895258 53930015 -1120
Chr10 Normal NT_039496.1 GGGTCACTATGTCCC 1423446 Ggtla1 1424260 1452079 -814 1424275 1450064 -829 1424589 1449761 -1143
Chr14 Normal NT_039595.1 AGGTCAGGTTGAACA 695445 LOC268710 696256 698153 -811 696274 698153 -829 696396 696833 -951
Chr2 Complement NT_039208.1 GGGTCATCCTTACCT 21235852 MOR228-3 21235023 21234094 -829 21235023 21234094 -829 21235023 21234094 -829
Chr17 Normal NT_039658.1 AGTTCAAACTGACCA 21372689 Tacstd1 21373518 21388137 -829 21373518 21388137 -829 21373629 21387825 -940
Chr6 Complement NT_039343.1 GGGTCGCCTTGAACT 16991285 LOC243403 16990459 16968438 -826 16990459 16968438 -826 16990459 16968438 -826
Chr13 Complement NT_039579.1 AGGTCACAGTGATCA 687559 Tubb2 686733 683021 -826 686733 683021 -826 686668 683207 -891
Chr12 Normal NT_039551.1 AGGCCAGTCTGACCC 25873752 LOC328133 25874575 25881079 -823 25874575 25881079 -823 25877272 25881054 -3520
Chr5 Complement NT_039312.1 AGTTCAGGCTGACCT 1496371 Tcf1 1495548 1472972 -823 1495548 1472972 -823 1495354 1474672 -1017
Chr8 Complement NT_039456.1 AGGTTACTGTGACCA 4650731 LOC244367 4649910 4619564 -821 4649910 4619564 -821 4649910 4619564 -821
Chr10 Normal NT_039491.1 AGGTCACCGTGAGCT 10183530 LOC237295 10184350 10243304 -820 10184350 10243304 -820 10184350 10243304 -820
ChrX Normal NT_039718.1 AGGTCATCCTGAGCT 3146311 4833435D08Rik 3147110 3165469 -799 3147130 3154259 -819 3147148 3153201 -837
Chr18 Normal NT_039674.1 TGGGCAAGATGACCC 50132337 Sncaip 50132773 50280994 -436 50133156 50272541 -819 50203073 50272541 -70736
Chr1 Normal NT_039170.1 TGGTCAGGGTGACTT 44574294 Rpe 44574988 44667501 -694 44575111 44594023 -817 44575125 44592094 -831
Chr7 Complement NT_039433.1 TTGTCAGAATGACCT 21236096 38231 21249477 21231184 13381 21235281 21231184 -815 21235237 21231493 -859
Chr8 Normal NT_039456.1 TGGTCACTGTGACCT 12159293 Gsr 12159806 12204885 -513 12160108 12204160 -815 12160108 12204019 -815
Chr13 Normal NT_039580.1 AGGCCACTCTGACCT 10115437 LOC218242 10116252 10118426 -815 10116252 10118426 -815 10116779 10117225 -1342
Chr14 Normal NT_039609.1 AGGTGGCTATGACCC 16957569 A230034F01Rik 16958383 17655029 -814 16958383 17281884 -814 16958538 17281332 -969
Chr16 Normal NT_039624.1 GGGTCGCAAGGACCT 30305558 CCC9 30306370 30452173 -812 30306370 30452171 -812 30306370 30451857 -812
Chr3 Complement NT_039226.1 AGGTCATTTTGACTC 7395220 LOC241877 7394411 7393203 -809 7394411 7393203 -809 7394411 7393203 -809
Chr15 Normal NT_039621.1 GGGTGGGAATGACCC 40310554 Sh3bp1 40308800 40321049 1754 40311363 40321049 -809 40311594 40320721 -1040
Chr8 Normal NT_039467.1 AGGTCGAAGTGACTC 51194546 4732415M23Rik 51195353 51204615 -807 51195353 51204615 -807 51195532 51204600 -986
Chr4 Complement NT_039262.1 GGGTCATTGTGACCT 1277088 Ambp 1276281 1265418 -807 1276281 1265418 -807 1276194 1265514 -894
Chr15 Complement NT_039621.1 AGGTCAAGGCGTCCC 43306798 Phf5a 43305991 43299406 -807 43305991 43299406 -807 43305952 43299891 -846
Chr12 Complement NT_039551.1 TGTTCAGAATGACCC 32085647 6430527G18Rik 32084842 32080676 -805 32084842 32080676 -805 32083872 32081545 -1775
Chr4 Complement NT_039262.1 AGGACAGAGTGACCA 13970022 LOC207357 13969217 13968813 -805 13969217 13968813 -805 13969217 13968813 -805
Chr4 Normal NT_039264.1 GGGTCAGTATGATCA 12223981 9530098N22Rik 12215333 12311391 8648 12224785 12311391 -804 12225015 12309073 -1034
Chr6 Normal NT_039343.1 AGGCCATGTCGACCT 18463122 LOC209265 18463926 18484912 -804 18463926 18484912 -804 18463926 18484912 -804
Chr10 Normal NT_039491.1 GGGTCAAGTTGACAT 11958210 LOC237309 11959014 11975724 -804 11959014 11975724 -804 11959014 11975724 -804
Chr2 Normal NT_039205.1 TGCTCAGGATGACCT 364995 Tptf-pending 359630 404303 5365 365799 404237 -804 365821 404009 -826
Chr11 Complement NT_039520.1 AGGTCAACCTGAACT 33782632 Rpa1 33781860 33733788 -772 33781829 33733874 -803 33781783 33734830 -849
Chr15 Normal NT_039621.1 AGGTGAGATTGACCC 43887912 Cyp2d9 43879744 44016475 8168 43888714 43893144 -802 43888767 43893082 -855
Chr2 Complement NT_039213.1 AGGTGATCATGACCT 199343 LOC332715 198541 185292 -802 198541 185292 -802 198448 185292 -895
Chr11 Normal NT_039521.1 AGCTCAAAACGACCC 26604868 Rab37 26605668 26612227 -800 26605668 26612227 -800 26605668 26612209 -800
Chr8 Complement NT_039455.1 AGGTCACTCTGGCCC 9802763 LOC234073 9801964 9769597 -799 9801964 9769597 -799 9792449 9771530 -10314
Chr6 Complement NT_039341.1 GGATCAAGTTGACCA 15836846 LOC232776 15836049 15832106 -797 15836049 15832106 -797 15835977 15834520 -869
Chr6 Normal NT_039382.1 ATGTCAGGATGACCA 561409 MGC25951 562206 584175 -797 562206 584175 -797 562213 583538 -804
Chr10 Normal NT_039494.1 AGGTAGATGTGACCT 12282588 Fabp7 12283384 12286835 -796 12283384 12286835 -796 12283453 12286719 -865
Chr1 Complement NT_039172.1 AGGTAAAGGCGACCC 3755498 Irs1 3754703 3700030 -795 3754703 3700030 -795 3753979 3750281 -1519
Chr10 Normal NT_039492.1 AGGTCAAGGTGACAA 18279680 LOC327747 18280473 18408149 -793 18280473 18408149 -793 18280547 18407786 -867
Chr11 Complement NT_039520.1 GGGTCATCATGCCCC 36820875 Foxn1 36820083 36791813 -792 36820083 36791813 -792 36805463 36792276 -15412
Chr8 Normal NT_039467.1 AGCTCATCTCGACCC 21314931 LOC333326 21315723 21337994 -792 21315723 21337994 -792 21315723 21337994 -792
Chr7 Normal NT_039433.1 AGATCATTGTGACCC 19860081 D430042O09Rik 19781091 19885444 78990 19860868 19885444 -787 19861025 19884157 -944
Chr5 Complement NT_039308.1 TGGTCACGGTGACTT 9014314 LOC243176 9013527 8993332 -787 9013527 8993332 -787 9013527 8993332 -787
Chr5 Normal NT_039299.1 TGGTCAGCATGACAT 8590847 LOC330054 8591634 8594636 -787 8591634 8594636 -787 8591634 8594636 -787
Chr7 Complement NT_039407.1 AGGTAGAGTTGACCT 1934232 1200011C15Rik 1933829 1918870 -403 1933446 1918870 -786 1933418 1919957 -814
Chr2 Normal NT_039209.1 AGGTGAAAATGACCT 20919319 D2Ertd435e 20920103 21055524 -784 20920103 20947704 -784 20920329 20945679 -1010
Chr17 Complement NT_039649.1 GGGTCAAAAAGACCC 11322273 H2-Bf 11321787 11313500 -486 11321490 11315654 -783 11321379 11315700 -894
Chr17 Complement NT_039662.1 GGGTCAAAAAGACCC 1111774 H2-Bf 1111288 1103000 -486 1110991 1105154 -783 1110880 1105200 -894
Chr11 Normal NT_039535.1 AGGTCACAGTGGCCA 92551 MOR255-1 93334 94269 -783 93334 94269 -783 93334 94269 -783
Chr1 Complement NT_039185.1 AAGTCACCCTGACCA 246580 LOC240835 245801 164416 -779 245801 164416 -779 245801 164416 -779
Chr15 Complement NT_039621.1 GGGTCACACTGATCC 45012832 BC025519 45020125 45003137 7293 45012054 45003137 -778 45012025 45003858 -807
Chr19 Complement NT_039692.1 GGGTCATGAGGACCA 7710776 LOC240669 7709998 7644713 -778 7709998 7644713 -778 7709998 7644713 -778
Chr5 Complement NT_039302.1 AAGTCACCCTGACCA 2877305 2310079F23Rik 2876528 2858782 -777 2876528 2858806 -777 2876513 2859294 -792
Chr17 Complement NT_039649.1 AGGTCAGCCTGGCCT 8588738 Hsf2bp 8587962 8497500 -776 8587962 8497500 -776 8587962 8499334 -776
Chr19 Complement NT_039683.1 TGGTCACCATGGCCT 226716 Stip1 226003 206697 -713 225941 206701 -775 225886 207095 -830
Chr1 Normal NT_039185.1 GGGTCATTATGATCA 15260912 B4galt3 15261626 15268196 -714 15261686 15268196 -774 15263041 15267680 -2129
Chr7 Complement NT_039413.1 AGGTCGGCCTGGCCT 4093338 Fxyd1 4092693 4088663 -645 4092565 4088690 -773 4091349 4088948 -1989
Chr9 Normal NT_039472.1 GGGTCAGAATGACAT 26157976 LOC330928 26158748 26182430 -772 26158748 26182430 -772 26158748 26182430 -772
Chr12 Complement NT_039551.1 GGGTCGTCGTGACAC 25845247 Erh 25844797 25834720 -450 25844476 25834723 -771 25844452 25835111 -795
ChrX Complement NT_039706.1 TGGTCATGGAGACCT 11483406 MGC40840 11482636 11481500 -770 11482636 11481500 -770 0 0 -11483406
Chr7 Complement NT_039433.1 AGGCCAGGTTGACCT 1777890 MOR204-15 1777120 1776176 -770 1777120 1776176 -770 1777120 1776176 -770
Chr17 Normal NT_039649.1 AGGTAAGCTTGACCT 1576522 AI661311 1549224 1632089 27298 1577291 1632089 -769 1577768 1631541 -1246
Chr3 Normal NT_039234.1 TGGTCACAGTGATCT 376316 Kcnab1 242429 648500 133887 377085 646850 -769 377085 646850 -769
Chr11 Complement NT_039520.1 TGGCCACTGTGACCT 32489051 MOR255-1 32488282 32487347 -769 32488282 32487347 -769 32488282 32487347 -769
Chr12 Normal NT_039551.1 AGGCCAGCTTGACCT 19136631 LOC277089 19137398 19137694 -767 19137398 19137694 -767 19137398 19137694 -767
ChrX Complement NT_039709.1 TGGTCACCTTGAACT 2034322 4930468A15Rik 2033557 2013243 -765 2033557 2013243 -765 2014077 2013445 -20245
Chr6 Normal NT_039340.1 AGGTCGCGGTGTCCC 4590027 C1galt1-pending 4590790 4617571 -763 4590790 4616983 -763 4609450 4616785 -19423
Chr4 Normal NT_039268.1 GGGTGACTCTGACCT 6076143 LOC242794 6076906 6215708 -763 6076906 6215708 -763 6076925 6215708 -782
Chr2 Normal NT_039205.1 AGGTCGTTCTGTCCC 4410092 LOC279029 4410853 4486411 -761 4410853 4423887 -761 4412109 4422320 -2017
Chr11 Normal NT_039520.1 CGGTCATGGTGGCCC 16446344 E030011D16Rik 16447103 16454992 -759 16447103 16454992 -759 16447113 16454916 -769
Chr1 Normal NT_039194.1 TGGTCAACTTGACCT 68551 Ifi203 69096 91294 -545 69310 91294 -759 73701 89165 -5150
Chr11 Complement NT_039521.1 AGGTTAAAATGACCA 9898165 LOC328007 9897406 9895198 -759 9897406 9895198 -759 9897048 9896755 -1117
Chr2 Complement NT_039208.1 CGGTCAGGGTGAACT 7591284 Ttn 7590525 7585942 -759 7590525 7585942 -759 7589224 7586989 -2060
Chr11 Complement NT_039520.1 AGGTCACTGAGACCA 28529332 1700007D07Rik 28528574 28524372 -758 28528574 28524372 -758 28528257 28525296 -1075
Chr2 Complement NT_039204.1 AGGTTGCAGTGACCC 2432561 LOC269240 2431803 2430030 -758 2431803 2430030 -758 2431737 2430064 -824
Chr1 Normal NT_039170.1 GGGTCAAAGTGTCCA 20932683 LOC332431 20933441 20957036 -758 20933441 20957036 -758 20933441 20957036 -758
Chr9 Complement NT_039473.1 TGGTCAAATAGACCC 11653168 LOC330940 11652411 11650554 -757 11652411 11650554 -757 11652155 11651874 -1013
Chr11 Complement NT_039520.1 TGGCCAATATGACCT 37688673 Wsb1-pending 37688194 37672912 -479 37687917 37673828 -756 37687917 37673828 -756
Chr9 Normal NT_039473.1 TGGTCAGGGTGACTT 4232216 1500035H01Rik 4232946 4252704 -730 4232970 4250883 -754 4238587 4250567 -6371
ChrX Complement NT_039708.1 TGGTCACTATGACAC 718312 Irak1 717558 708429 -754 717558 708615 -754 717289 709083 -1023
ChrX Complement NT_039745.1 TGGTCACTATGACAC 637490 Irak1 636736 627608 -754 636736 627794 -754 636467 628262 -1023
Chr18 Normal NT_039674.1 AGGTCAGCCTGATCT 29519957 Ercc3 29520679 29550526 -722 29520710 29550526 -753 29520773 29550268 -816
Chr1 Normal NT_039173.1 AGATCAGGCTGACCT 1711043 LOC209059 1711796 1713659 -753 1711796 1713659 -753 1711880 1712371 -837
Chr14 Normal NT_039608.1 TGGTTACAGTGACCT 3815378 LOC332037 3816131 3924849 -753 3816131 3924849 -753 3874187 3924849 -58809
Chr8 Complement NT_039455.1 AGGTCAAAGTGACAG 1570308 Slc10a2 1569671 1549946 -637 1569555 1549946 -753 1569506 1550479 -802
Chr12 Complement NT_039553.1 AGGTCAGAGTGACTA 9075432 1110030M18Rik 9074705 9067316 -727 9074680 9067316 -752 9074654 9067393 -778
Chr2 Complement NT_039205.1 CGGTCACAGTGTCCC 4388179 Surf5 4387428 4382053 -751 4387428 4382395 -751 4387201 4382590 -978
Chr7 Complement NT_039429.1 AGGTCAAGCTGTCCC 4550686 Folh1 4550047 4486594 -639 4549936 4493416 -750 4549863 4493678 -823
Chr4 Complement NT_039259.1 AGGTCAACATGACTG 12594002 LOC329821 12593252 12419361 -750 12593252 12419361 -750 12593252 12419361 -750
Chr15 Complement NT_039621.1 TGGTCAAACTGAGCT 37581485 AA591047 37580736 37569041 -749 37580736 37576635 -749 37580721 37577830 -764
Chr7 Normal NT_039420.1 AGATCAATATGACCA 651485 Klk7 652232 657011 -747 652232 657011 -747 652726 656598 -1241
Chr8 Normal NT_039462.1 AGGTCAGTGTGAGCT 143623 3110005G23Rik 144368 166326 -745 144368 166326 -745 144490 166126 -867
Chr6 Complement NT_039356.1 AGGTCAGGATGCCCT 582415 Gapd 581670 577920 -745 581670 577920 -745 579219 578098 -3196
Chr11 Complement NT_039520.1 GGGTTGAGTTGACCC 16603848 4930488P06Rik 16603104 16594880 -744 16603104 16594880 -744 16597249 16595843 -6599



Chr10 Normal NT_039491.1 AGGTCATATCGACGC 12434746 LOC237315 12435490 12457848 -744 12435490 12457848 -744 12435490 12457848 -744
Chr4 Complement NT_039260.1 AGGTCAACTTGATCC 925144 LOC329834 924401 922077 -743 924401 922077 -743 924379 922769 -765
Chr6 Normal NT_039343.1 AGGTCTGAATGACCA 20419623 LOC232050 20420365 20420911 -742 20420365 20420911 -742 20420365 20420911 -742
Chr12 Normal NT_039539.1 AGGCCATCACGACCT 1310825 LOC331795 1311566 1357856 -741 1311566 1357856 -741 1311566 1357856 -741
Chr4 Complement NT_039266.1 AGGTCACTGTGCCCA 6414434 C1qb 6413717 6407644 -717 6413694 6407662 -740 6409824 6407806 -4610
Chr17 Normal NT_039649.1 TGCTCACACTGACCT 11509742 Clic1 11510482 11518959 -740 11510482 11518958 -740 11510687 11518730 -945
Chr17 Normal NT_039662.1 TGCTCACACTGACCT 1299196 Clic1 1299936 1308423 -740 1299936 1308422 -740 1300141 1308194 -945
Chr7 Normal NT_039420.1 GGGTGACACTGACCA 2176707 Hrc 2177446 2181092 -739 2177446 2181092 -739 2177472 2181039 -765
Chr7 Normal NT_039420.1 TGGTCAAAATGACCA 16321 LOC279472 17060 29828 -739 17060 29828 -739 17060 29828 -739
Chr7 Normal NT_039426.1 AGATCACAATGACCC 41902 LOC277924 42637 47333 -735 42637 47333 -735 42801 44453 -899
Chr19 Complement NT_039692.1 AGGTCAGAGTGACTA 17802351 4833406P10Rik 17901432 17621749 99081 17801618 17623987 -733 17801543 17624071 -808
Chr1 Normal NT_039184.1 GGGTCAAAATGAACA 5733585 LOC332520 5734318 5776451 -733 5734318 5776451 -733 5734318 5776451 -733
Chr16 Complement NT_039625.1 CGGTCAGGCTGGCCT 22331747 ORF5 22331065 22323799 -682 22331014 22323877 -733 22327968 22324860 -3779
Chr12 Normal NT_039551.1 AGGTCACATGGACCA 26229341 Smoc1 26230051 26395215 -710 26230074 26395215 -733 26230306 26393380 -965
Chr11 Normal NT_039515.1 AGGTCACTGTGACCA 3329662 LOC216524 3330394 3331294 -732 3330394 3331294 -732 3330410 3330697 -748
Chr8 Complement NT_039467.1 TGGTCTGGGTGACCT 51219510 2610039E05Rik 51218804 51214829 -706 51218780 51214829 -730 51218391 51215839 -1119
Chr1 Normal NT_039189.1 GGCTCACAGCGACCC 68959 LOC329312 69689 80151 -730 69689 80151 -730 69689 80151 -730
Chr4 Normal NT_039264.1 TGGTCAAATTAACCT 1838183 Lepr 1838911 1938074 -728 1838911 1938074 -728 1849503 1937704 -11320
Chr15 Complement NT_039621.1 GGGTCATGGTGAGCA 41069872 4933432B09Rik 41069145 41045413 -727 41069145 41045413 -727 41059859 41046722 -10013
Chr17 Normal NT_039649.1 GGGCCAGCCTGACCT 2734305 Rgs11 2735021 2743152 -716 2735031 2743150 -726 2735053 2742565 -748
Chr4 Complement NT_039266.1 GGGTCATAGTGACAT 2366596 AU044684 2365913 2349684 -683 2365873 2349684 -723 2365865 2350606 -731
Chr17 Complement NT_039649.1 AGGTGGTTGTGACCC 296354 DKFZp761A132 295631 284653 -723 295631 287280 -723 295083 287498 -1271
Chr9 Normal NT_039472.1 AGGACAGTGTGACCT 27215058 LOC270148 27215781 27216438 -723 27215781 27216438 -723 27215835 27216062 -777
Chr17 Normal NT_039657.1 AGGTCACCGTCACCC 9366192 Ppp4r1 9366914 9388632 -722 9366914 9388616 -722 9371030 9387790 -4838
Chr14 Normal NT_039599.1 TGGCCAGTGTGACCC 5108007 LOC219001 5108728 5151840 -721 5108728 5151840 -721 5108728 5151840 -721
Chr4 Complement NT_039268.1 AGGTTGACCTGACCC 2243490 LOC242763 2242771 2227009 -719 2242771 2227009 -719 2242771 2227009 -719
Chr7 Normal NT_039433.1 TGGTCAATTTGATCT 20849783 LOC330653 20850502 20859828 -719 20850502 20859828 -719 20858584 20858982 -8801
Chr7 Normal NT_039420.1 AGGTCATCTTGCCCT 399766 LOC210104 400483 414874 -717 400483 414874 -717 400483 414874 -717
Chr6 Complement NT_039355.1 TGGTCATCCTGACAT 11497951 MGC25951 11497236 11475432 -715 11497236 11475432 -715 11497229 11476072 -722
Chr5 Complement NT_039308.1 AGGTGGTTGTGACCT 5230623 LOC231511 5229909 5109676 -714 5229909 5109676 -714 5229909 5109676 -714
Chr4 Complement NT_039268.1 AGATCAGGTTGACCT 2243485 LOC242763 2242771 2227009 -714 2242771 2227009 -714 2242771 2227009 -714
Chr14 Complement NT_039606.1 AGCTCAGGATGACCC 25813327 Lect1 25812615 25787603 -712 25812615 25787603 -712 25812456 25787871 -871
Chr5 Complement NT_039312.1 CGATCAATCTGACCT 7033194 LOC243259 7032482 6953690 -712 7032482 6953690 -712 7032482 6953690 -712
Chr5 Normal NT_039312.1 ATGTCAGGCTGACCA 3549261 LOC243241 3549970 3588028 -709 3549970 3588028 -709 3549970 3588028 -709
Chr1 Complement NT_039186.1 AGGTCAAGTTGACCA 133676 Ifi203 133749 31589 73 132968 111090 -708 128578 113224 -5098
Chr18 Complement NT_039674.1 TGGTCATCTTTACCC 31845258 1700019D05Rik 31844969 31828506 -289 31844552 31828589 -706 31844552 31828589 -706
Chr4 Normal NT_039268.1 AGGTCAGCATGGCCA 8550185 Sdf4 8550826 8568887 -641 8550891 8568188 -706 8554176 8567930 -3991
Chr17 Normal NT_039638.1 AGGTCAAGGAGACCC 769520 T 770226 778299 -706 770226 778299 -706 770334 777672 -814
Chr7 Complement NT_039433.1 TGGTTAGGATGACCT 22011964 Asc-pending 22011401 22009637 -563 22011259 22010185 -705 22011187 22010246 -777
Chr10 Complement NT_039491.1 AGTTCAAGCTGACCT 110288 LOC215750 109583 103612 -705 109583 103612 -705 109583 103612 -705
Chr16 Normal NT_039625.1 GGGTCATTATCACCC 23290741 LOC239930 23291446 23336924 -705 23291446 23336924 -705 23291446 23336924 -705
Chr5 Normal NT_039315.1 GGGTCACATTGACTA 482005 0610009M14Rik 482182 496033 -177 482709 496033 -704 483568 495562 -1563
Chr15 Normal NT_039621.1 GGGTGAGGCTGACCA 41755774 LOC239556 41756478 41817156 -704 41756478 41817156 -704 41756478 41817156 -704
Chr17 Complement NT_039643.1 TGGACAATATGACCT 2208919 LOC332216 2208215 2195747 -704 2208215 2195747 -704 2208215 2195747 -704
Chr18 Complement NT_039674.1 GGGTCGCAGGGACCT 58400899 Cdx1 58400622 58383166 -277 58400196 58384028 -703 58400196 58384030 -703
Chr8 Normal NT_039466.1 GAGTCAGGATGACCT 691694 1110001E17Rik 691487 707638 207 692395 707638 -701 692396 706442 -702
Chr13 Complement NT_039589.1 AGGTCATAAGGACCA 7078272 LOC238724 7077572 7071175 -700 7077572 7071175 -700 7076439 7071175 -1833
Chr14 Complement NT_039606.1 GGGTCAGTCTGACAT 24806134 LOC239189 24805434 24786921 -700 24805434 24786921 -700 24805434 24786921 -700
Chr3 Normal NT_039237.1 GGGTCACACTGCCCG 340158 LOC242101 340858 364294 -700 340858 364294 -700 340858 364294 -700
Chr3 Normal NT_039230.1 AGTTCACCTTGACCT 1992118 LOC329639 1992818 2029638 -700 1992818 2029638 -700 2024443 2028497 -32325
Chr13 Complement NT_039586.1 GAGTCACGGCGACCT 2205043 Lect2 2204383 2198312 -660 2204345 2198312 -698 2204207 2198550 -836
Chr9 Complement NT_039474.1 AGGTCAGTGCGAGCT 18894361 4930509E16Rik 18895089 18882243 728 18893665 18882243 -696 18883239 18882943 -11122
Chr15 Normal NT_039621.1 AGGTCATTGTGAACT 50318094 5730592L21Rik 50318790 50325824 -696 50318790 50325824 -696 50318856 50325579 -762
Chr8 Normal NT_039456.1 AGGTAGCATTGACCC 1457526 Ank1 1458222 1545603 -696 1458222 1545603 -696 1458222 1529045 -696
Chr2 Normal NT_039209.1 AGGTCAGCTCGTCCC 39973621 2310003L22Rik 39973953 40031963 -332 39974315 40007038 -694 39992104 40007024 -18483
Chr2 Complement NT_039209.1 AGGTCTTGGTGACCT 19501715 1190005L06Rik 19502578 19492338 863 19501022 19492338 -693 19500939 19492669 -776
Chr13 Complement NT_039580.1 CGGTCATCTTGATCC 3451993 LOC328232 3451301 3446867 -692 3451301 3446867 -692 3448489 3448184 -3504
Chr9 Normal NT_039472.1 GGGTCTCTTTGACCA 11861459 LOC244753 11862148 11891689 -689 11862148 11891689 -689 11862148 11891689 -689
Chr3 Complement NT_039228.1 GGGTCAGTTAGACCC 8851774 LOC241953 8851086 8804426 -688 8851086 8804426 -688 8846936 8804426 -4838
Chr15 Complement NT_039621.1 GGGTCAGTGTGACCT 39380575 Eif3s7 39380204 39368130 -371 39379889 39368130 -686 39377708 39368241 -2867
Chr11 Normal NT_039520.1 AGGTCACTGTGATCT 31357020 1200014J11Rik 31357698 31390041 -678 31357705 31390041 -685 31357725 31389001 -705
Chr6 Normal NT_039343.1 TGGTCTGAGTGACCT 20443920 LOC232052 20444604 20445170 -684 20444604 20445170 -684 20444604 20445170 -684
Chr15 Complement NT_039621.1 GTGTCAGTTTGACCC 63394334 LOC239674 63393650 63383689 -684 63393650 63383689 -684 63393650 63383689 -684
Chr18 Complement NT_039674.1 GGGGCATCTTGACCT 11883081 LOC332283 11882397 11880326 -684 11882397 11880326 -684 11882397 11880326 -684
Chr10 Normal NT_039494.1 GGGTCTATATGACCA 9609190 LOC211191 9609873 9610237 -683 9609873 9610237 -683 9609873 9610237 -683
Chr11 Complement NT_039521.1 AGGTGAAATTGACCA 7261271 2210414K06Rik 7260905 7250372 -366 7260589 7250822 -682 7260575 7251142 -696
Chr5 Normal NT_039301.1 AGGTCACTGCGACGC 1799516 Fosl2 1799343 1817569 173 1800197 1817043 -681 1800197 1817043 -681
Chr5 Normal NT_039314.1 AGGTCAGGCTGGCCT 5391930 Stx1a 5392521 5420138 -591 5392611 5420138 -681 5392620 5418943 -690
Chr12 Complement NT_039551.1 AGATCGGATTGACCT 29555749 9830169C18Rik 29555069 29538564 -680 29555069 29538564 -680 29554993 29540075 -756
Chr14 Complement NT_039606.1 GGGTTATAATGACCT 3892774 LOC332009 3892094 3881532 -680 3892094 3881532 -680 3892002 3881532 -772
Chr1 Normal NT_039170.1 AGGTCACTGTAACCA 8455032 LOC329110 8455710 8458491 -678 8455710 8458491 -678 8456454 8456840 -1422
Chr2 Complement NT_039206.1 AGGGCGCCCTGACCT 174385 LOC329387 173708 84237 -677 173708 84237 -677 85843 85379 -88542
Chr9 Complement NT_039474.1 TGATCACCTTGACCT 8132190 LOC333397 8131515 8062082 -675 8131515 8062082 -675 8131515 8062082 -675
Chr11 Complement NT_039521.1 GGCTCACTGTGACCC 7118246 LOC328000 7117572 7115323 -674 7117572 7115323 -674 7116809 7116249 -1437
Chr10 Normal NT_039494.1 GGGTCAGTTTAACCT 10593169 1700060H10Rik 10593840 10603804 -671 10593840 10603804 -671 10602105 10603220 -8936
Chr12 Normal NT_039552.1 AGGTGGCTGTGACCT 15236633 D12Ertd647e 15237304 15243335 -671 15237304 15243335 -671 15238552 15243267 -1919
Chr2 Complement NT_039208.1 GGGGCAAGATGACCC 6394070 LOC332618 6393401 6333500 -669 6393401 6333500 -669 6393401 6333500 -669
Chr7 Normal NT_039407.1 TGGTCATGATGTCCC 389567 Zfp93 390236 397406 -669 390236 396634 -669 391467 396340 -1900
Chr3 Normal NT_039241.1 GGGTCACTGCGACAT 4061679 Camk2d 4061866 4308254 -187 4062346 4304829 -667 4062346 4304829 -667
Chr19 Normal NT_039687.1 AGGTCAGCTTGATCT 12082782 LOC240571 12083449 12149017 -667 12083449 12149017 -667 12083449 12149017 -667
Chr1 Complement NT_039180.1 AGGTCAAGTTGACTG 15637192 E430019B13Rik 15636695 15625665 -497 15636526 15625665 -666 15635515 15626387 -1677
Chr4 Normal NT_039258.1 AGCTCAGGATGACCT 16244465 2410005O16Rik 16244992 16276871 -527 16245129 16276216 -664 16245153 16276062 -688
Chr10 Complement NT_039500.1 ATGTCAGTCTGACCC 24265874 D130071N24Rik 24265211 24264381 -663 24265211 24264381 -663 24265079 24264657 -795
Chr9 Complement NT_039474.1 GGGTCATTTTGACCC 10565678 Map2k1 10565269 10496303 -409 10565016 10496303 -662 10564976 10497200 -702
Chr8 Complement NT_039467.1 GGTTCAGAATGACCA 14168660 4930467B22Rik 14168001 14111172 -659 14168001 14111172 -659 14143752 14111737 -24908
Chr6 Complement NT_039353.1 AGGTCACCTTGAGCT 1741074 A130039I20Rik 1740415 1665776 -659 1740415 1665776 -659 1699270 1666852 -41804
Chr2 Normal NT_039210.1 AGCTCAGACTGACCT 5439385 Myl9 5440044 5520284 -659 5440044 5446304 -659 5443192 5445809 -3807
Chr8 Normal NT_039467.1 TGGTCATTGTGAGCT 45561510 LOC330850 45562168 45575709 -658 45562168 45575709 -658 45562711 45564580 -1201
Chr11 Complement NT_039520.1 AGGTCAGCCTGATCT 10542548 LOC278320 10541891 10528148 -657 10541891 10528148 -657 10541891 10528148 -657
Chr1 Normal NT_039188.1 AGTTCATATTGACCT 3007312 LOC240957 3007968 3016565 -656 3007968 3016565 -656 3007968 3016565 -656
Chr4 Complement NT_039266.1 AGGTCGAGATGCCCC 10472487 Padi1 10471831 10439034 -656 10471831 10439034 -656 10471704 10440674 -783
Chr11 Complement NT_039521.1 TGGTCAGCATGACCC 20639976 LOC194985 20639321 20587426 -655 20639321 20587426 -655 20639321 20587426 -655
Chr10 Complement NT_039500.1 GGGTGGTTGTGACCC 30922625 4733401N12Rik 30921972 30901725 -653 30921972 30901725 -653 30921874 30915200 -751
Chr7 Complement NT_039410.1 AGGTCGGCGTGATCC 208093 LOC243879 207440 196374 -653 207440 196374 -653 207440 196374 -653
Chr2 Normal NT_039210.1 AGGTCAGGTTGATCT 14708914 Ncoa3 14667319 14933666 41595 14709566 14745128 -652 14722157 14744634 -13243



Chr6 Normal NT_039355.1 TTGTCAAGCTGACCC 12818171 Mug2 12818822 13466606 -651 12818822 13466606 -651 12818850 13466606 -679
Chr13 Normal NT_039579.1 GGGTCCGGATGACCT 645467 2010012D11Rik 646076 682813 -609 646117 682813 -650 646139 682502 -672
Chr2 Complement NT_039209.1 AGGTGAGACTGACCG 21206277 MGC31450 21205958 21200113 -319 21205628 21200113 -649 21205488 21200913 -789
Chr18 Complement NT_039675.1 GAGTCAGGATGACCA 1239197 MGC36238 1238548 1228060 -649 1238548 1228336 -649 1238517 1228471 -680
Chr1 Normal NT_039170.1 CGGTCACCTTGATCT 20511744 2310002A08Rik 20512392 20566840 -648 20512392 20566840 -648 20548940 20564597 -37196
Chr10 Normal NT_039495.1 TGGTCACTCTGTCCT 3903236 Neurog3 3903883 3905556 -647 3903883 3905556 -647 3904256 3904900 -1020
Chr10 Complement NT_039496.1 GAGTCGTGATGACCC 6708139 LOC237403 6707493 6705724 -646 6707493 6705724 -646 6707493 6705724 -646
Chr11 Normal NT_039520.1 AGGTCACATTGCCCT 26900991 LOC276920 26901635 26905534 -644 26901635 26905534 -644 26901683 26905307 -692
Chr17 Complement NT_039649.1 GGGTGATGGTGACCT 10397464 Rps18 10396854 10393178 -610 10396821 10393178 -643 10396800 10393222 -664
Chr17 Complement NT_039662.1 GGGTGATGGTGACCT 205047 Rps18 204437 200762 -610 204404 200762 -643 204383 200806 -664
Chr15 Complement NT_039621.1 AGGTGAGGGTGACCT 62979802 1200016G03Rik 62984916 62963004 5114 62979162 62963004 -640 62979143 62964596 -659
Chr11 Normal NT_039521.1 GGGTCAAGGTGTCCC 31819553 C630046B20Rik 31820193 31826828 -640 31820193 31826828 -640 31820368 31826768 -815
Chr17 Complement NT_039650.1 GGGTCACCTTGAACA 980947 LOC224752 980308 979349 -639 980308 979349 -639 980308 979349 -639
Chr9 Normal NT_039482.1 AGGTGGTGCTGACCC 8591423 LOC235680 8592062 8625326 -639 8592062 8625326 -639 8592062 8625326 -639
Chr12 Normal NT_039551.1 CTGTCATGGTGACCC 31365767 LOC328136 31366406 31389650 -639 31366406 31389650 -639 31366422 31367281 -655
Chr1 Normal NT_039188.1 TGGTCAACTTGATCT 163366 LOC226736 164003 165549 -637 164003 165549 -637 164584 164937 -1218
Chr16 Complement NT_039625.1 AGGTCATTTTGACCC 11161502 Nrip1 11160866 11078549 -636 11160866 11078678 -636 11082483 11078998 -79019
Chr5 Complement NT_039305.1 AGCTCAGCTTGACCA 4014304 LOC231197 4013670 3940604 -634 4013670 3940604 -634 4013670 3940604 -634
ChrX Complement NT_039700.1 TGGTCAGACTGTCCT 4801872 LOC333499 4801238 4783607 -634 4801238 4783607 -634 4801216 4783607 -656
Chr4 Normal NT_039268.1 TGGTCATGCTGGCCT 4644685 Tnfrsf25 4645319 4649504 -634 4645319 4649504 -634 4645464 4649224 -779
Chr4 Normal NT_039264.1 GGGTAGAGGTGACCC 18673917 2610528J11Rik 18674329 18677485 -412 18674550 18677485 -633 18676561 18677063 -2644
Chr5 Normal NT_039306.1 TGGTCTGAGTGACCT 1099144 Gsh2 1099777 1102069 -633 1099777 1102069 -633 1099937 1101482 -793
Chr14 Normal NT_039606.1 AGGTCAGGGAGACCC 25378399 LOC332030 25379032 25408116 -633 25379032 25408116 -633 25379032 25408116 -633
Chr15 Complement NT_039621.1 AGGTCAACATGAGCT 3847763 LOC332087 3847130 3816017 -633 3847130 3816017 -633 3847130 3816017 -633
Chr3 Complement NT_039227.1 AGGTCAACTTGATCC 881507 LOC229097 880877 878461 -630 880877 878461 -630 880347 879814 -1160
Chr8 Complement NT_039467.1 TGGCCATCCTGACCT 39840809 Kars 39840241 39822348 -568 39840180 39822348 -629 39840180 39822513 -629
Chr4 Normal NT_039260.1 AGGTCATGGTGTCCT 2821740 LOC329839 2822367 2862116 -627 2822367 2862116 -627 2822523 2857569 -783
Chr3 Normal NT_039241.1 TGGTCACCATCACCT 7384444 Casp6 7385068 7397652 -624 7385068 7397652 -624 7389180 7397276 -4736
Chr8 Normal NT_039456.1 AGGACGAGTTGACCC 1235866 LOC244347 1236489 1237537 -623 1236489 1237537 -623 1236489 1237537 -623
Chr5 Complement NT_039305.1 TGGTCATGCTGTCCC 361030 LOC195712 360409 360041 -621 360409 360041 -621 360409 360041 -621
Chr7 Normal NT_039405.1 CTGTCAAACTGACCC 21414 LOC232954 22035 23752 -621 22035 23752 -621 22066 23010 -652
Chr3 Normal NT_039234.1 AGGTCAAGCTGTCCA 26584874 2300002L21Rik 26585494 26590098 -620 26585494 26590098 -620 26588650 26589875 -3776
Chr2 Normal NT_039210.1 GGCTCGTCTTGACCC 919899 LOC228778 920519 984855 -620 920519 949249 -620 932676 949054 -12777
Chr15 Complement NT_039621.1 AGGTCATCTTCACCC 31440636 LOC332102 31440016 31438459 -620 31440016 31438459 -620 31440016 31438459 -620
Chr3 Complement NT_039230.1 GGGCCATAATGACCC 4090288 LOC229282 4089669 4088665 -619 4089669 4088665 -619 4089193 4088885 -1095
Chr18 Normal NT_039674.1 GGGTCAAATTGCCCT 53941995 Phax-pending 53942592 53957077 -597 53942614 53956747 -619 53942614 53956720 -619
Chr11 Complement NT_039515.1 TGGTCATGATGACCC 1316857 4930529M09Rik 1316240 1220951 -617 1316240 1220951 -617 1300658 1221699 -16199
Chr5 Complement NT_039301.1 GAGTCATTCTGACCT 1080608 LOC242905 1079991 1066542 -617 1079991 1066542 -617 1079991 1066542 -617
Chr11 Complement NT_039515.1 AGCTCAGGCTGACCT 1005820 LOC276998 1005203 1003532 -617 1005203 1003532 -617 1005072 1004509 -748
Chr7 Normal NT_039407.1 CGGTCACAGTGTCCT 1676318 LOC243878 1676934 1718651 -616 1676934 1718651 -616 1676934 1718651 -616
Chr9 Complement NT_039474.1 GGGCCATCATGACCA 19403591 Pigb 19402997 19379034 -594 19402976 19379034 -615 19402868 19379490 -723
Chr4 Complement NT_039264.1 GGGTCACTATGGCCC 21380982 Zmpste24 21380368 21341365 -614 21380368 21341365 -614 21380126 21343123 -856
Chr13 Normal NT_039578.1 GGGTCAGGATGAACC 8781894 V1rh17 8782506 8783432 -612 8782506 8783432 -612 8782506 8783432 -612
Chr1 Normal NT_039170.1 AGGTCGGGCTGAGCC 35605239 2810022L02Rik 35605087 35779209 152 35605850 35777780 -611 35686313 35777279 -81074
Chr6 Complement NT_039356.1 AGGTCAGTGGGACCG 669906 LOC330419 669295 666687 -611 669295 666687 -611 667452 667168 -2454
Chr1 Complement NT_039180.1 AGGTGAGTATGACCT 15556928 Snrpe 15556320 15549927 -608 15556320 15549927 -608 15556272 15550076 -656
Chr17 Complement NT_039649.1 AGGTCACACTGGCCA 1250450 1700010O16Rik 1249844 1247630 -606 1249844 1247630 -606 1249811 1248062 -639
Chr17 Complement NT_039661.1 GGTTCAAAGTGACCC 599735 LOC333727 599129 586671 -606 599129 586671 -606 599129 586671 -606
Chr1 Normal NT_039185.1 AGGACGCCGTGACCT 1380526 Rgpr-pending 1381132 1406116 -606 1381132 1405759 -606 1381132 1405041 -606
Chr17 Normal NT_039649.1 TGCTCAGTGTGACCC 9223630 LOC224687 9224235 9241183 -605 9224235 9241183 -605 9224235 9241183 -605
ChrX Normal NT_039702.1 AGGCCAGACTGACCT 487012 LOC236762 487616 495112 -604 487616 495112 -604 487616 495112 -604
Chr13 Complement NT_039578.1 AAGTCAGTTTGACCA 709062 Tbce 708458 664819 -604 708458 664819 -604 698195 665333 -10867
Chr2 Complement NT_039205.1 CGGTCTAAATGACCT 3616314 LOC241282 3615711 3613838 -603 3615711 3613838 -603 3615711 3613838 -603
Chr4 Normal NT_039295.1 AGGTGGCGCTGACCC 7734 Mtf1 7844 50174 -110 8337 50174 -603 10431 49800 -2697
Chr13 Normal NT_039590.1 AGGTTATGGTGACCC 20847061 Il6st 20839170 20879652 7891 20847663 20879652 -602 20850100 20879499 -3039
Chr11 Normal NT_039515.1 CGGTCAGGCTAACCC 29619189 LOC327900 29619791 29683107 -602 29619791 29683107 -602 29619898 29680908 -709
Chr14 Normal NT_039606.1 TGGTCAGGGTGTCCT 7032861 LOC219140 7033462 7090418 -601 7033462 7090418 -601 7033514 7086918 -653
Chr12 Complement NT_039551.1 AAGTCAGTCTGACCC 29555668 9830169C18Rik 29555069 29538564 -599 29555069 29538564 -599 29554993 29540075 -675
Chr1 Complement NT_039184.1 AGGTCAGCTTGACCA 8218606 LOC332525 8218007 8205061 -599 8218007 8205061 -599 8218007 8205061 -599
Chr17 Normal NT_039649.1 GGGCCAGTATGACCC 8109799 4833413E03Rik 8109330 8111317 469 8110397 8111317 -598 8110507 8111015 -708
Chr10 Normal NT_039501.1 TGGGCACGTTGACCC 85574 Ifng 86171 91016 -597 86171 91016 -597 86279 90385 -705
Chr14 Normal NT_039606.1 GGGTCAGAATGCCCA 16690089 2700029E10Rik 16690685 16694375 -596 16690685 16694375 -596 16691149 16693937 -1060
Chr4 Normal NT_039260.1 GGGTCCTCACGACCC 714237 F730001J03 714635 719203 -398 714833 719005 -596 715269 718958 -1032
ChrX Complement NT_039708.1 AGGTCAGCCTGATCT 1047375 1110049G11Rik 1046780 1045324 -595 1046780 1045324 -595 1046689 1045546 -686
Chr7 Complement NT_039414.1 TGTTCACACTGACCT 2404357 1810022O10Rik 2403762 2401320 -595 2403762 2401320 -595 2402475 2402194 -1882
Chr11 Normal NT_039520.1 TGGTCTCTCTGACCT 35895502 Coro6 35896097 35903229 -595 35896097 35903229 -595 35897438 35903026 -1936
ChrX Normal NT_039711.1 AGGTCACACTGTCCT 7773638 LOC278104 7774233 7781103 -595 7774233 7781103 -595 7774233 7781103 -595
Chr11 Normal NT_039521.1 AAGTCACTGTGACCA 12280303 Stat5a 12280591 12306408 -288 12280896 12306396 -593 12282578 12305236 -2275
Chr11 Normal NT_039520.1 AGGTCATTGTGACGA 27275119 1810012H11Rik 27275711 27281945 -592 27275711 27280095 -592 27276243 27279703 -1124
Chr3 Normal NT_039234.1 AGGTCTTAATGACCG 4783736 2500002A22Rik 4784328 4813991 -592 4784328 4813991 -592 4785451 4813896 -1715
Chr7 Normal NT_039420.1 AGGCCAGAATGACCT 418929 C630016O21Rik 419521 433144 -592 419521 433144 -592 424068 431106 -5139
Chr5 Complement NT_039314.1 AGGTCATCCTGAGCT 180614 Asl 180037 166993 -577 180023 166993 -591 179745 167045 -869
Chr11 Complement NT_039520.1 AAGTCAATGTGACCC 30883755 LOC276830 30883165 30882296 -590 30883165 30882296 -590 30883155 30882355 -600
Chr10 Complement NT_039496.1 AGGTCAGTTGGACCC 2803008 Pcbp3 2802550 2600389 -458 2802418 2600389 -590 2639360 2601022 -163648
Chr11 Complement NT_039521.1 CGGTCATCGTGGCCC 32283426 Fasn 32282837 32264789 -589 32282837 32264789 -589 32281502 32266513 -1924
Chr2 Normal NT_039211.1 AGGTCGGGCTGAGCC 3590954 6330500A18Rik 3590798 3637176 156 3591542 3614132 -588 3605112 3611499 -14158
Chr10 Normal NT_039498.1 TGGTTAAGATGACCC 552190 LOC216179 552777 554933 -587 552777 554933 -587 552821 554011 -631
Chr5 Complement NT_039299.1 GGGTCATGTTGATCC 3513228 LOC330047 3512641 3472207 -587 3512641 3472207 -587 3512641 3472207 -587
Chr15 Complement NT_039621.1 AGGTCACTCAGACCG 39964702 LOC223679 39964118 39963195 -584 39964118 39963195 -584 39963853 39963407 -849
Chr6 Complement NT_039358.1 AGGTCATCATGAGCA 283332 Csda 282749 259173 -583 282749 259173 -583 282573 259709 -759
Chr7 Normal NT_039428.1 AGGTAAAAGTGACCT 2987996 LOC215097 2988579 3018895 -583 2988579 3018895 -583 2988594 3018895 -598
Chr13 Complement NT_039573.1 GGGTCATCTTGTCCT 586349 2310068O22Rik 585767 584346 -582 585767 584346 -582 585654 585205 -695
Chr6 Normal NT_039350.1 AGATCAACCTGACCC 2913405 LOC330353 2913987 2917998 -582 2913987 2917998 -582 2915688 2916170 -2283
Chr6 Normal NT_039341.1 GGGTCATCATGACAT 2268512 LOC333091 2269094 2288976 -582 2269094 2288976 -582 2269208 2288976 -696
Chr5 Normal NT_039299.1 AGGTCAGATCGACGC 7646879 LOC242879 7647460 7676773 -581 7647460 7676773 -581 7647460 7676773 -581
Chr17 Complement NT_039638.1 CGGTCAAGCTGTCCT 3211046 1700008H23Rik 3210466 2773805 -580 3210466 2773805 -580 3210056 2773980 -990
Chr7 Complement NT_039428.1 GGGTTATCTTGACCC 20282294 Iqgap1 20281838 20187871 -456 20281715 20188339 -579 20281616 20189216 -678
Chr7 Normal NT_039429.1 GGGGCATGCTGACCC 7423710 B230207H15Rik 7423566 7641375 144 7424287 7641375 -577 7424380 7638913 -670
Chr2 Normal NT_039210.1 GGGTCCCCCTGACCC 11988867 LOC269389 11989444 12127389 -577 11989444 11996740 -577 11993790 11996218 -4923
Chr6 Complement NT_039359.1 GGGTCATGCAGACCA 5880476 LOC277898 5879899 5790293 -577 5879899 5790293 -577 5879761 5791053 -715
Chr19 Complement NT_039687.1 TGGTTACAATGACCC 1283424 Ms4a10 1282849 1270481 -575 1282849 1270481 -575 1276949 1271150 -6475
Chr2 Complement NT_039210.1 GGGGCACACTGACCA 14468337 2010005I16Rik 14503267 14458694 34930 14467764 14458694 -573 14459560 14459162 -8777
Chr13 Complement NT_039580.1 GGGTCTCAGTGACCT 4549803 LOC238615 4549230 4508256 -573 4549230 4508256 -573 4549230 4508256 -573
Chr2 Complement NT_039209.1 CGGTCCTTATGACCC 12351733 LOC329491 12351160 12348880 -573 12351160 12348880 -573 12350899 12350609 -834
Chr10 Complement NT_039494.1 GGTTCAAGATGACCA 7015904 Zfa 7015332 7011913 -572 7015332 7011913 -572 7014827 7012599 -1077



Chr4 Normal NT_039294.1 AGGTTAGGGTGACCT 3 4933402J24Rik 574 72693 -571 574 72693 -571 746 69833 -743
Chr15 Complement NT_039621.1 AGGTCAGTGTGACAT 46313037 A730032D07Rik 46312467 46241722 -570 46312467 46241722 -570 46312056 46243566 -981
Chr15 Complement NT_039621.1 TGGTCAGACAGACCT 40695110 LOC207495 40694543 40670083 -567 40694543 40670083 -567 40670939 40670278 -24171
Chr4 Complement NT_039266.1 TGATCAGAGTGACCT 6864210 Cdc42 6885261 6847221 21051 6863646 6847221 -564 6863596 6848620 -614
Chr2 Normal NT_039209.1 AGGTCATCCTAACCA 5545008 1500034J20Rik 5545540 5716664 -532 5545571 5608072 -563 5571634 5607826 -26626
Chr2 Complement NT_039209.1 TGGTGATACTGACCT 43680280 LOC269366 43679947 43643300 -333 43679717 43643300 -563 43679705 43643440 -575
Chr11 Complement NT_039521.1 GGGTCATAATTACCT 4222856 LOC217101 4222296 4210944 -560 4222296 4210944 -560 4222296 4210944 -560
Chr10 Complement NT_039496.1 AGGACAACTTGACCT 6966431 LOC208677 6972099 6957332 5668 6965872 6957332 -559 6965756 6957982 -675
Chr2 Normal NT_039209.1 GGCTCACCTTGACCT 31721205 Prnd 31721762 32076497 -557 31721763 31727030 -558 31723917 31724456 -2712
Chr5 Normal NT_039312.1 GGCTCAAAATGACCC 197274 LOC231630 197831 200357 -557 197831 200357 -557 198947 200227 -1673
Chr11 Normal NT_039521.1 CGGTCATGGTTACCT 7185566 9530033F24Rik 7186122 7190756 -556 7186122 7190756 -556 7189651 7189968 -4085
Chr18 Normal NT_039674.1 TGGTAAGGGTGACCT 54099993 Lmnb1 54100549 54125334 -556 54100549 54125334 -556 54100549 54124560 -556
Chr17 Complement NT_039658.1 CGGTCACAGTGACTC 5087981 2610020P18Rik 5087426 5054554 -555 5087426 5054554 -555 5086302 5054662 -1679
Chr9 Complement NT_039474.1 GGGTGACAATGACCC 26341761 LOC244928 26341206 26310997 -555 26341206 26310997 -555 26341206 26310997 -555
Chr3 Complement NT_039242.1 AGGTGGCTGTGACCC 17977237 LOC332833 17976682 17946895 -555 17976682 17946895 -555 17976682 17946895 -555
Chr3 Complement NT_039241.1 AGGTGGACTTGACCT 7632642 LOC242236 7632088 7590360 -554 7632088 7590360 -554 7632088 7590360 -554
Chr11 Complement NT_039521.1 TGGTGAGTGTGACCT 14593674 LOC237951 14593121 14581134 -553 14593121 14581134 -553 14593121 14581134 -553
Chr18 Complement NT_039674.1 GGGACGTCCTGACCC 8046304 1010001N08Rik 8045752 8043352 -552 8045752 8043352 -552 8043984 8043664 -2320
Chr3 Normal NT_039230.1 AGATCGCTTTGACCC 420458 Ccrn4l 421009 484098 -551 421009 484098 -551 480267 482986 -59809
Chr11 Complement NT_039521.1 AGTTCATGTTGACCT 20639872 LOC194985 20639321 20587426 -551 20639321 20587426 -551 20639321 20587426 -551
Chr11 Complement NT_039515.1 GGTTCATGTTGACCT 19842274 LOC331715 19841723 19833164 -551 19841723 19833164 -551 19841723 19833164 -551
Chr18 Complement NT_039674.1 AAGTCAAACTGACCT 67895331 4930503L19Rik 67894782 67875402 -549 67894782 67875402 -549 67891924 67875500 -3407
Chr11 Complement NT_039521.1 AGGCCGGGATGACCT 27055903 Gga3 27055991 27035726 88 27055354 27036180 -549 27055336 27037199 -567
Chr3 Normal NT_039234.1 TGTTCAAAGTGACCC 15472319 4930579G24Rik 15472867 15475578 -548 15472867 15475578 -548 15472945 15475053 -626
Chr8 Complement NT_039467.1 GGGTCAGTATCACCA 33324539 Agrp 33323991 33323258 -548 33323991 33323258 -548 33323991 33323258 -548
Chr14 Normal NT_039606.1 GGGTGGCCTTGACCC 2106816 Ltb4r1 2107310 2109822 -494 2107364 2109822 -548 2108575 2109630 -1759
Chr14 Normal NT_039598.1 CGGTCAGCTTGACCT 4426802 Tncc 4427349 4430947 -547 4427349 4430947 -547 4427392 4430773 -590
Chr11 Normal NT_039515.1 AGGTCAGGATGGCCC 1581099 2610510L01Rik 1581617 1614682 -518 1581645 1614682 -546 1599418 1614477 -18319
Chr13 Complement NT_039586.1 GGGTCAGTTTGTCCC 256766 LOC214410 256220 239603 -546 256220 239603 -546 256220 239603 -546
Chr4 Normal NT_039260.1 AGCTCAGACTGACCT 1897909 4930572I07Rik 1894476 2050517 3433 1898454 2050517 -545 1899884 2047001 -1975
Chr4 Normal NT_039260.1 AGGTAGGAATGACCC 862841 3830408D24Rik 863383 864824 -542 863383 864824 -542 863547 863876 -706
ChrX Normal NT_039698.1 GGGTCACCATGTCCA 1214770 LOC270575 1215283 1215577 -513 1215310 1215577 -540 1215322 1215492 -552
Chr13 Normal NT_039578.1 GGGTCAGCATGAGCC 9911528 LOC193481 9912067 9919117 -539 9912067 9919117 -539 9912067 9919117 -539
Chr10 Normal NT_039496.1 AGGTCAAAGTGAGCC 5522923 Madcam1 5523462 5527411 -539 5523462 5527411 -539 5523482 5527242 -559
Chr1 Normal NT_039170.1 GGGTCTCCCTGACCC 41047337 Eef1b2 41047571 41050553 -234 41047875 41050364 -538 41047922 41050322 -585
Chr12 Normal NT_039539.1 GGGTCAAATTGACAT 8186142 LOC331800 8186680 8216013 -538 8186680 8216013 -538 8186680 8216013 -538
Chr14 Normal NT_039606.1 AGGTCACAGTGATCG 16093249 LOC271215 16093786 16143026 -537 16093786 16143026 -537 16093786 16143026 -537
Chr17 Complement NT_039661.1 GGGTCACCTTGAACC 350588 LOC333719 350051 349104 -537 350051 349104 -537 350051 349104 -537
Chr12 Normal NT_039551.1 AGTTCATATTGACCT 29286740 4632408A20Rik 29287276 29298113 -536 29287276 29298113 -536 29287972 29296308 -1232
Chr4 Normal NT_039266.1 TGCTCAGCCTGACCT 2698588 WAVE2 2653258 2722482 45330 2699124 2719257 -536 2699236 2718627 -648
Chr3 Complement NT_039239.1 ATGTCAAACTGACCT 4237744 Tshb 4237209 4231893 -535 4237209 4231893 -535 4232806 4231965 -4938
Chr7 Normal NT_039428.1 TGGCCACTGTGACCC 3408971 Trpm1 3378170 3450314 30801 3409505 3448323 -534 3423271 3447550 -14300
Chr14 Complement NT_039606.1 GGGTCAGACTGCCCT 16670089 Sftpc 16669556 16666426 -533 16669556 16666426 -533 16669529 16666812 -560
Chr11 Complement NT_039532.1 GGGCCATCCTGACCT 177563 2610510L01Rik 177059 144037 -504 177031 144037 -532 159317 144242 -18246
Chr1 Complement NT_039169.1 GGGTCCTCATGACCT 2238865 LOC226884 2238333 2236030 -532 2238333 2236030 -532 2238333 2236030 -532
Chr11 Normal NT_039515.1 AAGTCAGCCTGACCC 13833431 Egfr 13833904 13995693 -473 13833962 13969427 -531 13834177 13969016 -746
Chr15 Normal NT_039621.1 GGCTCAACGTGACCA 42832190 E430012M05Rik 42832682 42887323 -492 42832720 42887323 -530 42832756 42883441 -566
Chr6 Complement NT_039353.1 GGGCCAGGCTGACCT 2487142 LOC330376 2486612 2477692 -530 2486612 2477692 -530 2486612 2477692 -530
ChrX Complement NT_039711.1 AGGACAGTGTGACCT 8050234 4921520P21Rik 8049705 8044237 -529 8049705 8044237 -529 8049654 8044827 -580
Chr2 Complement NT_039208.1 AAGTCACCCTGACCA 18195718 LOC228237 18195191 18194472 -527 18195191 18194472 -527 18195191 18194472 -527
Chr10 Normal NT_039491.1 AGGTCACTGTGTCCT 3636147 LOC215776 3634896 3685538 1251 3636671 3685538 -524 0 0 3636147
Chr17 Normal NT_039655.1 TGGTCAGCGAGACCC 8135356 AW558560 8135879 8142962 -523 8135879 8142962 -523 8140998 8142689 -5642
Chr19 Complement NT_039694.1 AGATCGCCTTGACCT 28765 LOC195389 28242 1012 -523 28242 1012 -523 5713 1185 -23052
Chr5 Normal NT_039307.1 CGTTCACAATGACCC 749632 4931405B09Rik 719584 752124 30048 750154 751904 -522 750217 751417 -585
Chr11 Complement NT_039520.1 AAGTCACCCCGACCC 9507717 LOC193286 9507195 9497797 -522 9507195 9497797 -522 9498736 9497939 -8981
Chr17 Normal NT_039643.1 AGGTCATCCTGGCCA 3838358 LOC328765 3838880 3839756 -522 3838880 3839756 -522 3838880 3839756 -522
Chr13 Complement NT_039578.1 GGCTCATGGTGACCC 8797748 LOC193456 8797227 8784278 -521 8797227 8784278 -521 8797227 8784278 -521
Chr1 Normal NT_039180.1 AGGCCGCACTGACCC 14034078 LOC329245 14034598 14039334 -520 14034598 14039334 -520 14037849 14038334 -3771
Chr12 Complement NT_039539.1 AGGTCACTATGACTC 902033 LOC328053 901515 899084 -518 901515 899084 -518 901175 900750 -858
Chr3 Complement NT_039230.1 AGGTGAAAATGACCC 2711486 LOC332763 2710968 2671578 -518 2710968 2671578 -518 2710968 2671578 -518
Chr9 Normal NT_039474.1 CGGTCAGAGAGACCT 3171362 4732461B14Rik 3171879 3175425 -517 3171879 3175425 -517 3173238 3174446 -1876
Chr2 Complement NT_039210.1 TGGTCACTGTGACAT 16336731 AI256840 16336235 16317902 -496 16336214 16317902 -517 16336177 16318737 -554
Chr5 Normal NT_039312.1 GGGTCATAGTCACCT 9812492 LOC208043 9813009 9817895 -517 9813009 9817895 -517 9813164 9817388 -672
Chr11 Complement NT_039520.1 AGGTCCCTGTGACCC 34871492 LOC216953 34870975 34851682 -517 34870975 34851682 -517 34870635 34852629 -857
Chr9 Normal NT_039474.1 GGGTCATGGTGTCCA 2895750 LOC235402 2896267 2910598 -517 2896267 2910598 -517 2896271 2910521 -521
Chr8 Complement NT_039467.1 ATGTCACAGTGACCA 33722554 Slc12a4 33722100 33699510 -454 33722037 33699510 -517 33722037 33699999 -517
Chr4 Complement NT_039266.1 GGGTCAAATTGACCA 2319648 BC013712 2319132 2304603 -516 2319132 2304603 -516 2319106 2305649 -542
Chr8 Normal NT_039460.1 GGGTCAAATTGATCC 2517663 LOC234217 2518179 2519995 -516 2518179 2519995 -516 2518576 2519253 -913
Chr11 Complement NT_039515.1 TGATCAGACTGACCT 15925914 LOC327874 15925398 15922200 -516 15925398 15922200 -516 15925284 15924994 -630
Chr10 Complement NT_039492.1 CGGTCATGTTGACCC 8365502 Hey2 8364990 8354567 -512 8364990 8354567 -512 8364855 8355943 -647
Chr6 Complement NT_039350.1 AGGTCAGGACGACTT 13460782 Dguok 13460346 13433596 -436 13460271 13433596 -511 13460266 13433787 -516
Chr1 Normal NT_039174.1 GGGTCTCTGTGACCT 19616838 LOC332496 19617349 19825990 -511 19617349 19825990 -511 19617349 19825990 -511
Chr4 Normal NT_039265.1 AGGTCACCTCGCCCC 5596835 A630031M04Rik 5597345 5623190 -510 5597345 5623190 -510 5622011 5622361 -25176
Chr2 Normal NT_039208.1 GGGTCATAGTGACCA 636268 1110059H15Rik 636777 828541 -509 636777 669286 -509 638977 666937 -2709
Chr7 Normal NT_039393.1 GGGTGGAATTGACCC 1073637 V1rj2 1074145 1075096 -508 1074145 1075096 -508 1074145 1075095 -508
Chr4 Normal NT_039266.1 AGGTCATGGTGACTC 8507022 4632413C14Rik 8507529 8593801 -507 8507529 8593801 -507 8525188 8593153 -18166
Chr4 Complement NT_039266.1 AGGTCAATGTGACCA 10866013 LOC329973 10865506 10864232 -507 10865506 10864232 -507 10864931 10864563 -1082
Chr1 Complement NT_039170.1 AGGTCAAAGTGAACA 32915743 Hspd1 32916532 32906126 789 32915237 32906573 -506 32915232 32906579 -511
Chr14 Normal NT_039606.1 GGGGCGAGATGACCC 10280347 Sox7 10280823 10287880 -476 10280852 10287880 -505 10280902 10285805 -555
Chr3 Normal NT_039238.1 GGGCCGTGGTGACCT 141176 LOC271944 141680 142876 -504 141680 142876 -504 141680 142876 -504
Chr15 Complement NT_039621.1 AGGACAGGGTGACCC 44481561 4921501M20Rik 44491244 44455160 9683 44481059 44456220 -502 44480915 44458162 -646
Chr5 Normal NT_039299.1 AGGTCAGAAAGACCA 873717 Hgf 874219 940245 -502 874219 940245 -502 874652 939799 -935
Chr14 Complement NT_039609.1 AGGTCATCTTGATCT 19978332 LOC239268 19977830 19960324 -502 19977830 19960324 -502 19977830 19960324 -502
Chr1 Normal NT_039170.1 GGGTCAGCATAACCT 8772914 Lgs 8773415 8801704 -501 8773415 8801704 -501 8773431 8801510 -517
Chr11 Complement NT_039521.1 AGCTCAGAGTGACCT 19307278 Cacng5 19337292 19296842 30014 19306778 19299589 -500 19306778 19299589 -500
Chr2 Complement NT_039209.1 TGGTGACGCTGACCT 21536778 1500032A09Rik 21555992 21294462 19214 21536279 21297018 -499 21334898 21297586 -201880
Chr1 Complement NT_039174.1 AGGTAAATGTGACCT 6962701 LOC329220 6962202 6936209 -499 6962202 6936209 -499 6962202 6936209 -499
Chr9 Complement NT_039474.1 GAGTCAGAGTGACCC 7953384 LOC207634 7952887 7868984 -497 7952887 7868984 -497 7952887 7868984 -497
Chr2 Complement NT_039206.1 GGTTCACATTGACCA 1271662 Rab14 1271292 1250395 -370 1271165 1252338 -497 1262844 1252442 -8818
Chr6 Normal NT_039341.1 AAGTCAGATTGACCA 9823130 MOR120-2 9823626 9824570 -496 9823626 9824570 -496 9823626 9824570 -496
Chr1 Complement NT_039174.1 AGGTCAAAATGTCCC 15237631 LOC241200 15237136 15204899 -495 15237136 15204899 -495 15237136 15204899 -495
Chr17 Normal NT_039649.1 TGGTCATCCTCACCC 11476326 D17H6S56E-3 11476818 11486980 -492 11476818 11486980 -492 11477311 11485547 -985
Chr17 Normal NT_039662.1 TGGTCATCCTCACCC 1265781 D17H6S56E-3 1266273 1276435 -492 1266273 1276435 -492 1266766 1275002 -985
Chr11 Complement NT_039521.1 AGTTCAGAATGACCT 13870349 LOC217219 13869862 13860646 -487 13869862 13860646 -487 13869749 13861123 -600
Chr13 Complement NT_039578.1 GGCTCATCCTGACCC 9928156 V1rh16 9927669 9926743 -487 9927669 9926743 -487 9927669 9926743 -487



Chr17 Complement NT_039658.1 GGGTCACAGTGACAC 19781987 LOC328872 19781502 19778994 -485 19781502 19778994 -485 19780835 19780470 -1152
Chr4 Complement NT_039263.1 GGTTCATTGCGACCT 10202921 LOC329897 10202438 10200182 -483 10202438 10200182 -483 10201024 10200662 -1897
Chr18 Complement NT_039674.1 AGGACATTGTGACCC 19398857 4921528I01Rik 19398440 19037808 -417 19398376 19037808 -481 19377465 19038411 -21392
Chr10 Complement NT_039495.1 GGGTCATGGTGTCCA 2408464 Cdh23 2447250 2051539 38786 2407985 2052163 -479 2407985 2052163 -479
Chr3 Normal NT_039251.1 ATGTCGTGATGACCC 328474 LOC333660 328953 356749 -479 328953 356749 -479 328953 356749 -479
Chr10 Complement NT_039490.1 GAGTCAGGCTGACCC 2152737 2900069M18Rik 2152261 2150350 -476 2152261 2150350 -476 2152213 2151932 -524
Chr13 Complement NT_039585.1 GGGTCACCTTGACCT 2755413 LOC238649 2754937 2711188 -476 2754937 2711188 -476 2754937 2711188 -476
ChrX Complement NT_039708.1 GGGTTGCCATGACCT 128268 Trex2 127817 126179 -451 127794 126179 -474 127112 126402 -1156
ChrX Complement NT_039745.1 GGGTTGCCATGACCT 54953 Trex2 54502 52864 -451 54479 52864 -474 53797 53087 -1156
Chr11 Normal NT_039520.1 AGGTAACCGTGACCA 8475712 AA407995 8469500 8479249 6212 8476185 8479249 -473 8476490 8478775 -778
Chr2 Complement NT_039208.1 AGGTCTATGTGACCA 18077572 MOR172-6 18077099 18076161 -473 18077099 18076161 -473 18077099 18076161 -473
Chr4 Normal NT_039264.1 GGGTCGGGGTGAGCT 19513195 Lepre1 19513667 19529728 -472 19513667 19529119 -472 19513709 19529005 -514
Chr6 Complement NT_039360.1 AGGTCTGGATGACCT 1270123 LOC333167 1269651 1266780 -472 1269651 1266780 -472 1269651 1266780 -472
Chr13 Complement NT_039578.1 AGCTCATGCTGACCC 9809830 V1rh14 9809358 9808462 -472 9809358 9808462 -472 9809358 9808462 -472
Chr12 Complement NT_039539.1 TGGTCACTCTTACCC 2799932 LOC238047 2799461 2741242 -471 2799461 2741242 -471 2799461 2741242 -471
Chr6 Normal NT_039340.1 GGGTCGTGCTGCCCC 2332787 LOC330261 2333258 2335977 -471 2333258 2335977 -471 2334508 2334783 -1721
Chr4 Complement NT_039268.1 TGGTCACCCTGTCCC 3439702 Dj1-pending 3443807 3426525 4105 3439233 3426525 -469 3437742 3426694 -1960
Chr17 Complement NT_039649.1 AGGTTGACTTGACCC 278152 Kremen2 277683 272957 -469 277683 272957 -469 276879 273518 -1273
Chr15 Normal NT_039621.1 GGGTCGTGCTGCCCC 54237877 LOC328589 54238346 54240881 -469 54238346 54240881 -469 54239589 54239894 -1712
Chr16 Normal NT_039624.1 GGGTCGTGCTGCCCC 4516815 LOC328620 4517284 4520035 -469 4517284 4520035 -469 4519581 4519877 -2766
Chr18 Normal NT_039674.1 GGGACGTCCTGACCC 8046304 LOC328897 8046773 8051848 -469 8046773 8051848 -469 8048338 8049603 -2034
Chr1 Normal NT_039170.1 GGCTCACTATGACCT 28055277 LOC212271 28055745 28206413 -468 28055745 28206413 -468 28055745 28206413 -468
Chr14 Normal NT_039595.1 CAGTCACAGTGACCT 5979871 LOC218739 5980339 5992783 -468 5980339 5992783 -468 5980359 5992007 -488
Chr2 Complement NT_039206.1 TGTTCACACTGACCT 19849669 LOC227906 19849201 19848712 -468 19849201 19848712 -468 19849201 19848712 -468
Chr2 Normal NT_039210.1 TGGTCACCATGCCCT 1077197 LOC228782 1077665 1140112 -468 1077665 1079862 -468 1078690 1079829 -1493
Chr7 Complement NT_039418.1 TGGTCATTTTGACCA 1362656 LOC333203 1362188 1317445 -468 1362188 1317445 -468 1362188 1317445 -468
Chr3 Complement NT_039237.1 AGGTCATCACGAACT 922313 2310050C09Rik 921847 920002 -466 921847 920002 -466 921016 920174 -1297
Chr7 Complement NT_039413.1 GGGTAGGGATGACCC 3235798 Capns1 3240097 3228586 4299 3235332 3228586 -466 3235317 3228737 -481
Chr5 Normal NT_039312.1 GTGTCAAGTTGACCA 5313670 2210413I17Rik 5314135 5330651 -465 5314135 5330651 -465 5315297 5329584 -1627
Chr2 Normal NT_039209.1 GGGCCACTCTGACCC 33336186 Bmp2 33336650 34270778 -464 33336650 33345357 -464 33338068 33345357 -1882
Chr10 Complement NT_039501.1 AGCTCAAGTTGACCT 3303073 Xpot 3302611 3274736 -462 3302611 3274736 -462 3302607 3277545 -466
Chr9 Complement NT_039473.1 CGGTCAGCCTGAACT 11502132 Fdx1 11501719 11481194 -413 11501674 11481194 -458 11501608 11481422 -524
Chr18 Complement NT_039674.1 AGGGCAAAGTGACCA 33790271 Dtr 33789814 33778915 -457 33789814 33778915 -457 33789553 33780638 -718
Chr10 Complement NT_039500.1 GGGGCAGCACGACCC 2025751 LOC327789 2025294 2022575 -457 2025294 2022575 -457 2023032 2022733 -2719
Chr17 Complement NT_039649.1 AGGTCATCACGAGCC 2731649 1810041F13Rik 2731193 2728108 -456 2731193 2728108 -456 2731139 2728188 -510
Chr12 Normal NT_039551.1 AGGTCAGCATGACAG 1512457 Pax9 1512886 1528474 -429 1512913 1528474 -456 1513103 1527151 -646
Chr1 Normal NT_039170.1 GGGGCGGTATGACCC 32879730 1500041J02Rik 32880185 32900991 -455 32880185 32900242 -455 32880290 32900092 -560
Chr8 Complement NT_039467.1 AGGTCATTGTCACCA 10305541 LOC330811 10305089 10298309 -452 10305089 10298309 -452 10299587 10299060 -5954
Chr10 Complement NT_039496.1 GGGTCGATCTGTCCT 7142846 Mrpl54 7142395 7140191 -451 7142395 7140191 -451 7142359 7140334 -487
Chr14 Complement NT_039599.1 AGGTAAACATGACCC 567918 LOC328384 567468 563394 -450 567468 563394 -450 565314 564961 -2604
Chr13 Normal NT_039580.1 AGGCCAGACTGACCT 8829458 LOC218230 8829907 8831196 -449 8829907 8831196 -449 8830561 8831064 -1103
Chr7 Complement NT_039428.1 CTGTCAATCTGACCT 20282163 Iqgap1 20281838 20187871 -325 20281715 20188339 -448 20281616 20189216 -547
Chr13 Complement NT_039590.1 AGGTCAGCCTGACTA 6737072 LOC328316 6736625 6733155 -447 6736625 6733155 -447 6736509 6733280 -563
Chr4 Complement NT_039268.1 AGGTAATAACGACCC 6842296 LOC230972 6841850 6820308 -446 6841850 6820308 -446 6833357 6820778 -8939
Chr6 Normal NT_039359.1 AGGTCACCCTCACCT 2949776 8430419L09Rik 2950149 2988079 -373 2950216 2986135 -440 2950237 2985827 -461
Chr9 Normal NT_039473.1 AGATCAAGGCGACCC 10288611 Cryab 10289051 10292926 -440 10289051 10292926 -440 10289570 10292788 -959
ChrX Normal NT_039716.1 CAGTCAGAATGACCT 2797623 Il1rapl2 2798063 3471576 -440 2798063 3471576 -440 2798063 3471245 -440
Chr8 Normal NT_039460.1 GGGTCATAGAGACCT 4147633 LOC270046 4148072 4148608 -439 4148072 4148608 -439 4148072 4148608 -439
Chr1 Normal NT_039180.1 AGTTCAGGGTGACCC 13794847 MGC28972 13795210 13800879 -363 13795286 13800879 -439 13795646 13800574 -799
Chr18 Normal NT_039674.1 AGGTCGTTGTGAGCT 34009241 2410015B03Rik 34009573 34016925 -332 34009679 34016925 -438 34013193 34016697 -3952
Chr3 Normal NT_039234.1 AAGTCAGGATGACCG 26522743 Ilf2 26523169 26535399 -426 26523179 26534753 -436 26523263 26534641 -520
Chr4 Complement NT_039266.1 AGGTGACCCTGACCT 8665821 LOC329967 8665385 8638426 -436 8665385 8638426 -436 8665252 8640523 -569
Chr2 Complement NT_039206.1 TGGTCAGCCTAACCT 24825481 C230097P10 24858849 24769469 33368 24825046 24769469 -435 24816185 24772565 -9296
Chr1 Normal NT_039186.1 AGGTCAAAATGACCT 1963478 4930511H01Rik 1963911 2012622 -433 1963911 2012622 -433 1969135 2007449 -5657
Chr15 Normal NT_039621.1 AGGTCATATTTACCA 12125715 LOC239430 12126148 12134599 -433 12126148 12134599 -433 12126148 12134599 -433
Chr11 Complement NT_039521.1 AGGTCATATTCACCA 32688356 MGC28978 32687961 32681250 -395 32687924 32681250 -432 32687071 32682771 -1285
Chr9 Complement NT_039473.1 GGGTCATCCTGCCCA 5398505 Tagln 5398074 5391644 -431 5398074 5391644 -431 5393777 5392387 -4728
Chr15 Normal NT_039618.1 GGGTCGGTTTGGCCT 17018839 D15Ertd806e 17019177 17033293 -338 17019269 17032238 -430 17019359 17032104 -520
Chr11 Normal NT_039520.1 GGGTGAGAGTGACCA 41832868 LOC276952 41833298 41844647 -430 41833298 41844647 -430 41836374 41842565 -3506
Chr9 Normal NT_039471.1 AGGTCAACTTGACTG 5740740 LOC209941 5741169 5814085 -429 5741169 5814085 -429 5741169 5814085 -429
Chr2 Complement NT_039210.1 AGGTAGCCGTGACCT 15053714 LOC271878 15053285 15026834 -429 15053285 15026834 -429 15053285 15026834 -429
Chr7 Complement NT_039395.1 GGGGCAGCACGACCT 1166355 Calm3 1165968 1157348 -387 1165927 1158761 -428 1165813 1158917 -542
Chr2 Normal NT_039210.1 GGGTCAACTGGACCC 7050832 AW319638 7051258 7112768 -426 7051258 7054429 -426 7051500 7053935 -668
Chr19 Complement NT_039687.1 AGGTCAATGTGCCCT 23786454 LOC240631 23786028 23671295 -426 23786028 23671295 -426 23786028 23671295 -426
Chr8 Complement NT_039467.1 ATGTCACAGTGACCA 33722462 Slc12a4 33722100 33699510 -362 33722037 33699510 -425 33722037 33699999 -425
Chr2 Complement NT_039208.1 AGCTCAGACTGACCC 15689271 2310042M24Rik 15689628 15682115 357 15688847 15682117 -424 15688839 15683188 -432
Chr11 Complement NT_039521.1 GGGTCAGAGTGTCCC 8246600 Nfe2l1 8248383 8235849 1783 8246176 8235849 -424 8246136 8237605 -464
Chr4 Complement NT_039260.1 GGGTCAGCAGGACCA 788814 LOC269524 788392 787212 -422 788392 787212 -422 788286 787335 -528
Chr7 Normal NT_039433.1 GGGTTAGTGTGACCA 12431962 LOC330638 12432383 12477952 -421 12432383 12477952 -421 12432398 12477869 -436
Chr14 Complement NT_039606.1 GGGTCCTGCTGACCC 1335162 LOC328413 1334742 1287964 -420 1334742 1287964 -420 1333066 1316038 -2096
Chr15 Normal NT_039621.1 AGGTCAGTCTGAGCT 45780680 Parvg 45780364 45799277 316 45781100 45798113 -420 45783343 45797786 -2663
Chr6 Complement NT_039353.1 AGGTAGCCTTGACCT 23143906 LOC208510 23143488 23131615 -418 23143488 23131615 -418 23143488 23131615 -418
Chr4 Normal NT_039264.1 GGGTCATCCTGAACT 15387343 LOC230639 15387761 15400234 -418 15387761 15400234 -418 15387761 15400234 -418
Chr9 Normal NT_039476.1 TGGGCAATCTGACCC 11093299 LOC245018 11093717 11147114 -418 11093717 11147114 -418 11093717 11147114 -418
Chr7 Complement NT_039433.1 ATGTCACACTGACCC 23704318 LOC330659 23703900 23701166 -418 23703900 23701166 -418 23703656 23703318 -662
Chr18 Complement NT_039678.1 GCGTCAGAATGACCG 2771882 2700002I20Rik 2771465 2767226 -417 2771465 2767235 -417 2771238 2767588 -644
Chr1 Normal NT_039180.1 AGGTCACATTGGCCA 13677796 E030002L01Rik 13671741 13697744 6055 13678213 13697744 -417 13678317 13697190 -521
Chr2 Normal NT_039209.1 TTGTCACTTTGACCT 18118752 Eif2ak4 18119169 18370447 -417 18119169 18205785 -417 18119261 18205612 -509
Chr6 Normal NT_039341.1 AGGTCGCCAGGACCT 7911507 LOC272339 7911924 7921795 -417 7911924 7921795 -417 7911924 7921795 -417
Chr9 Complement NT_039473.1 GGGACAGTTTGACCT 1893118 E130107N23Rik 1928694 1833287 35576 1892705 1833289 -413 1872671 1836801 -20447
Chr11 Complement NT_039520.1 AGGTAAACTTGACCT 6987885 Trim41 6995711 6984748 7826 6987474 6984748 -411 6986499 6985589 -1386
Chr2 Complement NT_039205.1 CGGCCAAAATGACCT 2833527 Dpp7 2833143 2829080 -384 2833117 2829209 -410 2833117 2829209 -410
Chr5 Complement NT_039308.1 TGGCCAAACTGACCC 5880686 Nkx6-1 5880276 5874346 -410 5880276 5874346 -410 5879799 5874346 -887
Chr3 Normal NT_039239.1 ATGTCGTGATGACCC 2681246 LOC329723 2681655 2687669 -409 2681655 2687669 -409 2681655 2687669 -409
Chr15 Normal NT_039621.1 GGGTCAAAGTGTCCA 25282855 4933426G20Rik 25283262 25287628 -407 25283262 25287628 -407 25283298 25287103 -443
Chr5 Normal NT_039315.1 GGGTCATATTGACTG 1236551 LOC231812 1236958 1256780 -407 1236958 1256780 -407 1236985 1256780 -434
Chr1 Complement NT_039189.1 GGTTCAAGTTGACCA 1379905 C130074G19Rik 1379500 1369302 -405 1379500 1369302 -405 1379273 1369873 -632
Chr14 Normal NT_039596.1 AGGTCAGGGTGAGCT 1058066 LOC218811 1058469 1078996 -403 1058469 1078996 -403 1060132 1077937 -2066
Chr17 Complement NT_039649.1 TGGTCACTGCGACCC 1774190 1300004G08Rik 1773788 1766995 -402 1773788 1766995 -402 1773775 1768286 -415
Chr4 Complement NT_039266.1 AGTTCACTTTGACCC 11418600 4732437J24Rik 11418486 11389630 -114 11418199 11389630 -401 11416610 11391151 -1990
Chr17 Complement NT_039649.1 GGGCCATGCTGACCC 5033758 Fkbp5 5033429 4946409 -329 5033357 4947234 -401 4988422 4948359 -45336
Chr17 Complement NT_039649.1 TGGTCAGCCAGACCT 8671828 LOC208268 8671427 8629994 -401 8671427 8629994 -401 8671427 8629994 -401
Chr9 Complement NT_039474.1 AGGTCATTTTTACCA 12843655 1110004B15Rik 12843255 12837023 -400 12843255 12837023 -400 12843199 12840289 -456
Chr2 Complement NT_039210.1 AGCTCGAGATGACCC 12642129 LOC208965 12641730 12626356 -399 12641730 12626356 -399 12641706 12626356 -423
Chr12 Normal NT_039553.1 AGTTCACAGTGACCT 6034139 4930511J24Rik 6034535 6036268 -396 6034535 6036268 -396 6035288 6035584 -1149



Chr17 Complement NT_039655.1 TGGTCATGAAGACCT 13046088 LOC240114 13045692 13043301 -396 13045692 13043301 -396 13045692 13043301 -396
Chr2 Normal NT_039209.1 AGGTTGTCGTGACCC 18778605 LOC329500 18779000 18832968 -395 18779000 18782784 -395 18780598 18780933 -1993
Chr19 Complement NT_039692.1 TGGTCAAATTCACCT 4364726 LOC212634 4364333 4335828 -393 4364333 4335828 -393 4364333 4335828 -393
Chr2 Complement NT_039210.1 TGGTCAGTGTGCCCC 14468153 2010005I16Rik 14503267 14458694 35114 14467764 14458694 -389 14459560 14459162 -8593
Chr18 Normal NT_039674.1 AGGTCAGCCTGATCT 57927456 8430430L24Rik 57927845 57939887 -389 57927845 57939887 -389 57927903 57939030 -447
Chr19 Normal NT_039692.1 GAGTCAGACTGACCA 2943835 B230214N19Rik 2944224 2945383 -389 2944224 2945383 -389 2944334 2944696 -499
Chr17 Complement NT_039658.1 GGGTCACAGTGACAG 19781891 LOC328872 19781502 19778994 -389 19781502 19778994 -389 19780835 19780470 -1056
Chr18 Complement NT_039674.1 GGGTCGGTGTGACTT 1177978 LOC225114 1177590 1176568 -388 1177590 1176568 -388 1177250 1176879 -728
Chr6 Normal NT_039355.1 ATGTCAGCCTGACCA 5497087 Hrh1 5497474 5577236 -387 5497474 5576410 -387 5573700 5575166 -76613
Chr6 Normal NT_039355.1 GGGTCATGGTGGCCC 3537256 Cav3 3537455 3550857 -199 3537641 3550857 -385 3537762 3550438 -506
Chr6 Normal NT_039343.1 GAGTCACCTTGACCC 19233198 1200009K13Rik 19233582 19252685 -384 19233582 19252685 -384 19233700 19250681 -502
Chr17 Complement NT_039658.1 AGCTCACAACGACCT 20682429 Atp6v1e2 20684851 20681085 2422 20682047 20681085 -382 20681946 20681266 -483
Chr8 Normal NT_039466.1 GTGTCATCTTGACCT 183836 LOC234415 184218 185162 -382 184218 185162 -382 184218 185162 -382
Chr11 Normal NT_039520.1 AGGTCTCCCTGACCT 33264124 Mnt 33264451 33279235 -327 33264506 33277011 -382 33264854 33276845 -730
Chr1 Complement NT_039170.1 GGGTCAGAGGGACCA 37032363 Mpp4 37036702 36994211 4339 37031981 36994211 -382 37022872 36994528 -9491
Chr14 Complement NT_039596.1 AGTTCAGGCTGACCT 4857308 LOC218832 4883998 4845919 26690 4856927 4845919 -381 4853961 4847749 -3347
Chr7 Normal NT_039429.1 AGGTCTTCACGACCC 14860727 Gab2 14861107 15090962 -380 14861107 15090962 -380 14861182 15090945 -455
Chr1 Normal NT_039174.1 AGGTAAATGTGACCT 6962701 LOC241176 6963081 7111017 -380 6963081 7111017 -380 6963081 7111017 -380
Chr11 Complement NT_039520.1 CGGTCCCGGTGACCT 20583918 2410012H22Rik 20583541 20569392 -377 20583541 20569392 -377 20583498 20569620 -420
Chr11 Normal NT_039520.1 GGGTGGCGGTGACCT 30349853 6720460F02Rik 30350183 30355098 -330 30350230 30355098 -377 30350778 30354101 -925
Chr3 Complement NT_039239.1 GGGTCACGCTGACGC 8894657 C230088J01Rik 8894280 8886027 -377 8894280 8886550 -377 8893687 8886887 -970
Chr13 Normal NT_039578.1 GGGTCTTGGTGACCG 10628528 LOC193408 10628903 10629292 -375 10628903 10629292 -375 10628903 10629292 -375
Chr2 Complement NT_039209.1 GTGTCAACCTGACCG 1776524 Mc7-pending 1776203 1675423 -321 1776150 1679646 -374 1775987 1679780 -537
Chr6 Normal NT_039343.1 AGGTCACCAGGACCT 18503786 Mad2l1 18504070 18509783 -284 18504159 18508632 -373 18504207 18508623 -421
ChrX Complement NT_039700.1 CGGGCACTCTGACCT 4659906 LOC331387 4659534 4658228 -372 4659534 4658228 -372 4659521 4658709 -385
Chr5 Normal NT_039298.1 TGATCACCATGACCT 1849947 LOC208063 1850317 1873968 -370 1850317 1873968 -370 1850317 1873968 -370
Chr10 Complement NT_039495.1 GGCTCGATTTGACCT 2963140 LOC237360 2962770 2955703 -370 2962770 2955703 -370 2962763 2958455 -377
Chr1 Complement NT_039180.1 TGGTCACCCTGCCCT 4773284 LOC210322 4772915 4702360 -369 4772915 4702360 -369 4772915 4702360 -369
Chr4 Complement NT_039266.1 GGGTCATATTCACCC 5401302 D4Bwg0593e 5400934 5398036 -368 5400934 5398036 -368 5399543 5399121 -1759
Chr10 Normal NT_039491.1 TGGTCGAGGTGACCT 5970249 0610025O11Rik 5970551 5986798 -302 5970610 5985139 -361 5970691 5984370 -442
ChrX Normal NT_039700.1 GGGTCACACTGCCCT 3908331 LOC245347 3908691 3909050 -360 3908691 3909050 -360 3908691 3909050 -360
Chr1 Normal NT_039174.1 AGGACATTGTGACCA 22473805 LOC329231 22474165 22479982 -360 22474165 22479982 -360 22479378 22479791 -5573
Chr8 Normal NT_039455.1 GGGTCACAGTGACAA 16686425 LOC333281 16686784 16694960 -359 16686784 16694960 -359 16686784 16694960 -359
Chr8 Complement NT_039467.1 GGGTGACACTGACCC 22350353 Tm4sf11 22349995 22328167 -358 22349995 22328713 -358 22349442 22329435 -911
Chr17 Complement NT_039658.1 GGGTCACAGTGACAG 19781859 LOC328872 19781502 19778994 -357 19781502 19778994 -357 19780835 19780470 -1024
Chr10 Normal NT_039495.1 TGGTGAAGATGACCC 1153491 2010002E04Rik 1153846 1172177 -355 1153846 1171946 -355 1153954 1171797 -463
Chr1 Normal NT_039180.1 ACGTCATTATGACCT 12940592 Il10 12940947 12946070 -355 12940947 12946070 -355 12941012 12945368 -420
Chr19 Complement NT_039684.1 AGGTCATCTTCACCA 441941 LOC225847 441588 434415 -353 441588 434415 -353 436288 434537 -5653
Chr2 Normal NT_039202.1 AAGTCATTTTGACCT 10756225 LOC332569 10756578 10762251 -353 10756578 10762251 -353 10756578 10762251 -353
Chr1 Complement NT_039170.1 GGGTCAGGCTGATCT 41590651 1700124B08Rik 41590299 41569538 -352 41590299 41569538 -352 41590258 41569555 -393
Chr13 Normal NT_039580.1 AGGTGGCTTTGACCT 6599538 LOC238622 6599889 6604739 -351 6599889 6604739 -351 6599889 6604739 -351
Chr2 Normal NT_039205.1 AGGTCACAGCGACCT 80246 Gad2 80529 150072 -283 80595 150072 -349 80940 149428 -694
Chr6 Complement NT_039358.1 TGGTCAGCATGACAT 67661 LOC213038 67315 51831 -346 67315 51831 -346 67315 51831 -346
ChrX Normal NT_039726.1 AGGTCACAGTGACAA 6904059 LOC211994 6904404 6929897 -345 6904404 6929897 -345 6904404 6929897 -345
Chr18 Normal NT_039674.1 AGGTCAAAATCACCT 71309498 4933435E20Rik 71309842 71328106 -344 71309842 71328106 -344 71320164 71327275 -10666
Chr6 Complement NT_039373.1 AGGTCACTCTGGCCA 103972 LOC333905 103628 57063 -344 103628 57063 -344 103628 57063 -344
Chr7 Normal NT_039434.1 GGGTCGATGTGACCG 754833 Prss11 755127 804595 -294 755177 804595 -344 755214 804073 -381
Chr8 Normal NT_039467.1 GGGTCGAAGTGGCCC 33082542 1700006C06Rik 33082885 33085557 -343 33082885 33085557 -343 33082971 33085411 -429
Chr11 Normal NT_039521.1 TGGTCACAGTGGCCC 57191 LOC195135 57534 91699 -343 57534 91699 -343 57534 91699 -343
Chr2 Normal NT_039209.1 AAGTCAAGTTGACCA 42871374 Snrpb2 42871717 42890663 -343 42871717 42880406 -343 42873234 42880222 -1860
Chr8 Complement NT_039466.1 GAGTCAGGATGACCT 691694 9130011J15Rik 691380 685490 -314 691353 686182 -341 691321 688085 -373
Chr2 Complement NT_039206.1 GAGTCACTGCGACCC 1554060 LOC227757 1553719 1553225 -341 1553719 1553225 -341 1553719 1553225 -341
Chr2 Complement NT_039206.1 GAGTCACTGCGACCC 1677291 LOC329390 1676950 1676456 -341 1676950 1676456 -341 1676950 1676456 -341
Chr9 Normal NT_039480.1 AGGTCAAGGTAACCC 1615120 Ltf 1615460 1639190 -340 1615460 1638626 -340 1615494 1638606 -374
Chr10 Normal NT_039495.1 GAGTCAAAATGACCA 11787 0610043A03Rik 12126 46478 -339 12126 46478 -339 12388 45051 -601
Chr1 Normal NT_039172.1 GGGACAAATTGACCA 2741462 LOC241136 2741801 2770489 -339 2741801 2770489 -339 2741801 2770489 -339
Chr5 Normal NT_039312.1 AGGTCAGGGCGCCCC 8840301 0610039P13Rik 8840639 8872338 -338 8840639 8872338 -338 8846632 8870942 -6331
Chr15 Complement NT_039618.1 CGGTCAGTGTTACCT 1514890 4930401A09Rik 1514553 1457834 -337 1514553 1461677 -337 1507367 1462213 -7523
Chr5 Normal NT_039316.1 GGGTCATGTTGGCCT 817292 LOC243309 817629 856897 -337 817629 856897 -337 817629 856897 -337
ChrX Complement NT_039700.1 TGGTCCATTTGACCT 281652 LOC333492 281315 277830 -337 281315 277830 -337 281315 277830 -337
Chr16 Normal NT_039625.1 AGGTCAAAGTGATCT 25474462 1110008E08Rik 25474794 25475514 -332 25474794 25475514 -332 25474800 25475123 -338
Chr1 Normal NT_039180.1 AGCTCAGCCTGACCC 17775696 Lad1 17775830 17790523 -134 17776027 17790142 -331 17776243 17789499 -547
Chr17 Normal NT_039658.1 TGGTCAGGGTGACTT 27312404 LOC225110 27312735 27404275 -331 27312735 27404275 -331 27312735 27404275 -331
Chr1 Complement NT_039180.1 TGGTCATCTTCACCC 18246935 1600013L13Rik 18246606 18233490 -329 18246606 18233490 -329 18246521 18236074 -414
Chr6 Complement NT_039357.1 GGGTCAGCATGACAT 334899 LOC232421 334571 242038 -328 334571 242038 -328 334556 242038 -343
Chr19 Complement NT_039687.1 AGGTCACTTTGAGCT 12062306 Gda 12062065 11979402 -241 12061980 11979805 -326 12061883 11981535 -423
Chr17 Complement NT_039658.1 GGGTCACAGTGACAG 19781827 LOC328872 19781502 19778994 -325 19781502 19778994 -325 19780835 19780470 -992
Chr2 Normal NT_039208.1 GGGTCCTGATGACCT 18260742 LOC329455 18261067 18280790 -325 18261067 18264916 -325 18261067 18264916 -325
Chr8 Complement NT_039467.1 TGGCCAAGATGACCC 18757962 Fts 18757638 18746674 -324 18757638 18746674 -324 18754255 18747744 -3707
Chr14 Normal NT_039596.1 AGGCCAACCTGACCC 4461827 LOC331989 4462151 4473625 -324 4462151 4473625 -324 4462151 4473625 -324
Chr15 Complement NT_039621.1 AGGTCAGAGTGACTG 44110699 LOC332118 44110375 44108833 -324 44110375 44108833 -324 44110375 44108833 -324
Chr11 Complement NT_039520.1 AGGTCGCTTTGACGC 38575999 LOC216990 38575678 38570207 -321 38575678 38570207 -321 38570684 38570361 -5315
Chr9 Normal NT_039473.1 TGGTCCTGATGACCT 6741764 LOC272595 6742085 6742369 -321 6742085 6742369 -321 6742085 6742369 -321
Chr7 Normal NT_039445.1 GGGGCGGGATGACCC 387114 Rpl27a 387028 390204 86 387434 389616 -320 387434 389578 -320
Chr1 Normal NT_039167.1 AGGTCAGTGTGAACA 9616371 LOC226336 9616690 9617376 -319 9616690 9617376 -319 9616727 9617017 -356
Chr17 Complement NT_039649.1 TGGTCATAATGAGCT 11051573 Rnf5 11051457 11048792 -116 11051258 11049264 -315 11051258 11049264 -315
Chr17 Complement NT_039662.1 TGGTCATAATGAGCT 852557 Rnf5 852441 849866 -116 852242 850338 -315 852242 850338 -315
Chr17 Complement NT_039658.1 AAGTCAGCTTGACCT 24345325 LOC332271 24345011 24301251 -314 24345011 24301251 -314 24345011 24301251 -314
Chr1 Normal NT_039173.1 ATGTCACCTTGACCT 1817056 AW259676 1718924 1835275 98132 1817369 1835275 -313 1818001 1833624 -945
Chr1 Complement NT_039170.1 TGGTCACCATGGCCT 15198930 GnT-IVa 15198617 15101712 -313 15198617 15101712 -313 15193738 15102051 -5192
Chr12 Complement NT_039551.1 ATGTCGGGGTGACCC 14881196 LOC217666 14880938 14849446 -258 14880883 14849446 -313 14880861 14851294 -335
Chr7 Complement NT_039429.1 TGTTCACTGTGACCT 13696677 LOC269962 13696364 13695721 -313 13696364 13695721 -313 13696105 13695878 -572
Chr6 Normal NT_039343.1 GGGCCAGGGCGACCC 1814579 Mpp6 1814763 1904098 -184 1814891 1904098 -312 1851329 1903848 -36750
Chr7 Complement NT_039433.1 GGGTGACCCTGACCA 21631056 9330199A09Rik 21631653 21623413 597 21630746 21623413 -310 21629120 21626413 -1936
Chr6 Complement NT_039340.1 ACGTCGACTTGACCC 5007907 C330026P08Rik 5007628 5004424 -279 5007600 5004426 -307 5007585 5004652 -322
Chr4 Normal NT_039266.1 GGCTCACTGTGACCA 9190384 Tas1r2 9190691 9207430 -307 9190691 9207430 -307 9190722 9206949 -338
Chr16 Complement NT_039624.1 GGGTCAAATTGAGCG 42865307 D230019K24Rik 42865055 42851900 -252 42865001 42851900 -306 42864991 42852084 -316
Chr13 Complement NT_039590.1 TGTTCAGAATGACCT 10861924 LOC238816 10861618 10824554 -306 10861618 10824554 -306 10850564 10824554 -11360
Chr1 Normal NT_039185.1 GGGTCAAGCTGACAT 4058 LOC240833 4364 72477 -306 4364 72477 -306 4364 72477 -306
Chr11 Normal NT_039520.1 GGGTAAGGATGACCA 33901239 2010305C02Rik 33901544 33904420 -305 33901544 33904420 -305 33901730 33904088 -491
Chr13 Normal NT_039586.1 GGGCCACAATGACCA 5411075 LOC238662 5411380 5413125 -305 5411380 5413125 -305 5411388 5412473 -313
Chr6 Normal NT_039350.1 GGCTCATTCTGACCC 2259156 Sftpb 2259461 2269973 -305 2259461 2269973 -305 2259894 2269760 -738
Chr6 Complement NT_039353.1 AGGTCAGTATGAGCA 11520004 LOC232286 11519701 11510834 -303 11519701 11510834 -303 11517044 11510918 -2960
Chr18 Normal NT_039674.1 TGGCCATTCTGACCC 34929972 3222401L13Rik 34930274 34933504 -302 34930274 34933504 -302 34932151 34932444 -2179
Chr2 Complement NT_039209.1 GGGTCAACTTGAGCA 48920327 LOC277490 48920025 48911164 -302 48920025 48911164 -302 48920025 48911164 -302



Chr6 Normal NT_039355.1 GGGTCACTGTGGCCC 7165752 D6Wsu116e 7166053 7218161 -301 7166053 7218161 -301 7166203 7218161 -451
Chr11 Normal NT_039521.1 GGGTCTTCCCGACCC 31926043 Hgs 31926294 31942634 -251 31926344 31942237 -301 31926386 31942158 -343
Chr10 Complement NT_039500.1 AAGTCAGAATGACCA 9081476 LOC216237 9081175 9080418 -301 9081175 9080418 -301 9081112 9080714 -364
Chr6 Normal NT_039343.1 GGGCCAATGTGACCA 17128233 LOC333113 17128534 17213699 -301 17128534 17213699 -301 17128535 17213699 -302
Chr16 Complement NT_039625.1 TGGTCATCCTCACCC 24477947 LOC239940 24477647 24424220 -300 24477647 24424220 -300 24477647 24424220 -300
Chr6 Normal NT_039343.1 AGGTCATTCTAACCC 7106590 LOC330324 7106889 7122091 -299 7106889 7122091 -299 7119291 7119584 -12701
Chr10 Normal NT_039502.1 AGTTCAGACCGACCT 5103248 MGC37568 5102658 5109759 590 5103547 5109759 -299 5105683 5109485 -2435
Chr2 Normal NT_039211.1 AGGTCACTCTGACTT 2635035 1300015D01Rik 2635333 2669854 -298 2635333 2643785 -298 2641054 2641335 -6019
Chr5 Complement NT_039305.1 TGGTCAGCCTGAGCT 27144193 Tlr1 27144754 27135882 561 27143895 27136030 -298 27138428 27136041 -5765
Chr12 Normal NT_039551.1 CTGTCATAGTGACCT 15608754 Txndc1 15609052 15624013 -298 15609052 15624013 -298 15609107 15622546 -353
Chr11 Normal NT_039521.1 GGCTCACTGTGACCC 7118246 LOC268468 7118543 7131183 -297 7118543 7131183 -297 7118745 7131132 -499
Chr6 Normal NT_039361.1 CGGTCAGGACGACCC 498825 1500031J01Rik 499097 520384 -272 499121 520377 -296 506870 518619 -8045
Chr17 Normal NT_039641.1 AGGTCAGGCTGATCC 297661 LOC212843 297956 298362 -295 297956 298362 -295 297956 298362 -295
Chr9 Normal NT_039473.1 TGGCCAGGGTGACCC 8836156 Drd2 8836450 8904002 -294 8836450 8904002 -294 8891441 8902919 -55285
Chr17 Normal NT_039658.1 AGTTCAAACTGACCA 21372689 LOC225051 21372983 21373704 -294 21372983 21373704 -294 21373285 21373704 -596
Chr5 Complement NT_039312.1 AGGTCATGGAGACCC 4953614 LOC333051 4953320 4830092 -294 4953320 4830092 -294 4953320 4830092 -294
Chr5 Complement NT_039312.1 AGGTCAGTGTGCCCA 9581439 Fbxl10 9581146 9518996 -293 9581146 9518996 -293 9580975 9520033 -464
Chr11 Normal NT_039520.1 GGGCCACGGTGACCA 27648105 A030009H04Rik 27648042 27650219 63 27648397 27650219 -292 27648470 27648794 -365
Chr5 Complement NT_039314.1 GGGTCACAGTGGCCC 6485766 LOC330212 6485476 6478179 -290 6485476 6478179 -290 6485356 6480776 -410
Chr7 Complement NT_039424.1 TGGTCAAGCTGTCCC 5107730 Nipa1 5107440 5066351 -290 5107440 5066351 -290 5107435 5067258 -295
Chr1 Complement NT_039170.1 GGGTCAAAATTACCT 1564780 4921533L14Rik 1565239 1545770 459 1564491 1546358 -289 1555449 1546967 -9331
Chr16 Normal NT_039624.1 GGGGCATAGCGACCC 28448934 Dlgh1 28449223 28658100 -289 28449223 28657552 -289 28449231 28657213 -297
Chr18 Normal NT_039674.1 GGGTCACCCTGAACG 58140380 Rps14 58138917 58142911 1463 58140668 58142864 -288 58140668 58142864 -288
Chr15 Normal NT_039621.1 TGGTCAGCAGGACCT 58882487 MGC47262 58798292 58907414 84195 58882773 58907414 -286 58905818 58907119 -23331
Chr2 Normal NT_039208.1 GGGTAAGCCTGACCT 22200486 Acp2 22200768 22262525 -282 22200768 22210621 -282 22200782 22208587 -296
Chr6 Complement NT_039353.1 AGGTAAGTTTGACCT 5667121 Xpc 5666928 5640354 -193 5666839 5640884 -282 5661702 5641101 -5419
Chr14 Normal NT_039606.1 AGGTCAAAGCGACAT 11783193 LOC239150 11783473 11816608 -280 11783473 11816608 -280 11783473 11816608 -280
Chr7 Normal NT_039385.1 AGGTAAGCCTGACCC 1503318 LOC272350 1503597 1504094 -279 1503597 1504094 -279 1503597 1504094 -279
Chr4 Complement NT_039261.1 GGGTCACAGGGACCG 429060 A830097C19 428782 352673 -278 428782 352673 -278 428119 353406 -941
Chr7 Complement NT_039437.1 AGGTCAGAGCGTCCT 2093979 9130012B15Rik 2093704 2067009 -275 2093703 2067015 -276 2093605 2067091 -374
Chr8 Complement NT_039461.1 AGGTCAGCTTGACAG 7133991 LOC215337 7133718 6909953 -273 7133718 6909953 -273 7133718 6909953 -273
Chr1 Normal NT_039180.1 AGGTAGTGATGACCC 15044703 LOC329249 15044975 15048295 -272 15044975 15048295 -272 15044979 15047385 -276
Chr5 Normal NT_039298.1 TGATCACCATGACCT 1874605 4933405P08Rik 1874875 1903556 -270 1874875 1903556 -270 1875027 1903187 -422
Chr4 Complement NT_039265.1 AGGTCGCCCTCACCT 7612703 Stk22c 7612438 7610716 -265 7612433 7610716 -270 7612302 7610767 -401
Chr3 Normal NT_039234.1 AAGTCATATTGACCT 20463413 LOC214115 20463682 20533523 -269 20463682 20533523 -269 20463682 20533523 -269
Chr6 Normal NT_039350.1 TGGTCAGATTGACAC 13985653 LOC330366 13985922 13987276 -269 13985922 13987276 -269 13986163 13987011 -510
Chr7 Normal NT_039433.1 TGGTCACGGGGACCC 15953138 Dctn5 15953362 15969365 -224 15953404 15968959 -266 15953455 15968475 -317
Chr7 Complement NT_039435.1 GTGTCATGATGACCC 7247427 LOC212426 7247161 7104871 -266 7247161 7104871 -266 7247161 7104871 -266
Chr19 Normal NT_039692.1 GGGTCACCTCGGCCT 14078523 LOC240672 14078789 14091982 -266 14078789 14091982 -266 14078998 14090891 -475
Chr9 Complement NT_039472.1 TGGTCATGATGAGCC 27306648 LOC208630 27306383 27276359 -265 27306383 27276359 -265 27306383 27276359 -265
Chr4 Complement NT_039265.1 AGGTCGCCCTCACCT 7612703 Stk22c 7612438 7610716 -265 7612438 7610716 -265 7612302 7610767 -401
Chr1 Normal NT_039184.1 AGGTCCCCCTGACCT 5163762 Ncf2 5163897 5193082 -135 5164026 5192345 -264 5164122 5192206 -360
Chr4 Normal NT_039260.1 GGGGCGGGCTGACCT 53588 A230025O18 53842 78194 -254 53851 78194 -263 70201 76182 -16613
Chr6 Normal NT_039355.1 GGGTCTTTCTGACCA 4555074 Il17rl 4555316 4566944 -242 4555335 4566944 -261 4555511 4566858 -437
Chr6 Normal NT_039355.1 AGGTCCTGGTGACCT 14698271 LOC243628 14698532 14825353 -261 14698532 14825353 -261 14698532 14825353 -261
Chr9 Complement NT_039480.1 GGGTCAGGGCGGCCC 1245000 LOC331030 1244739 1233153 -261 1244739 1233153 -261 1235436 1234962 -9564
Chr14 Normal NT_039606.1 AGGTCACGCTGACAG 966285 5830406J20Rik 966545 970160 -260 966545 970160 -260 966559 967467 -274
Chr18 Complement NT_039674.1 TGGTCAAAATGACCA 18716844 LOC225264 18716584 18705026 -260 18716584 18705026 -260 18716584 18705026 -260
Chr6 Normal NT_039355.1 AGATCACCACGACCC 8115319 LOC330402 8115578 8117613 -259 8115578 8117613 -259 8116689 8117117 -1370
Chr10 Complement NT_039491.1 GGGTCACGGTGACCC 2114025 E130306M17Rik 2113767 2065041 -258 2113767 2065041 -258 2113481 2066766 -544
Chr6 Normal NT_039360.1 TGGTCTATTTGACCT 6117036 LOC208793 6117293 6159270 -257 6117293 6159270 -257 6117293 6159270 -257
Chr5 Normal NT_039324.1 AGCTCACAATGACCT 1552822 LOC269732 1553078 1553746 -256 1553078 1553746 -256 1553127 1553504 -305
Chr15 Complement NT_039621.1 AGGTTGCTGTGACCT 19658102 LOC268807 19657849 19648372 -253 19657849 19648372 -253 19657011 19648626 -1091
ChrX Normal NT_039713.1 GGGTCAAAGTGACAG 9452676 LOC331509 9452929 9455933 -253 9452929 9455933 -253 9454081 9454578 -1405
Chr9 Normal NT_039471.1 AAGTCACCCTGACCA 1982936 LOC330875 1983186 1984255 -250 1983186 1984255 -250 1983315 1983730 -379
Chr7 Normal NT_039433.1 GGGGCGGGATGACCC 3049354 Rpl27a 3049198 3052375 156 3049604 3051787 -250 3049604 3051749 -250
Chr15 Complement NT_039618.1 AGGTCAACTTGACAC 2723669 LOC332065 2723424 2680264 -245 2723424 2680264 -245 2723424 2680264 -245
Chr3 Normal NT_039227.1 AGCTCAGGCTGACCC 11501093 B230106I24Rik 11501337 11603127 -244 11501337 11560717 -244 11501435 11560655 -342
Chr11 Complement NT_039520.1 TGGGCAGTCTGACCC 12494714 Csf2 12494470 12492092 -244 12494470 12492092 -244 12494438 12492416 -276
Chr8 Complement NT_039455.1 CGGTCATCATGTCCT 8050117 2310051N18Rik 8049880 8013231 -237 8049880 8013231 -237 8049376 8013324 -741
ChrX Complement NT_039706.1 GGGTCAGTTTGAACA 6369343 4933436I01Rik 6369106 6367520 -237 6369106 6367520 -237 6369068 6367618 -275
Chr14 Normal NT_039606.1 TGGTCATTCTGATCT 4433211 Fgf9 4431077 4470263 2134 4433448 4470180 -237 4433586 4470108 -375
Chr1 Normal NT_039170.1 AGGTGGAACTGACCC 33164576 LOC269191 33164813 33165375 -237 33164813 33165351 -237 33164923 33165269 -347
Chr6 Normal NT_039350.1 GGGTGGTGCTGACCT 13061708 Mrpl53 13061945 13062774 -237 13061945 13062769 -237 13061949 13062510 -241
Chr8 Normal NT_039467.1 AGGTCAAGTTGGCCG 51460271 Afg3l1 51460459 51485865 -188 51460507 51484127 -236 51467269 51484016 -6998
Chr7 Normal NT_039420.1 AGGTCAGTCTGATCT 2794741 LOC211535 2794977 2804256 -236 2794977 2804256 -236 2796974 2803019 -2233
Chr5 Normal NT_039314.1 CGCTCATTCTGACCT 6186912 2900083I11Rik 6187145 6226535 -233 6187145 6226535 -233 6204089 6226332 -17177
ChrX Complement NT_039745.1 AGGTCAGCCTGACAT 419062 D130075J17Rik 418829 414767 -233 418829 414767 -233 417978 417637 -1084
Chr15 Complement NT_039621.1 GGGTCACTCTGACTA 13024516 Eif3s3 13024323 12927438 -193 13024283 12927438 -233 13024279 12927602 -237
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2085237 LOC269039 2085468 2085996 -231 2085468 2085996 -231 2085468 2085996 -231
Chr1 Complement NT_039167.1 AGGGCACACTGACCT 10854831 LOC212451 10854602 10846578 -229 10854602 10846578 -229 10854602 10846578 -229
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2095085 LOC269040 2095313 2095841 -228 2095313 2095841 -228 2095313 2095841 -228
Chr17 Normal NT_039649.1 GGGTCAAGTTGACAT 5709541 LOC328792 5709769 5712029 -228 5709769 5712029 -228 5709769 5712029 -228
Chr18 Normal NT_039676.1 AGGCCAGCCTGACCA 2092191 LOC225766 2092418 2092929 -227 2092418 2092929 -227 2092418 2092929 -227
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2088532 LOC240440 2088759 2089270 -227 2088759 2089270 -227 2088759 2089270 -227
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2101623 LOC269041 2101850 2102378 -227 2101850 2102378 -227 2101850 2102378 -227
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2098341 LOC271544 2098568 2099096 -227 2098568 2099096 -227 2098568 2099096 -227
Chr1 Complement NT_039170.1 GGGTCAAACTGACTG 37543934 Ubl1 37543716 37512450 -218 37543707 37512450 -227 37543589 37513214 -345
Chr9 Normal NT_039473.1 GGGTGAATATGACCA 4538998 LOC270152 4539224 4568336 -226 4539224 4568336 -226 4544059 4567249 -5061
Chr2 Normal NT_039205.1 AGGTGACTCTGACCC 455 Myo3a 681 76392 -226 681 76392 -226 33910 76392 -33455
Chr18 Complement NT_039674.1 AGGTGAATATGACCA 18355554 LOC328912 18355329 18352099 -225 18355329 18352099 -225 18353406 18353128 -2148
Chr4 Complement NT_039264.1 AGGTCATGGTGAGCC 2016527 LOC242574 2016303 2012538 -224 2016303 2012538 -224 2013489 2012739 -3038
Chr11 Normal NT_039520.1 AGGTCAGGCTGACCT 20449565 LOC213030 20449787 20522621 -222 20449787 20522621 -222 20449829 20521540 -264
Chr7 Normal NT_039385.1 GGGTCACAATGACTT 736264 LOC232809 736486 741392 -222 736486 741392 -222 736486 741392 -222
Chr4 Complement NT_039259.1 GGGACACACTGACCT 2101927 Act-pending 2101759 2057791 -168 2101707 2057791 -220 2072657 2057860 -29270
Chr7 Complement NT_039429.1 AGGGCATAATGACCC 2309720 LOC333225 2309500 2294887 -220 2309500 2294887 -220 2309500 2294887 -220
Chr11 Normal NT_039515.1 GGGTCAGGCTGTCCC 20749322 4933435A13Rik 20749517 20816721 -195 20749540 20815370 -218 20751132 20815204 -1810
Chr5 Complement NT_039307.1 GGGCCAATCTGACCA 10915660 LOC231392 10915442 10915167 -218 10915442 10915167 -218 10915442 10915167 -218
Chr17 Complement NT_039659.1 GGGCCAATCTGACCA 34235 LOC328882 34017 33742 -218 34017 33742 -218 34017 33742 -218
Chr7 Complement NT_039420.1 AGGTCTATCTGACCT 1139886 LOC233196 1139669 1120850 -217 1139669 1120850 -217 1139669 1120850 -217
Chr2 Complement NT_039208.1 TGTTCAAGATGACCC 11619954 LOC332628 11619739 11581571 -215 11619739 11581571 -215 11619739 11581571 -215
Chr2 Normal NT_039202.1 AGATCACCTTGACCA 6411584 LOC209983 6411797 6413109 -213 6411797 6413109 -213 6411797 6413109 -213
Chr2 Complement NT_039209.1 AGGACAAGTTGACCA 24882318 Myef2 24882140 24845048 -178 24882105 24845048 -213 24881865 24847405 -453
Chr1 Complement NT_039185.1 TGATCAGAATGACCT 17338357 Dfy 17338374 17336512 17 17338145 17336512 -212 17338111 17336647 -246
Chr11 Normal NT_039520.1 GGGGCGACCTGACCC 12346132 P4ha2 12345752 12376493 380 12346344 12376476 -212 12355055 12376088 -8923



Chr5 Complement NT_039305.1 TGGTCCTCATGACCC 31256932 LOC277868 31256721 31256109 -211 31256721 31256109 -211 31256721 31256109 -211
Chr12 Normal NT_039549.1 GGGTCATGGTGACAA 13142627 LOC268550 13142834 13143520 -207 13142834 13143520 -207 13143114 13143470 -487
Chr1 Normal NT_039167.1 AGGTCACGCTCACCT 3223563 Rb1cc1 3215283 3284693 8280 3223770 3284287 -207 3239112 3283393 -15549
Chr9 Complement NT_039473.1 TGGTCACCATGACCA 1630263 4930546K05Rik 1630057 1615132 -206 1630057 1615132 -206 1626483 1615456 -3780
Chr3 Complement NT_039238.1 AGGTCAGCCCGATCC 1657407 Mrps21 1657229 1648377 -178 1657204 1648456 -203 1656299 1648475 -1108
Chr13 Complement NT_039586.1 TGGTCAGTTTGTCCT 6864316 LOC214880 6864114 6809549 -202 6864114 6809549 -202 6864114 6809549 -202
Chr1 Complement NT_039170.1 AGGTAAACACGACCT 17256625 LOC329126 17256423 17255812 -202 17256423 17255812 -202 17256406 17256005 -219
Chr6 Normal NT_039355.1 AGGTCAAGATCACCT 14877073 LOC232361 14877274 14901658 -201 14877274 14901658 -201 14877274 14901658 -201
Chr18 Normal NT_039678.1 TGGTCACCATGAGCC 7594244 LOC329010 7594445 7595612 -201 7594445 7595612 -201 7594528 7595097 -284
Chr6 Complement NT_039355.1 TGGACATGATGACCC 11538256 LOC333152 11538058 11497302 -198 11538058 11497302 -198 11534627 11518278 -3629
Chr7 Complement NT_039413.1 ACGTCACTTTGACCC 3691482 3100004P22Rik 3706281 3682069 14799 3691285 3682069 -197 3691185 3682175 -297
Chr16 Complement NT_039624.1 TGGTCATTTTGAACT 12326807 2610001E06Rik 12326698 12311730 -109 12326611 12311730 -196 12326212 12311861 -595
Chr2 Complement NT_039202.1 TGGTCATACAGACCT 8403311 LOC227566 8403115 8401855 -196 8403115 8401883 -196 8402537 8402064 -774
Chr4 Complement NT_039264.1 CGGTCACACTGTCCT 17827815 Dmtap1-pending 17827954 17820364 139 17827620 17820418 -195 17827620 17820418 -195
Chr15 Normal NT_039617.1 GTGTCACCTTGACCC 3980118 Lifr 3980313 4030377 -195 3980313 4030377 -195 3994023 4030377 -13905
Chr9 Normal NT_039482.1 GCGTCGGGCTGACCT 8265702 1300003D03Rik 8265780 8295506 -78 8265896 8295506 -194 8265951 8293585 -249
Chr14 Normal NT_039599.1 GGGACAGTGTGACCG 616034 2300001E01Rik 616228 636073 -194 616228 635464 -194 616252 635094 -218
Chr8 Complement NT_039467.1 GGGACAGACCGACCC 47566048 4921535I01Rik 47565855 47554029 -193 47565855 47554029 -193 47563810 47555824 -2238
Chr5 Normal NT_039312.1 AGGTCGGGGTTACCC 10000737 Bcl7a 10000879 10030501 -142 10000930 10029265 -193 10001054 10027508 -317
Chr4 Normal NT_039265.1 AGGTCGCCCTCACCT 7612703 LOC195551 7612895 7613490 -192 7612895 7613490 -192 7612895 7613490 -192
Chr13 Normal NT_039586.1 AGGACAGTCTGACCA 1043827 Slc34a1 1044018 1059007 -191 1044018 1058407 -191 1044772 1057953 -945
Chr9 Complement NT_039480.1 GGGTCATTTTGCCCA 2514851 4930545L08Rik 2514662 2508307 -189 2514662 2508307 -189 2514548 2508477 -303
Chr9 Complement NT_039477.1 AGGTAGATCTGACCT 253796 LOC331015 253608 234167 -188 253608 234167 -188 253608 234167 -188
Chr18 Complement NT_039674.1 TCGTCATTATGACCC 44687514 LOC240269 44687327 44686431 -187 44687327 44686431 -187 44687327 44686431 -187
Chr10 Complement NT_039500.1 AGGTCAGGGTGGCCA 7868055 LOC237471 7867869 7808827 -186 7867869 7808827 -186 7867869 7808827 -186
Chr4 Normal NT_039261.1 GGGTCAAGATGATCA 5485986 LOC329846 5486172 5510315 -186 5486172 5510315 -186 5486172 5510315 -186
Chr2 Complement NT_039209.1 CTGTCATTTTGACCT 2057852 LOC332640 2057666 2028925 -186 2057666 2028925 -186 2057666 2028925 -186
Chr14 Normal NT_039606.1 AGGTCACTATGGCCT 1223499 Bcl2l2 1223653 1228490 -154 1223683 1228490 -184 1224640 1225791 -1141
Chr4 Normal NT_039266.1 GGGTGGGGCTGACCT 7257122 LOC329964 7257306 7261020 -184 7257306 7261020 -184 7258374 7258826 -1252
Chr6 Normal NT_039353.1 GGGTCAGACTGGCCA 9593568 LOC333137 9593751 9609759 -183 9593751 9609759 -183 9593751 9609759 -183
Chr16 Normal NT_039624.1 GGATCATGATGACCC 24230714 LOC239792 24230896 24283971 -182 24230896 24283971 -182 24230896 24283971 -182
Chr10 Normal NT_039502.1 AGGCCAGAACGACCC 4818633 Mettl1 4818814 4823246 -181 4818814 4822343 -181 4818861 4822310 -228
Chr4 Normal NT_039264.1 GGGTCTGACTGACCT 1542538 Ak4 1542268 1589551 270 1542718 1589551 -180 1542800 1586646 -262
Chr6 Complement NT_039343.1 AGGTCAGAGTGAACA 20613672 LOC243442 20613492 20576439 -180 20613492 20576439 -180 20613492 20576439 -180
Chr6 Complement NT_039343.1 AGGTCAGAGTGAACA 20678136 LOC243445 20677956 20677168 -180 20677956 20677168 -180 20677956 20677168 -180
Chr4 Complement NT_039263.1 AGGTCACATTGAGCA 1303038 LOC230421 1302859 1199771 -179 1302859 1199771 -179 1302859 1199771 -179
Chr6 Complement NT_039343.1 AGGTCAGACTGAACA 20672147 LOC243444 20671968 20671176 -179 20671968 20671176 -179 20671968 20671176 -179
Chr4 Complement NT_039264.1 GGGTCATCCTGAACT 15387343 LOC230638 15387166 15385990 -177 15387166 15385990 -177 15387166 15385990 -177
Chr3 Normal NT_039230.1 GGCTCAGATTGACCC 11796542 LOC329658 11796719 11798299 -177 11796719 11798299 -177 11797771 11798193 -1229
Chr14 Complement NT_039606.1 GGCTCAAAATGACCC 8616406 MGC47306 8616493 8598745 87 8616230 8598745 -176 8616219 8599416 -187
Chr8 Complement NT_039455.1 GTGTCAAGTTGACCC 10064268 LOC330710 10064093 10054841 -175 10064093 10054841 -175 10063533 10055940 -735
Chr17 Complement NT_039649.1 AGCTCACAACGACCT 4445874 1110038O14Rik 4445701 4444251 -173 4445701 4444251 -173 4444893 4444579 -981
Chr11 Complement NT_039521.1 AGGTCGCTGTGACTC 11001893 2310043L02Rik 11001725 11000693 -168 11001725 11000693 -168 11001674 11001306 -219
Chr6 Complement NT_039343.1 GGGTCGGTTTGTCCT 955564 1500010G04Rik 955399 951612 -165 955399 951612 -165 955067 954744 -497
Chr2 Complement NT_039208.1 TGGTCAAAATGACCC 5528281 Evx2 5529574 5524314 1293 5528117 5524314 -164 5528117 5524314 -164
Chr13 Normal NT_039573.1 GGGTCACCTTGCCCT 247361 2810429I04Rik 247512 257340 -151 247523 257340 -162 247799 248197 -438
Chr1 Normal NT_039173.1 AGGTCACACTGCCCT 2408560 LOC227335 2408722 2410650 -162 2408722 2410650 -162 2409681 2410403 -1121
Chr2 Normal NT_039211.1 GGGACAGGATGACCA 3035768 1700021F07Rik 3035925 3217997 -157 3035925 3041822 -157 3035989 3041669 -221
Chr8 Complement NT_039461.1 CGGTCATCTTGACAT 6838263 LOC330783 6838106 6811193 -157 6838106 6811193 -157 6838106 6811193 -157
Chr10 Complement NT_039496.1 GGGTCATTTTGTCCT 6772406 Timm9 6772249 6770731 -157 6772249 6771192 -157 6772023 6771441 -383
Chr4 Complement NT_039268.1 AGGTCGTTGTGCCCC 465914 Plod1 465811 439118 -103 465760 439118 -154 465733 439775 -181
Chr15 Normal NT_039621.1 GGGTCTGTCTGACCT 25283111 4933426G20Rik 25283262 25287628 -151 25283262 25287628 -151 25283298 25287103 -187
ChrX Complement NT_039708.1 AGGTCAGCCTGACAT 495153 D130075J17Rik 495002 490858 -151 495002 490858 -151 494068 493727 -1085
Chr10 Complement NT_039494.1 TGGTCACTGTGGCCT 9193077 LOC215157 9192926 9156230 -151 9192926 9156230 -151 9192926 9156230 -151
Chr16 Complement NT_039624.1 AGGCCAGGACGACCT 1134849 0610011B16Rik 1134789 1081169 -60 1134699 1081895 -150 1134623 1082506 -226
Chr9 Normal NT_039477.1 TGGTCACATTGTCCT 5351850 Dusp7 5350502 5356994 1348 5352000 5356994 -150 5355032 5355361 -3182
Chr7 Complement NT_039420.1 ATGTCGCCCTGACCC 1656121 Atf5 1656032 1651658 -89 1655972 1651658 -149 1654566 1652247 -1555
Chr4 Normal NT_039265.1 TTGTCAGGATGACCT 4625595 LOC230756 4625744 4643791 -149 4625744 4643791 -149 4627563 4642645 -1968
Chr3 Normal NT_039241.1 ACGTCACTCCGACCC 6691499 Pitx2 6677600 6697257 13899 6691647 6697257 -148 6692252 6696566 -753
Chr9 Complement NT_039477.1 GGCTCAGAATGACCT 7520990 4931406O17Rik 7521513 7507571 523 7520845 7507571 -145 7511183 7508221 -9807
ChrX Normal NT_039719.1 TGGTCAGCCTCACCT 1333340 D930001I21Rik 1333484 1335310 -144 1333484 1335310 -144 1333555 1334265 -215
Chr5 Complement NT_039307.1 AGGTCAGAGTGACAA 11524030 Sult1b1 11523912 11499082 -118 11523887 11500458 -143 11520801 11500683 -3229
Chr8 Normal NT_039467.1 TGGTGACAGTGACCT 11480255 LOC330813 11480397 11494243 -142 11480397 11494243 -142 11480492 11494173 -237
Chr5 Complement NT_039325.1 AGGTAGGCCTGACCC 100251 LOC243350 100110 1332 -141 100110 1332 -141 100110 1332 -141
Chr11 Complement NT_039520.1 GGGTCGAGACGACCC 8455077 Sqstm1 8455149 8443512 72 8454936 8444298 -141 8454903 8444936 -174
Chr11 Normal NT_039521.1 AGGTCATTGTGAGCA 29431344 LOC328043 29431482 29434187 -138 29431482 29434187 -138 29432263 29432559 -919
Chr19 Normal NT_039692.1 GGGTCCCTTTGACCC 16657533 LOC213983 16657670 16739356 -137 16657670 16739356 -137 16657670 16739356 -137
Chr16 Complement NT_039625.1 TGGTCAGCATGATCT 26745790 LOC268908 26745653 26734192 -137 26745653 26734192 -137 26745645 26734192 -145
Chr5 Normal NT_039305.1 GGGTCAATCTGAACT 18425255 LOC333017 18425392 18646888 -137 18425392 18646888 -137 18425392 18646888 -137
Chr7 Complement NT_039429.1 TGGTCAGCCTGACCC 21669056 Hbb 21668996 21622646 -60 21668920 21667642 -136 21643156 21641946 -25900
Chr17 Complement NT_039655.1 TGGTCAGTTTGAACT 6033666 Abcc10 6035769 6011117 2103 6033531 6011305 -135 6035697 6011374 2031
Chr10 Complement NT_039496.1 GGGTCTGTGTGACCT 6966006 LOC208677 6972099 6957332 6093 6965872 6957332 -134 6965756 6957982 -250
Chr6 Normal NT_039341.1 GGGTCGTTCTGAACC 9686377 LOC330292 9686510 9688111 -133 9686510 9688111 -133 9687068 9687358 -691
Chr4 Normal NT_039258.1 AGGGCGCCGTGACCC 16686083 Ttpa 16685910 16708573 173 16686216 16708573 -133 16686228 16706369 -145
Chr5 Normal NT_039307.1 AGGGCAAGCTGACCC 15797255 LOC333036 15797387 15838521 -132 15797387 15838521 -132 15797438 15838521 -183
Chr9 Complement NT_039482.1 GGGTCGCCATGGCCC 8862853 1110059G10Rik 8862722 8856816 -131 8862722 8859265 -131 8862639 8859621 -214
Chr4 Normal NT_039258.1 AGGTCAGCGTGCCCA 7671636 LOC230006 7671767 7672048 -131 7671767 7672048 -131 7671767 7672048 -131
Chr6 Normal NT_039343.1 TGGACAGACTGACCT 87541 LOC243369 87670 139292 -129 87670 139292 -129 98198 139156 -10657
Chr2 Complement NT_039205.1 AGGTCAGGCTGGCCC 6040482 Cel 6040354 6032811 -128 6040354 6032811 -128 6040354 6033050 -128
Chr3 Normal NT_039228.1 AGGTCAGTGTGAACG 6988935 LOC229209 6989063 6989996 -128 6989063 6989996 -128 6989063 6989996 -128
Chr4 Normal NT_039259.1 GAGTCATGTTGACCA 15581270 LOC332878 15581396 15820966 -126 15581396 15820966 -126 15581396 15820966 -126
Chr16 Normal NT_039625.1 AGGTGACATTGACCA 23809161 LOC239936 23809286 23825496 -125 23809286 23825496 -125 23809302 23825496 -141
Chr1 Complement NT_039170.1 GGGGCACTCTGACCG 12044153 2310061I09Rik 12044029 12040914 -124 12044029 12040914 -124 12043695 12041708 -458
Chr2 Complement NT_039205.1 GGGTCACTAGGACCT 9564510 A130092J06Rik 9564387 9547394 -123 9564387 9547394 -123 9563530 9549752 -980
Chr3 Normal NT_039226.1 TGGACACTGTGACCT 9389 LOC269402 9512 16147 -123 9512 16147 -123 9512 16147 -123
Chr3 Normal NT_039242.1 AGGTCGCAGAGACCC 4026980 Manba 4027103 4114170 -123 4027103 4114112 -123 4027173 4113745 -193
Chr19 Complement NT_039692.1 GGGTCAGGATGACAT 19398235 1700019N19Rik 19398152 19389505 -83 19398116 19389505 -119 19398100 19389698 -135
Chr4 Complement NT_039259.1 AGGTCAACCTGACAC 1596915 LOC329809 1596796 1595098 -119 1596796 1595098 -119 1596688 1596374 -227
Chr4 Complement NT_039264.1 AGGTCATTCAGACCA 15385130 LOC329924 15385012 15384698 -118 15385012 15384698 -118 15385012 15384698 -118
Chr11 Complement NT_039515.1 AGGTCGCCCTCACCC 2419593 AU018638 2419476 2406149 -117 2419476 2406149 -117 2419317 2408555 -276
Chr19 Normal NT_039687.1 AGGCCATAGTGACCC 22581247 Acf-pending 22581363 22663080 -116 22581363 22663080 -116 22609451 22662018 -28204
Chr9 Complement NT_039477.1 GGGGCAGAGTGACCT 6649208 LOC331025 6649093 6645859 -115 6649093 6645859 -115 6649055 6645859 -153
Chr15 Normal NT_039621.1 CGGTCAGTCGGACCC 37111119 Rhpn1 37111123 37122409 -4 37111234 37121145 -115 37111234 37121145 -115
Chr13 Complement NT_039590.1 AGATCAACGTGACCC 1192205 AI649009 1192212 1146443 7 1192091 1147209 -114 1186247 1147399 -5958
Chr11 Complement NT_039515.1 AGGTCAGGTCGCCCT 2419588 AU018638 2419476 2406149 -112 2419476 2406149 -112 2419317 2408555 -271



Chr7 Complement NT_039429.1 AGGTCAGATGGACCA 2309612 LOC333225 2309500 2294887 -112 2309500 2294887 -112 2309500 2294887 -112
Chr13 Normal NT_039586.1 AGGACATGATGACCT 3830030 5133401N09Rik 3830141 3837187 -111 3830141 3837187 -111 3830206 3836269 -176
Chr14 Complement NT_039606.1 GGGTCAGCAGGACCT 19189482 Cysltr2 19189414 19169428 -68 19189372 19169428 -110 19170568 19169639 -18914
Chr5 Complement NT_039312.1 GGGGCAAGGCGACCC 7314444 Dtx1 7330982 7299135 16538 7314336 7299135 -108 7314040 7300014 -404
Chr6 Complement NT_039350.1 AGGTAACAGTGACCC 5257685 LOC232104 5257589 5255489 -96 5257577 5255489 -108 5257513 5255573 -172
Chr7 Complement NT_039418.1 AGGTCATGTTGAACA 1293416 LOC243955 1293308 1171031 -108 1293308 1171031 -108 1293308 1171031 -108
Chr7 Complement NT_039418.1 AGGTCATGTTGAACA 1435595 LOC243956 1435488 1374002 -107 1435488 1374002 -107 1435488 1374002 -107
Chr9 Complement NT_039474.1 GAGTCATAACGACCC 26401288 LOC244930 26401181 26371185 -107 26401181 26371185 -107 26401181 26371185 -107
Chr7 Normal NT_039437.1 TGGTCAATCAGACCT 2617223 LOC210274 2617329 2694946 -106 2617329 2694946 -106 2617329 2694946 -106
Chr19 Normal NT_039687.1 AGGTCATGAGGACCC 3982303 LOC225957 3982409 3983875 -106 3982409 3983875 -106 3982409 3983875 -106
Chr8 Complement NT_039456.1 AGGTCAGGTTTACCT 1027511 Polb 1027439 1002122 -72 1027406 1002257 -105 1027366 1002267 -145
Chr7 Complement NT_039414.1 TGGTCCTATTGACCC 1119450 LOC233104 1119346 1080285 -104 1119346 1080285 -104 1119346 1080285 -104
Chr5 Complement NT_039311.1 TGTTCACACTGACCT 1887495 LOC333046 1887391 1886564 -104 1887391 1886564 -104 1887391 1886564 -104
Chr4 Complement NT_039264.1 GGGTGACCGTGACCC 18280203 Siat6 18280629 18077837 426 18280099 18078680 -104 18253346 18078730 -26857
Chr1 Normal NT_039170.1 TGGTCAAAGTGACGC 14169669 LOC332425 14169769 14170653 -100 14169769 14170653 -100 14169769 14170653 -100
Chr8 Complement NT_039467.1 AGGTCAGCTTGCCCC 21016545 2310039D24Rik 21016447 21004613 -98 21016447 21004613 -98 21016422 21004795 -123
Chr17 Complement NT_039649.1 GGGTAGCGATGACCC 2328115 LOC214917 2328421 2326142 306 2328018 2326142 -97 2327238 2326182 -877
Chr14 Normal NT_039606.1 AGGTCAAACTGACTG 25378936 LOC332030 25379032 25408116 -96 25379032 25408116 -96 25379032 25408116 -96
Chr13 Normal NT_039579.1 AGTTCATCGTGACCC 358854 LOC238569 358949 417214 -95 358949 417214 -95 358949 417214 -95
Chr1 Complement NT_039188.1 AGGTCGGGAGGACCT 3101347 1200009I24Rik 3101254 3049856 -93 3101254 3049856 -93 3101174 3050724 -173
Chr5 Complement NT_039305.1 AGGTCAAAATGAACA 5271651 LOC242958 5271558 5269576 -93 5271558 5269576 -93 5271558 5269576 -93
Chr3 Normal NT_039238.1 GGGTCTTCTTGACCC 1972617 Sv2a 1968855 1987942 3762 1972708 1983177 -91 1972708 1983177 -91
Chr14 Normal NT_039598.1 AGGTCATAAAGACCA 4713696 4933403C17Rik 4713786 4729245 -90 4713786 4726231 -90 4714656 4726004 -960
Chr18 Complement NT_039674.1 GGGTCAGTTTGCCCT 31890518 Brd8 31890434 31865696 -84 31890428 31865696 -90 31889343 31866048 -1175
Chr7 Complement NT_039407.1 CGGTCTGCCTGACCC 1501325 2210418J09Rik 1501236 1499137 -89 1501236 1499137 -89 1500466 1499263 -859
Chr5 Normal NT_039302.1 CGGTCTATCTGACCT 2580195 Adra2c 2580282 2583843 -87 2580282 2583843 -87 2581848 2583224 -1653
Chr16 Normal NT_039625.1 AGGTCGAGATGAACC 27456103 2410124H12Rik 27456189 27474944 -86 27456189 27474944 -86 27456221 27474644 -118
Chr7 Normal NT_039433.1 GGGTTATAGTGACCC 13256195 LOC233801 13256281 13290992 -86 13256281 13290992 -86 13256281 13290992 -86
Chr1 Complement NT_039188.1 GGGTCACTCTGAACT 2198358 Psen2 2208816 2180402 10458 2198272 2180402 -86 2198125 2180969 -233
Chr4 Normal NT_039264.1 AGGACGAAGTGACCC 219357 Ror1 219015 565769 342 219443 565469 -86 219443 565469 -86
Chr17 Complement NT_039649.1 GGGTCGCATTGATCT 5238309 Slc26a8 5238224 5198096 -85 5238224 5198096 -85 5233369 5198495 -4940
Chr17 Complement NT_039658.1 TGGGCAAGATGACCT 19546685 LOC210348 19546601 19470543 -84 19546601 19470543 -84 19546601 19470543 -84
Chr5 Complement NT_039316.1 GGGTCACATGGACCT 1896385 Grifin 1896302 1894360 -83 1896302 1894360 -83 1896288 1894514 -97
Chr4 Normal NT_039266.1 TGGTCGGAATGACCC 6980732 1700013G24Rik 6980814 6982978 -82 6980814 6982978 -82 6982053 6982913 -1321
Chr8 Normal NT_039454.1 GGGTAGTTCTGACCT 393182 1700019B03Rik 393264 401533 -82 393264 401533 -82 397667 401510 -4485
ChrX Normal NT_039706.1 GGGGCACTGTGACCC 3508617 1700030B21Rik 3508699 3510063 -82 3508699 3510063 -82 3508740 3509916 -123
Chr9 Normal NT_039482.1 TGGTCAGCATGACCC 8831547 LOC209730 8831629 8832869 -82 8831629 8832869 -82 8831629 8832869 -82
Chr16 Normal NT_039624.1 GGGTCAAAGTGAACA 19714080 AW413091 19714119 19724791 -39 19714161 19724791 -81 19714203 19724730 -123
Chr6 Complement NT_039350.1 GGGTCAGGCTGAACT 15028373 G430127E12Rik 15028318 14579014 -55 15028294 14962095 -79 15028197 14962210 -176
Chr5 Normal NT_039312.1 TGGTCAGAATGTCCT 1378532 4930519G04Rik 1378559 1408867 -27 1378610 1408867 -78 1386521 1408073 -7989
Chr9 Complement NT_039473.1 AGGTCAGGCTGCCCC 4380740 Atp5l 4380732 4373231 -8 4380662 4373260 -78 4380651 4373358 -89
Chr11 Normal NT_039521.1 GGCTCGGGCTGACCC 11996139 Cnp1 11996144 12002965 -5 11996215 12002965 -76 11996306 12002036 -167
Chr16 Complement NT_039624.1 AGGCCGCGCTGACCC 7740362 Gspt1 7740690 7705584 328 7740288 7706693 -74 7740142 7707119 -220
Chr2 Normal NT_039208.1 CGGTCATTCGGACCT 13852515 LOC241516 13852588 14397084 -73 13852588 13917763 -73 13852588 13917763 -73
Chr13 Complement NT_039579.1 CGGTCATCTTGACAC 4602761 LOC328223 4602688 4601534 -73 4602688 4601534 -73 4602248 4601871 -513
ChrX Normal NT_039731.1 AGATCATTATGACCG 180383 LOC331584 180454 192295 -71 180454 192295 -71 180454 192295 -71
ChrX Normal NT_039731.1 AGATCATTATGACCG 400764 LOC331586 400835 412992 -71 400835 412992 -71 400835 412992 -71
Chr8 Complement NT_039462.1 GGGTCAGCGCGGCCC 6153945 Slc5a5 6153908 6144387 -37 6153875 6144997 -70 6153812 6145359 -133
Chr16 Complement NT_039624.1 ATGTCACAATGACCA 47658917 1700007N18Rik 47658848 47657617 -69 47658848 47657617 -69 47658660 47657671 -257
Chr4 Normal NT_039268.1 AGGTGGGCGTGACCC 8013855 2310043I08Rik 8013923 8015666 -68 8013923 8015666 -68 8013954 8015339 -99
Chr7 Normal NT_039436.1 GGCTCACAGCGACCC 2065678 LOC330671 2062991 2067863 2687 2065746 2067863 -68 2066144 2067590 -466
Chr1 Complement NT_039186.1 GGCTCACACTGACCC 2409715 B230365F16Rik 2471011 2187184 61296 2409648 2238511 -67 2335751 2241158 -73964
Chr10 Normal NT_039500.1 GGGTCACCATGACAT 7560772 LOC268330 7551990 7599978 8782 7560839 7599978 -67 7560997 7599638 -225
Chr1 Normal NT_039180.1 AGGTCACGCTGGCCC 13616169 LOC226421 13616235 13640230 -66 13616235 13640230 -66 13624579 13638863 -8410
Chr7 Complement NT_039393.1 AGCTCAACGTGACCA 1006903 LOC232885 1006838 1005714 -65 1006838 1005714 -65 1006838 1005714 -65
Chr1 Normal NT_039167.1 AGGTCACCCTGATCT 4169713 LOC226312 4102714 4186953 66999 4169777 4186953 -64 4175590 4185542 -5877
Chr3 Complement NT_039228.1 TGGTCAGCTTGCCCT 7494896 LOC332751 7494832 7401422 -64 7494832 7401422 -64 7494832 7401422 -64
Chr17 Normal NT_039649.1 GGGTCGGAGTGACGT 11391554 Neu1 11391499 11396191 55 11391618 11395555 -64 11391646 11395070 -92
Chr17 Normal NT_039662.1 GGGTCGGAGTGACGT 1181023 Neu1 1180968 1185660 55 1181087 1185024 -64 1181115 1184539 -92
Chr12 Complement NT_039551.1 TGGTCATAGTGACAT 6307846 LOC217629 6307783 6304393 -63 6307783 6304393 -63 6307783 6304393 -63
Chr3 Normal NT_039228.1 GGGTCAAAAAGACCT 8392865 LOC279102 8392928 8397674 -63 8392928 8397674 -63 8392928 8397674 -63
Chr4 Complement NT_039266.1 CGGCCATGTTGACCC 3195161 D430024F16Rik 3195099 3182839 -62 3195099 3182839 -62 3192267 3184962 -2894
ChrX Normal NT_039703.1 GGGTCGGCGCGACCC 1010063 2600017A12Rik 1010092 1023797 -29 1010124 1023797 -61 1010519 1023471 -456
Chr2 Normal NT_039209.1 AAGTCAAGTTGACCG 44283663 Zfp133 44283724 44360324 -61 44283724 44285277 -61 44284816 44285175 -1153
Chr8 Normal NT_039467.1 TGCTCAAGGTGACCT 49360508 LOC209573 49360568 49390954 -60 49360568 49390954 -60 49360568 49390954 -60
Chr17 Normal NT_039655.1 TGGTCACAGTTACCT 7221059 LOC224834 7221119 7302520 -60 7221119 7302520 -60 7221339 7221632 -280
Chr18 Complement NT_039674.1 CGGACATTCTGACCC 64976859 LOC271534 64976800 64966717 -59 64976800 64966717 -59 64976800 64966717 -59
Chr9 Complement NT_039472.1 AGGTCACTCTGACCC 6171933 MOR154-1 6171874 6170957 -59 6171874 6170957 -59 6171874 6170957 -59
Chr4 Complement NT_039266.1 TGGTCACTCTAACCC 4109816 LOC230815 4109758 4088387 -58 4109758 4088387 -58 4101369 4089082 -8447
Chr4 Normal NT_039266.1 CGGTCACGCTGACGT 10773909 6720460I06Rik 10773966 10826850 -57 10773966 10826850 -57 10793781 10826617 -19872
Chr4 Normal NT_039264.1 TGGTCAGCCTCACCC 15663884 Cyp4a10 15663941 15679323 -57 15663941 15679323 -57 15663999 15678376 -115
Chr8 Normal NT_039467.1 GGGTCACTATGACCT 23141213 4933406B17Rik 23141269 23145820 -56 23141269 23145820 -56 23142536 23145311 -1323
Chr4 Normal NT_039264.1 TGCTCACAGTGACCT 16738644 BC002292 16738699 16739381 -55 16738699 16739381 -55 16738898 16739023 -254
Chr11 Normal NT_039521.1 AGGTCTTGACGACCC 10047722 LOC217165 10047776 10056518 -54 10047776 10056518 -54 10047781 10056518 -59
ChrX Normal NT_039709.1 AGGTCAGCTTGAGCT 2924478 LOC236871 2924532 2925807 -54 2924532 2925807 -54 2924637 2924957 -159
ChrX Normal NT_039716.1 TGGTCATTATGATCT 3713726 4930513O06Rik 3713778 3720938 -52 3713778 3720938 -52 3718234 3719279 -4508
Chr5 Complement NT_039316.1 GGGTCAGCGTGACCT 1286723 LOC243311 1286671 1266717 -52 1286671 1266717 -52 1286671 1266717 -52
Chr4 Complement NT_039260.1 AGGTCAGGAGGACCA 659314 Tpm2 659640 650587 326 659263 650587 -51 659229 651796 -85
Chr5 Complement NT_039303.1 GGGTCAGGGCGAGCC 1513009 Nsg1 1513862 1491148 853 1512960 1492627 -49 1512960 1492627 -49
Chr9 Complement NT_039473.1 AGATCAAGGCGACCC 10288611 Hspb2 10288611 10287435 0 10288563 10287572 -48 10288563 10287572 -48
Chr11 Normal NT_039520.1 GTGTCACAGTGACCC 17821017 Mmig1 17821064 17846430 -47 17821064 17846430 -47 17822592 17845742 -1575
Chr11 Normal NT_039520.1 GGGTCGAGTCGACCC 26843734 LOC215720 26810616 26851963 33118 26843780 26851963 -46 26843804 26851711 -70
Chr15 Normal NT_039622.1 GGGTCATGGTCACCA 59713 Mona 59759 66386 -46 59759 66386 -46 59793 64708 -80
ChrX Normal NT_039699.1 TGGTCAAGATGAACT 419796 LOC236632 419841 448768 -45 419841 448768 -45 419841 448768 -45
Chr10 Complement NT_039502.1 AGGCCAGAACGACCC 4818633 LOC237609 4818588 4812272 -45 4818588 4812272 -45 4818276 4812272 -357
Chr12 Complement NT_039539.1 AGGTCACAAAGACCA 868083 C030014M07Rik 868039 857510 -44 868039 857510 -44 859432 859130 -8651
Chr13 Normal NT_039589.1 CGGTCACCATGACCA 4946900 BC005662 4946943 4972976 -43 4946943 4972976 -43 4963441 4972402 -16541
Chr3 Normal NT_039237.1 GGGTCGTCGTGATCT 1124552 LOC229571 1124595 1129482 -43 1124595 1129482 -43 1124595 1129482 -43
Chr17 Normal NT_039656.1 GAGTCATTCTGACCT 554738 LOC240117 554781 605518 -43 554781 605518 -43 554781 605518 -43
Chr11 Complement NT_039521.1 AGCTCATCCTGACCT 32522240 Sectm1 32522228 32512117 -12 32522197 32513190 -43 32514956 32513534 -7284
Chr18 Complement NT_039676.1 GGGTCAGCTTGCCCC 1509559 LOC332344 1509517 1399762 -42 1509517 1399762 -42 1509517 1399762 -42
Chr2 Normal NT_039210.1 GAGTCAGGCCGACCT 2466440 LOC228795 2466481 2530574 -41 2466481 2483734 -41 2466625 2483734 -185
Chr4 Normal NT_039265.1 AGGTGGCGCTGACCC 2849667 Mtf1 2849707 2895251 -40 2849707 2895251 -40 2852312 2891944 -2645
Chr7 Normal NT_039388.1 AGTTCATATTGACCT 696282 LOC213014 696321 710310 -39 696321 710310 -39 696321 710310 -39
Chr14 Complement NT_039596.1 AGGTCACCATGGCCT 1114511 Ndst2 1115256 1107876 745 1114473 1107887 -38 1114316 1108384 -195



Chr4 Normal NT_039266.1 AGGTTACTCTGACCC 8873498 LOC212570 8873535 8877970 -37 8873535 8877970 -37 8873535 8877970 -37
Chr15 Complement NT_039621.1 AGGCCAGTATGACCC 33179751 2310067L16Rik 33179715 33170145 -36 33179715 33170145 -36 33177934 33171001 -1817
Chr7 Normal NT_039433.1 TGGTCATTGTGAGCT 20601969 Apob48r-pending 20601941 20606121 28 20602005 20606094 -36 20602009 20605323 -40
Chr1 Normal NT_039170.1 GGGTCACAGCGACCT 14792615 LOC215415 14792650 14798583 -35 14792650 14798583 -35 14794894 14798561 -2279
Chr7 Normal NT_039420.1 GGGTCATGATGACTT 1735818 2600013E07Rik 1735851 1742662 -33 1735851 1742662 -33 1736017 1741349 -199
Chr14 Normal NT_039606.1 GGCTCAGCTCGACCC 603851 1110035H23Rik 598753 613752 5098 603883 613752 -32 603883 612445 -32
Chr1 Complement NT_039188.1 AGGTCACCCTGTCCT 2144751 4632432J16Rik 2150878 2116492 6127 2144719 2117869 -32 2122833 2118423 -21918
Chr10 Normal NT_039500.1 GGGTCGCGCTGCCCC 6556058 6430598J10Rik 6556090 6621872 -32 6556090 6621872 -32 6604332 6621571 -48274
Chr2 Complement NT_039208.1 AGTTCACCCTGACCT 20216410 LOC269311 20216378 20215622 -32 20216378 20215622 -32 20216305 20215622 -105
Chr2 Normal NT_039212.1 TGGTCACCCTGACCA 1943985 Cdh4 1944016 2199211 -31 1944016 2060169 -31 1944016 2059682 -31
Chr17 Normal NT_039649.1 AGGTCAGCCTGATCT 3190904 LOC224628 3190935 3192981 -31 3190935 3192981 -31 3191473 3192959 -569
Chr2 Complement NT_039209.1 GGGTCAAAGTGAACT 2800295 LOC241584 2800264 2770845 -31 2800264 2770845 -31 2800264 2770845 -31
Chr6 Normal NT_039340.1 ACGTCGACTTGACCC 5007907 Glcci1 5007775 5346917 132 5007937 5346851 -30 5175729 5342623 -167822
Chr14 Complement NT_039606.1 AGGTCAGCTTCACCA 18977830 LOC213869 18977800 18927651 -30 18977800 18927651 -30 18977800 18927651 -30
Chr6 Complement NT_039360.1 AGGTCATTATGACCT 5757418 4933403M22Rik 5773024 5685226 15606 5757389 5718204 -29 5756229 5718317 -1189
Chr17 Complement NT_039649.1 AGGTCACCTTGAGCA 4610712 LOC224651 4610683 4607300 -29 4610683 4607300 -29 4610252 4609926 -460
Chr3 Normal NT_039238.1 TGGTCACCCTGACCC 257225 4930415M08Rik 256731 270615 494 257253 270615 -28 257529 268020 -304
Chr6 Normal NT_039343.1 GGGTCAAGGTCACCT 4824237 LOC333104 4824264 4846593 -27 4824264 4846593 -27 4824264 4846593 -27
Chr2 Normal NT_039209.1 AGGTCACAATGCCCC 30175946 1700020A23Rik 30175970 30177907 -24 30175970 30176778 -24 30176257 30176729 -311
Chr10 Normal NT_039491.1 GAGTCAGGGTGACCA 10986857 A730096F01 10986244 10994212 613 10986879 10992586 -22 10987257 10992296 -400
Chr1 Normal NT_039180.1 GTGTCACATTGACCA 21062374 LOC332511 21062395 21096900 -21 21062395 21096900 -21 21062395 21096900 -21
Chr3 Normal NT_039227.1 AGGTCAGGACGGCCC 427754 9130022A11Rik 427726 459540 28 427774 459540 -20 431593 458516 -3839
Chr8 Normal NT_039467.1 GGGTCACAGAGACCA 11231411 Ptger1 11231431 11237543 -20 11231431 11234893 -20 11232686 11234323 -1275
Chr17 Normal NT_039649.1 AGGTCGTGCTGACGC 334894 5033413A03Rik 334913 356441 -19 334913 356441 -19 339891 355930 -4997
Chr8 Normal NT_039462.1 TGGTCACTCTGCCCT 5984864 E130301F19 5984883 6011971 -19 5984883 6011971 -19 5985345 6010901 -481
Chr2 Normal NT_039202.1 CGGTCATGGTGATCC 2084999 2310045O21Rik 2085016 2178104 -17 2085016 2178104 -17 2085174 2176428 -175
Chr14 Normal NT_039609.1 GGGTCACACGGACCG 20811566 Dnajc3 20811530 20854720 36 20811583 20853006 -17 20811682 20853006 -116
Chr8 Normal NT_039460.1 AGGTCACCGCGACAC 4435668 6030466N05Rik 4424748 4469468 10920 4435681 4466584 -13 4437350 4466057 -1682
Chr3 Normal NT_039253.1 AGGTCATATTGTCCT 4584 LOC333771 4597 56092 -13 4597 56092 -13 4597 56092 -13
Chr17 Complement NT_039655.1 AGGTCAGTGTGGCCT 6639399 LOC271450 6639388 6639069 -11 6639388 6639069 -11 6639388 6639069 -11
Chr2 Normal NT_039209.1 GGGTCGGGCTGAGCT 30067792 Ebf4 30067801 30176778 -9 30067801 30141149 -9 30067875 30140133 -83
Chr3 Normal NT_039238.1 AGGTCGGGCGGACCT 1679710 MGC7221 1679650 1684026 60 1679719 1684026 -9 1679894 1682094 -184
Chr16 Normal NT_039624.1 GGGTCATCATGACAC 42449062 LOC208155 42449070 42488468 -8 42449070 42488468 -8 42449070 42488468 -8
Chr11 Normal NT_039520.1 AGGTCACCATGTCCT 16714264 LOC216772 16714272 16719814 -8 16714272 16719814 -8 16714272 16719814 -8
Chr3 Normal NT_039239.1 AGGTCGAGATGACCG 3716737 LOC242128 3716745 3763883 -8 3716745 3763883 -8 3716745 3763883 -8
Chr14 Normal NT_039609.1 TGGTCACCATGACGC 3446277 LOC271235 3446285 3463827 -8 3446285 3463827 -8 3446285 3463827 -8
Chr3 Normal NT_039230.1 TGGGCAACATGACCT 6924387 LOC332767 6924395 6945704 -8 6924395 6945704 -8 6924395 6945704 -8
Chr3 Complement NT_039242.1 TGGTCACCATGACAT 6745371 4930579F01Rik 6745365 6722730 -6 6745365 6722730 -6 6735213 6723017 -10158
Chr16 Normal NT_039624.1 GGGTCGGGGAGACCT 17384332 Ece2 17384337 17400976 -5 17384337 17400976 -5 17384501 17399106 -169
Chr8 Normal NT_039467.1 AGGTCAGTGGGACCG 33636458 LOC234699 33636463 33648790 -5 33636463 33648790 -5 33636659 33648444 -201
Chr4 Normal NT_039259.1 GGGTCGAGTTGATCT 10106263 LOC272009 10106268 10130617 -5 10106268 10130617 -5 10106359 10128570 -96
Chr2 Normal NT_039209.1 AGGTCATGAGGACCC 48929037 LOC332677 48929042 49124498 -5 48929042 49016757 -5 48929042 49016757 -5
Chr9 Normal NT_039489.1 GTGTCACTCCGACCT 196960 LOC214424 177597 221441 19363 196961 221441 -1 197730 220210 -770
Chr14 Complement NT_039606.1 TGGTCATGATGCCCC 9751374 Blk 9751445 9698855 71 9751375 9699166 1 9713652 9699410 -37722
Chr14 Normal NT_039606.1 GGGTCACATTGGCCA 9999314 2700008G24Rik 9999310 10001042 4 9999310 10001042 4 10000226 10000558 -912
Chr17 Complement NT_039657.1 AGGCCATGGTGACCA 30268 LOC212722 30274 15967 6 30274 15967 6 30274 15967 6
Chr18 Complement NT_039676.1 TGGTCATCTTGACCG 2414774 LOC240444 2414780 2372935 6 2414780 2372935 6 2414780 2372935 6
Chr2 Complement NT_039208.1 CTGTCATCGTGACCC 18591585 LOC241534 18591591 18574758 6 18591591 18574758 6 18591591 18574758 6
Chr5 Complement NT_039297.1 AGGCCATATTGACCA 5447404 LOC242830 5447410 5399862 6 5447410 5399862 6 5447410 5399862 6
Chr5 Complement NT_039311.1 GCGTCGAGGTGACCT 3042829 Crybb2 3043730 3032503 901 3042836 3032503 7 3042815 3032552 -14
Chr11 Normal NT_039520.1 AGGTCAGAGTGAACA 24871162 LOC214767 24871155 24872133 7 24871155 24872133 7 24871155 24872133 7
Chr1 Normal NT_039183.1 AGGTCAGTGTGAACG 1617664 LOC215338 1617657 1618652 7 1617657 1618652 7 1617657 1618652 7
Chr2 Normal NT_039207.1 AGGTCAGTGTGAACA 6217539 LOC227974 6217532 6347284 7 6217532 6218362 7 6217532 6218362 7
Chr15 Normal NT_039621.1 AGGTCGGTGTGAACC 46322662 LOC239564 46322655 46323656 7 46322655 46323656 7 46322655 46323656 7
Chr16 Normal NT_039624.1 AGGTCAGTGTGAACA 62320512 LOC332189 62320505 62321115 7 62320505 62321115 7 62320505 62321115 7
Chr6 Complement NT_039343.1 AGGTCACCCTGGCCC 9545213 2610022G08Rik 9545221 9508796 8 9545221 9542495 8 9545149 9542881 -64
Chr14 Normal NT_039609.1 GCGTCGGACTGACCT 10738828 LOC239247 10738820 10760195 8 10738820 10760195 8 10738820 10760195 8
Chr11 Complement NT_039521.1 GGGTCGTCATAACCC 32088503 Mafg 32092077 32087243 3574 32088512 32087943 9 32088512 32087943 9
Chr10 Complement NT_039495.1 GGGCCACTGTGACCA 2505318 Slc29a3 2505339 2462833 21 2505327 2465981 9 2505279 2466596 -39
Chr4 Normal NT_039266.1 GGGCCACCCTGACCG 1508465 LOC329952 1508455 1510750 10 1508455 1510750 10 1509084 1509374 -619
Chr19 Normal NT_039687.1 GGGTCAGTGTCACCT 3891702 LOC329030 3891690 3894125 12 3891690 3894125 12 3891690 3894125 12
Chr13 Normal NT_039578.1 AGGTCTACCCGACCC 17888906 LOC210558 17888892 17958574 14 17888892 17958574 14 17888892 17958574 14
Chr18 Normal NT_039674.1 AGGTCAGGGTGACGG 43463558 1700018A14Rik 43463543 43464253 15 43463543 43464253 15 43463898 43464233 -340
Chr19 Complement NT_039687.1 AGGTCACAGTGACCA 2555025 LOC225934 2555040 2547614 15 2555040 2547614 15 2555040 2547614 15
Chr17 Complement NT_039638.1 AGGTCATCATGACCA 2310803 LOC271402 2310818 2251251 15 2310818 2251251 15 2310818 2251251 15
Chr4 Complement NT_039258.1 AGGTCGCCATGACAC 7614393 2310030N02Rik 7614414 7589478 21 7614409 7589479 16 7611458 7589525 -2935
Chr1 Normal NT_039180.1 AGGTCAGAGTGACGG 15086922 LOC210869 15086906 15114318 16 15086906 15114318 16 15086906 15114318 16
Chr17 Normal NT_039638.1 TGGTCAACCTGACCA 1194088 Pde10a 1194072 1325930 16 1194072 1325930 16 1194316 1325275 -228
Chr7 Normal NT_039413.1 GGGTAGGTGTGACCT 236908 0610012P18Rik 235926 260757 982 236891 260757 17 242684 260337 -5776
Chr4 Normal NT_039261.1 GGGTCGAGTTGAGCT 8517406 Palm2 8517388 8660941 18 8517388 8660941 18 8517511 8659326 -105
Chr4 Normal NT_039259.1 TGGTCACCCTGACCT 17890060 LOC242403 17890041 17901684 19 17890041 17901684 19 17890041 17901684 19
Chr5 Normal NT_039314.1 AGGGCACTCTGACCC 377838 0610007L01Rik 377818 403647 20 377818 403647 20 387446 401281 -9608
Chr17 Complement NT_039643.1 GGGTCAACTTTACCC 529612 LOC328756 529632 522032 20 529632 522032 20 529632 522032 20
Chr12 Complement NT_039553.1 CGTTCACACTGACCT 3318845 LOC213973 3318866 3318046 21 3318866 3318046 21 3318866 3318046 21
Chr14 Complement NT_039606.1 TGTTCACACTGACCT 5246067 LOC219126 5246088 5245111 21 5246088 5245111 21 5246088 5245111 21
Chr15 Complement NT_039617.1 CGTTCACACTGACCT 577090 LOC223278 577111 576127 21 577111 576127 21 577111 576127 21
Chr12 Complement NT_039539.1 CGTTCACACTGACCT 10879014 LOC238091 10879035 10878044 21 10879035 10878044 21 10879035 10878044 21
Chr10 Complement NT_039500.1 TGTTCACTTTGACCT 16920259 LOC268337 16920280 16907049 21 16920280 16907049 21 16920280 16907049 21
Chr11 Complement NT_039515.1 CGTTCACACTGACCT 15056557 LOC327871 15056578 15055624 21 15056578 15055624 21 15056578 15055624 21
Chr15 Complement NT_039618.1 TGGTCATCCTCACCT 1802656 LOC210613 1802678 1784543 22 1802678 1784543 22 1802678 1784543 22
Chr13 Normal NT_039590.1 ATGTCATGATGACCA 26866725 LOC331977 26866703 26980481 22 26866703 26980481 22 26866703 26980481 22
Chr19 Complement NT_039687.1 GGATCAAGGTGACCA 831534 0610038F07Rik 832603 808104 1069 831557 808906 23 831555 809460 21
Chr7 Normal NT_039429.1 TGGCCATGCTGACCC 16282779 LOC244154 16282754 16288538 25 16282754 16288538 25 16282754 16288538 25
Chr5 Normal NT_039305.1 GGGCCAGAACGACCT 27975316 LOC269653 27975289 28020554 27 27975289 28002376 27 27987649 28002271 -12333
Chr17 Normal NT_039649.1 GGGACAGAGTGACCA 2005286 1700010L19Rik 2005258 2010261 28 2005258 2010261 28 2005390 2010205 -104
Chr16 Complement NT_039625.1 GGGTCGGCCGGACCC 25870543 1110004E09Rik 25870617 25861570 74 25870572 25861598 29 25870479 25861731 -64
Chr7 Complement NT_039436.1 GGGACAGCATGACCT 2102357 5430425C04Rik 2113205 2096660 10848 2102386 2099503 29 2102335 2099936 -22
Chr14 Complement NT_039606.1 GGGTCAACTTGACAC 9509741 LOC210050 9509772 9508786 31 9509772 9508786 31 9509354 9509055 -387
Chr6 Normal NT_039350.1 TGGTCAAACTGACCT 15070486 LOC333130 15070455 15085183 31 15070455 15085183 31 15070455 15085183 31
Chr6 Normal NT_039340.1 GGGACGCTGTGACCC 9842654 2310036D22Rik 9842540 9857804 114 9842622 9857804 32 9844510 9857066 -1856
Chr3 Normal NT_039241.1 AGGTGGACTTGACCT 7632642 LOC269493 7632610 7633198 32 7632610 7633198 32 7632614 7632736 28
Chr15 Complement NT_039621.1 GGCTCAACGTGACCA 42832190 3110002K08Rik 42832605 42796011 415 42832226 42797387 36 42832126 42797792 -64
Chr9 Normal NT_039482.1 ACGTCACGATGACCG 5835129 Ccr8 5835093 5836192 36 5835093 5836192 36 5835107 5836168 22
Chr13 Normal NT_039578.1 AGGTCGGTGTGACTC 10564791 Slc17a1 10564705 10590170 86 10564755 10590140 36 10567041 10587110 -2250
Chr2 Normal NT_039210.1 TGCTCATTCTGACCT 2707561 LOC329542 2707524 2793611 37 2707524 2715049 37 2707524 2715049 37



Chr11 Complement NT_039515.1 CGGTCACTCTGAGCT 5939986 LOC327866 5940024 5925795 38 5940024 5925795 38 5939959 5925875 -27
Chr19 Normal NT_039692.1 GGGGCAAGGTGACCC 5441654 Sema4g 5438739 5452965 2915 5441616 5452965 38 5441995 5451588 -341
Chr11 Normal NT_039521.1 TGGTGAGTGTGACCT 14593674 Fmnl 14593372 14621129 302 14593635 14620460 39 14593635 14620460 39
Chr18 Normal NT_039674.1 GGGTCAGTTTGCCCT 31890518 Kif20a 31890479 31899143 39 31890479 31899143 39 31891346 31898481 -828
Chr2 Complement NT_039223.1 GGGTCAAAGTGAACT 214402 LOC333885 214441 179738 39 214441 179738 39 214441 179738 39
Chr4 Normal NT_039264.1 GGGTCACAATGTCCT 6859549 Thea 6859510 6873888 39 6859510 6873888 39 6859557 6873866 -8
Chr9 Normal NT_039474.1 GGGTCTGAGTGACCA 3841601 Scamp2 3841561 3868279 40 3841561 3868279 40 3841661 3868054 -60
Chr12 Complement NT_039549.1 GGTTCATGGCGACCT 13214650 1810011O16Rik 13214744 13193179 94 13214691 13193534 41 13214656 13193649 6
Chr3 Complement NT_039239.1 GGGTCATATTGAGCC 14730433 LOC229751 14730474 14721139 41 14730474 14721139 41 14730439 14721468 6
Chr6 Normal NT_039353.1 AGGTAAGTTTGACCT 5667121 1010001J12Rik 5666977 5673666 144 5667079 5673666 42 5667102 5673367 19
Chr4 Normal NT_039258.1 GGGTCACTGTAACCA 18486764 4930550B20Rik 18477580 18548294 9184 18486722 18544999 42 18490775 18544789 -4011
Chr1 Normal NT_039170.1 GGGTCACTCGGACCG 41316886 Adam23 41316601 41464687 285 41316842 41463678 44 41316921 41463366 -35
Chr1 Normal NT_039184.1 GGGTCAAGTTGACAC 2451643 LOC329267 2451598 2454101 45 2451598 2454101 45 2453011 2453364 -1368
Chr1 Complement NT_039185.1 AGGTCAGGCTGACTT 9623449 LOC329286 9623494 9618175 45 9623494 9618175 45 9622049 9621759 -1400
Chr13 Complement NT_039579.1 TGGTCAAACTGAGCC 1598749 Peci 1598797 1564461 48 1598795 1582383 46 1597854 1582546 -895
Chr2 Complement NT_039209.1 GGGTCAAACTGACCA 48594217 9230101F08Rik 48594265 48591386 48 48594265 48591386 48 48594171 48591478 -46
Chr12 Normal NT_039548.1 AGGTCAGCATCACCG 16736643 LOC208365 16736594 16799597 49 16736594 16799597 49 16736594 16799597 49
Chr10 Complement NT_039492.1 CTGTCAGGCTGACCT 8178470 9030406N13Rik 8213407 8169054 34937 8178524 8169054 54 8178398 8170650 -72
Chr19 Normal NT_039687.1 TGGTCCTGCTGACCC 18010500 LOC329050 18010446 18015333 54 18010446 18015333 54 18014724 18015005 -4224
Chr19 Normal NT_039689.1 TGGTCAAGATGACGT 4799826 Plce1 4799772 5061124 54 4799772 5060836 54 4799834 5058284 -8
Chr3 Complement NT_039239.1 GGGTCATATTGAGCC 14780403 LOC229752 14780458 14756027 55 14780458 14756027 55 14780458 14756027 55
Chr11 Normal NT_039515.1 AGGTCAGTGTGAACG 826858 LOC276995 826803 827853 55 826803 827853 55 826851 827853 7
Chr1 Normal NT_039170.1 TGGTCAACGTGAGCC 14129900 Cnnm4 14129843 14164807 57 14129843 14164807 57 14129932 14164464 -32
Chr18 Normal NT_039674.1 GGGTAGAGCTGACCT 22301520 LOC269001 22301463 22336854 57 22301463 22336854 57 22325339 22325887 -23819
Chr10 Complement NT_039502.1 GGGTCAGAGCGACGC 4006963 LOC237607 4007021 3971120 58 4007021 3971120 58 4007021 3971120 58
Chr11 Normal NT_039515.1 AGGCCACTGTGACCT 16865498 LOC327878 16865440 16866211 58 16865440 16866211 58 16865440 16866211 58
Chr14 Complement NT_039606.1 GGGTCTCGGTGACCC 14474740 Nef3 14474859 14469271 119 14474800 14470024 60 14474800 14470024 60
Chr12 Complement NT_039551.1 GGGTCATAATGATCG 29599297 Entpd5 29602903 29567126 3606 29599358 29569925 61 29590689 29570412 -8608
Chr4 Complement NT_039262.1 AGGGCAGGTTGACCA 26953079 Ifnab 26953141 26952566 62 26953141 26952566 62 26953141 26952569 62
Chr4 Normal NT_039261.1 AGGTCATGCTGCCCA 10548277 2610207I16Rik 10548086 10585211 191 10548213 10584586 64 10548282 10577230 -5
Chr15 Complement NT_039621.1 GGGTCACAGTGAACT 50929816 Cpt1b 50929880 50921214 64 50929880 50921214 64 50929861 50921580 45
Chr2 Normal NT_039205.1 GGGCCGGCCTGACCC 7646097 Endog 7645535 7736632 562 7646033 7648578 64 7646084 7648482 13
Chr6 Complement NT_039343.1 TGGTCATTGTAACCC 2856799 LOC330315 2856863 2793474 64 2856863 2793474 64 2805963 2793474 -50836
Chr9 Complement NT_039474.1 GGGTCATGTTGAGCA 11662583 LOC330961 11662647 11655951 64 11662647 11655951 64 11662647 11655951 64
Chr6 Complement NT_039347.1 AGCTCATAGTGACCT 436924 LOC232065 436990 436689 66 436990 436689 66 436981 436689 57
Chr6 Complement NT_039347.1 AGCTCATAGTGACCT 497282 LOC232067 497348 497049 66 497348 497049 66 497342 497049 60
Chr7 Normal NT_039399.1 AGGTCATGATGAACT 449280 Ceacam13 449204 458537 76 449213 458537 67 449285 458406 -5
Chr11 Complement NT_039520.1 AGTTCACACCGACCT 21621290 LOC195322 21621357 21620108 67 21621357 21620108 67 21621311 21620310 21
Chr15 Normal NT_039621.1 AGGTCAGGTTGCCCC 62439516 LOC278717 62439448 62538328 68 62439448 62538328 68 62439448 62538328 68
Chr2 Normal NT_039208.1 AGCTCAGACTGACCC 15689271 2410018M14Rik 15689202 15748801 69 15689202 15699014 69 15689245 15697734 26
ChrX Complement NT_039702.1 GGGTCACTTCGATCT 297568 LOC194739 297637 295876 69 297637 295876 69 297637 295876 69
Chr9 Normal NT_039474.1 GTGTCACTCCGACCT 11531220 LOC214424 11511743 11555903 19477 11531151 11555903 69 11531920 11554672 -700
Chr13 Complement NT_039578.1 GGGTCTTGGTGACCG 10628528 LOC328208 10628597 10610198 69 10628597 10610198 69 10628597 10610198 69
Chr3 Complement NT_039239.1 GGGTCATATTGAGCC 14897620 Amy2 14897690 14888234 70 14897690 14888234 70 14897675 14888268 55
Chr2 Normal NT_039210.1 AGGTCATCCTGTCCA 11479113 LOC195487 11479043 11582051 70 11479043 11479420 70 11479058 11479360 55
Chr15 Complement NT_039621.1 GAGTCAGCACGACCT 17476525 LOC210430 17476595 17476283 70 17476595 17476283 70 17476595 17476283 70
Chr2 Complement NT_039210.1 AGGTCAGAGTGTCCA 18175165 LOC241802 18175235 18151651 70 18175235 18151651 70 18175235 18151651 70
Chr11 Complement NT_039515.1 AAGTCAGCCTGACCC 13833431 LOC327869 13833502 13831846 71 13833502 13831846 71 13832809 13832519 -622
Chr17 Normal NT_039650.1 TGGTCGAAATGACCC 66491 Pcg-pending 66420 67796 71 66420 67796 71 67062 67412 -571
Chr17 Normal NT_039663.1 TGGTCGAAATGACCC 144368 Pcg-pending 144297 145673 71 144297 145673 71 144939 145289 -571
Chr5 Normal NT_039316.1 AGGGCAGCATGACCA 1854469 C4st2-pending 1835978 1856094 18491 1854397 1856094 72 1854477 1855736 -8
Chr17 Complement NT_039658.1 AGGTCAGTTTGGCCA 20467457 LOC195373 20467529 20420646 72 20467529 20420646 72 20467529 20420646 72
Chr6 Normal NT_039359.1 GGGTCCCCGTGACCG 2577234 LOC232430 2577162 2604498 72 2577162 2604498 72 2577393 2599191 -159
ChrX Complement NT_039738.1 TGGTCTGCATGACCT 173147 LOC333817 173219 3509 72 173219 3509 72 166237 159516 -6910
Chr6 Normal NT_039370.1 AGGTCCAGTCGACCC 169867 LOC243781 169794 171201 73 169794 171201 73 169794 171201 73
Chr5 Complement NT_039305.1 TGGTCATGGTGATCT 28428582 LOC231256 28428656 28426703 74 28428656 28426703 74 28428448 28427068 -134
ChrX Normal NT_039711.1 AGGTCAAGCTCACCA 7148471 LOC331475 7148397 7150095 74 7148397 7150095 74 7148963 7149394 -492
ChrX Normal NT_039746.1 TGGACAAAGTGACCC 8862 Zfp185 8788 27874 74 8788 26492 74 8977 25274 -115
ChrX Complement NT_039713.1 GGGTCACAATGACAT 8443112 LOC237008 8443187 8442882 75 8443187 8442882 75 8443187 8442882 75
Chr3 Normal NT_039230.1 GGGTCCCCCTGACCC 2296667 2810489O06Rik 2296591 2517109 76 2296591 2517109 76 2298372 2516043 -1705
Chr7 Normal NT_039399.1 AGGTCATGATGAACT 449280 Ceacam13 449204 458537 76 449204 452803 76 449285 458406 -5
Chr15 Complement NT_039621.1 AGGTCACCTTGCCCA 37967218 LOC332111 37967294 37960849 76 37967294 37960849 76 37967294 37960849 76
Chr8 Complement NT_039467.1 TGGTCAGTCTGAGCT 48031707 Zdhhc7 48031783 48020687 76 48031783 48020687 76 48027202 48021984 -4505
Chr2 Complement NT_039208.1 GAGTCACCTTGACCG 2012352 Slc25a12 2012595 1918562 243 2012429 1919013 77 2012370 1919422 18
Chr19 Complement NT_039687.1 AGGTCACTGTGACCA 2530020 LOC240543 2530098 2514337 78 2530098 2514337 78 2530098 2514337 78
Chr17 Complement NT_039656.1 TGGTCACCGTGTCCT 2197586 S3-12-pending 2197664 2192446 78 2197664 2192446 78 2197664 2193859 78
Chr15 Complement NT_039621.1 AGGACAAAGTGACCA 59622419 E330036L07Rik 59628933 59574032 6514 59622498 59577243 79 59622453 59578163 34
Chr17 Complement NT_039655.1 GGGTCACAGAGACCT 3244841 LOC210507 3244920 3230900 79 3244920 3230900 79 3244920 3230900 79
Chr9 Normal NT_039482.1 GGGTCGCCATGGCCC 8862853 3930402I10Rik 8862773 8873175 80 8862773 8873175 80 8862861 8871765 -8
Chr2 Normal NT_039209.1 TGGTGACACTGACCC 18665634 LOC241623 18665552 18737509 82 18665552 18705621 82 18701756 18705621 -36122
Chr1 Complement NT_039170.1 GGGTCTCCCTGACCC 41047337 Ndufs1 41047532 41014313 195 41047419 41014313 82 41041619 41014541 -5718
Chr15 Normal NT_039621.1 GGGTCACCCTGCCCG 15729221 AI461653 15729136 15760587 85 15729136 15760587 85 15729160 15758491 61
Chr5 Normal NT_039312.1 AGGTGACAATGACCT 10610589 LOC208908 10610503 10613611 86 10610503 10613611 86 10610659 10613599 -70
Chr3 Complement NT_039230.1 TGGTTACAATGACCT 11484442 LOC329657 11484529 11418538 87 11484529 11418538 87 11484529 11418538 87
Chr4 Complement NT_039264.1 GGGCCACTCTGACCT 18971115 MOR258-3 18971202 18970255 87 18971202 18970255 87 18971202 18970255 87
Chr4 Complement NT_039264.1 AGGTCACACTTACCA 16268726 Rad54l 16269362 16241997 636 16268813 16242632 87 16268741 16242839 15
Chr6 Complement NT_039356.1 AGATCAACGTGACCA 2413692 LOC330423 2413780 2413439 88 2413780 2413439 88 2413780 2413439 88
Chr11 Normal NT_039520.1 GGGTCAGCATGCCCC 36612380 0610030G03Rik 36611657 36614296 723 36612291 36614296 89 36612388 36613855 -8
Chr10 Complement NT_039490.1 AGGACACTGTGACCG 225795 LOC213763 225886 202968 91 225886 202968 91 225886 202968 91
Chr10 Complement NT_039501.1 AGTTCATGGCGACCC 2632539 LOC237582 2632630 2627604 91 2632630 2627604 91 2632630 2627604 91
Chr14 Normal NT_039609.1 AGGTCATTGTCACCA 3167486 LOC210775 3167393 3172340 93 3167393 3172340 93 3167393 3172340 93
Chr2 Complement NT_039209.1 AGGTCATAATCACCA 32150332 Gpr73l1 32154253 32139984 3921 32150426 32141021 94 32150426 32142200 94
Chr14 Complement NT_039609.1 CGGTCACCAGGACCC 20003725 2610025M23Rik 20003820 19983484 95 20003820 19983484 95 20003794 19984020 69
Chr13 Complement NT_039590.1 AGGTCGCCTTGAGCT 20148690 LOC218614 20148785 20119432 95 20148785 20119432 95 20148777 20121728 87
Chr17 Complement NT_039658.1 GGGTCAGCCTCACCT 17549003 Haao 17549099 17541581 96 17549099 17541581 96 17549075 17541868 72
Chr17 Normal NT_039649.1 TGGTCATGAAGACCT 11568636 Ly6g5c 11568539 11572192 97 11568539 11572192 97 11568539 11572192 97
Chr17 Normal NT_039662.1 TGGTCATGAAGACCT 1358099 Ly6g5c 1358002 1361651 97 1358002 1361651 97 1358002 1361651 97
Chr8 Complement NT_039467.1 CCGTCAGGCTGACCC 52463919 Agt 52469138 52456022 5219 52464017 52456022 98 52463985 52456364 66
Chr5 Normal NT_039325.1 TGCTCAATGTGACCC 152128 4930588N13Rik 152029 183268 99 152029 183268 99 173148 182727 -21020
Chr2 Complement NT_039209.1 CGGTCACTCTCACCT 27097405 LOC215091 27097504 27077753 99 27097504 27077753 99 27097483 27077753 78
Chr7 Normal NT_039436.1 TGGTCACCGTGAGCT 180199 LOC330666 180100 198618 99 180100 198560 99 180135 188063 64
Chr10 Normal NT_039494.1 TGGTCCTCCTGACCT 11398920 LOC331625 11398821 11414234 99 11398821 11414234 99 11398821 11414234 99
Chr9 Normal NT_039472.1 AGGTCATCCTGGCCG 23940964 1810021J13Rik 23940752 23955816 212 23940864 23955786 100 23950873 23955219 -9909
Chr13 Complement NT_039579.1 TGGTAAAAGTGACCT 4297755 LOC208799 4297855 4289379 100 4297855 4289379 100 4297704 4289396 -51
Chr7 Complement NT_039433.1 TGGTCACGGGGACCC 15953138 4732427B05 15953240 15945903 102 15953240 15945903 102 15953088 15947332 -50



Chr13 Complement NT_039578.1 AGGTCGCCATGGCCC 11632000 D630032B01Rik 11632102 11605473 102 11632102 11605473 102 11632009 11606002 9
Chr16 Normal NT_039624.1 AGGTCACTAGGACCC 19869033 Eif4a2 19868931 19875123 102 19868931 19875123 102 19868967 19874488 66
Chr2 Complement NT_039206.1 GGGCCAGGATGACCT 1553617 LOC227757 1553719 1553225 102 1553719 1553225 102 1553719 1553225 102
Chr2 Complement NT_039206.1 GGGCCAGGATGACCT 1676848 LOC329390 1676950 1676456 102 1676950 1676456 102 1676950 1676456 102
Chr2 Normal NT_039211.1 GGGTGGATCTGACCT 4488370 LOC236334 4488267 4585794 103 4488267 4566852 103 4488267 4566852 103
Chr9 Complement NT_039472.1 GGGTCACGGTGACTA 7895179 Keap1 7895680 7886079 501 7895284 7886981 105 7894057 7887050 -1122
Chr3 Complement NT_039226.1 GGGTCGGGATGACCC 6045153 Tpd52 6045292 5968378 139 6045258 5969349 105 6045237 5970913 84
Chr11 Complement NT_039520.1 GGGGCACACTGACCT 44275223 LOC327986 44275329 44271789 106 44275329 44271789 106 44273126 44271852 -2097
Chr16 Complement NT_039624.1 GGGTCTCTTTGACCT 29596057 LOC328661 29596163 29592373 106 29596163 29592373 106 29596163 29592373 106
Chr3 Normal NT_039234.1 GGGTCGCCGGGACCT 17797292 LOC229445 17797185 17821295 107 17797185 17807570 107 17797234 17806943 58
Chr9 Normal NT_039473.1 AGCTCAAAATGACCA 26417 LOC244812 26310 62958 107 26310 62958 107 26310 62958 107
Chr17 Complement NT_039649.1 GGGTCACCTGGACCT 4098096 LOC207766 4098204 4081765 108 4098204 4081765 108 4098204 4081765 108
Chr12 Complement NT_039539.1 TGGACACGTTGACCT 97407 LOC268516 97515 96748 108 97515 96748 108 97515 96748 108
Chr7 Complement NT_039428.1 TGGTGAACTTGACCT 5688895 Aldh1a3 5689056 5652476 161 5689004 5653450 109 5688991 5654270 96
Chr17 Complement NT_039658.1 AGGGCAGCGCGACCC 22543836 Lhcgr 22543957 22492258 121 22543945 22494102 109 22543940 22494546 104
Chr17 Complement NT_039658.1 AGGTCACAATGAGCC 26593513 LOC225101 26593622 26593085 109 26593622 26593085 109 26593622 26593085 109
Chr2 Complement NT_039210.1 AGGGCAGACTGACCT 15714440 AI481105 15714551 15710475 111 15714551 15710475 111 15714542 15711401 102
Chr12 Normal NT_039551.1 AAGTCAGTGTGACCC 19468726 LOC238268 19468614 19480600 112 19468614 19480600 112 19468614 19480600 112
Chr4 Normal NT_039266.1 TGGTCATCCTGCCCT 3840700 LOC329955 3840588 3842743 112 3840588 3842743 112 3840600 3842059 100
Chr7 Complement NT_039446.1 AGGTAAGCATGACCC 97026 LOC280564 97139 96855 113 97139 96855 113 97139 96855 113
Chr2 Complement NT_039210.1 GGGTCAAGATGAGCA 7223233 LOC329550 7223347 7221447 114 7223347 7221447 114 7222162 7221821 -1071
Chr18 Normal NT_039674.1 GGGGCAAGGTGACCC 5953107 LOC328893 5952992 5963889 115 5952992 5963889 115 5952992 5963889 115
Chr19 Complement NT_039684.1 AGGTCAGGCTGGCCC 441471 LOC225847 441588 434415 117 441588 434415 117 436288 434537 -5183
Chr9 Normal NT_039471.1 AGGTCAGAATGGCCC 2747402 LOC234902 2747285 2786943 117 2747285 2786943 117 2747285 2786943 117
Chr10 Normal NT_039495.1 GGTTCGATTTGACCC 4746578 E130315B21Rik 4746459 4754662 119 4746459 4754662 119 4746880 4753802 -302
Chr7 Complement NT_039433.1 GGGTCACTGTCACCA 21224340 1110003P22Rik 21225105 21214102 765 21224460 21214433 120 21224217 21215208 -123
Chr6 Complement NT_039361.1 CGGTCAGGACGACCC 498825 4933424B01Rik 499021 470820 196 498945 470820 120 497634 471132 -1191
Chr7 Complement NT_039428.1 GGGTCACCATCACCA 17704505 LOC208419 17704625 17645349 120 17704625 17645349 120 17704497 17645795 -8
Chr2 Complement NT_039205.1 AGGTCGTTCTGTCCC 4410092 Surf4 4410714 4396824 622 4410213 4396824 121 4410108 4398691 16
Chr5 Complement NT_039308.1 TGGTCCCTCTGACCC 6416273 LOC333040 6416395 6361862 122 6416395 6361862 122 6416395 6361862 122
Chr8 Normal NT_039467.1 CGGTCAGTGTGACCA 15880891 Adcy7 15880768 15938326 123 15880768 15937395 123 15914965 15936183 -34074
Chr3 Complement NT_039228.1 TGGTCAGACTGAACC 2300977 LOC332740 2301100 2287097 123 2301100 2287097 123 2301100 2287097 123
Chr2 Complement NT_039210.1 GGCTCGTCTTGACCC 919899 2810406K24Rik 920023 917905 124 920023 917905 124 919709 918507 -190
Chr17 Complement NT_039649.1 GGGTCAGGCTGACAA 4610558 LOC224651 4610683 4607300 125 4610683 4607300 125 4610252 4609926 -306
Chr13 Complement NT_039578.1 TGTTCATTCTGACCT 13547743 LOC331916 13547868 13464713 125 13547868 13464713 125 13547868 13464713 125
Chr7 Normal NT_039399.1 AGGTCATGATGAACT 505542 Ceacam12 505415 511298 127 505415 511298 127 505547 511278 -5
Chr11 Normal NT_039520.1 TGGTCAATCTGAACC 9864046 D11Ertd175e 9863898 9867860 148 9863919 9867860 127 9863964 9867363 82
Chr10 Normal NT_039496.1 AGCTCAGAGTGACCT 4747218 LOC331646 4747091 4798278 127 4747091 4798278 127 4747091 4798278 127
Chr10 Normal NT_039501.1 GGGTCAGGGGGACCA 1850317 0610007H07Rik 1843434 1867366 6883 1850189 1867353 128 1850209 1867282 108
Chr2 Complement NT_039202.1 AGGTCCTGCTGACCC 3184241 2310005D12Rik 3184416 3160155 175 3184369 3160510 128 3184354 3161030 113
Chr2 Normal NT_039209.1 AGGTCATGAGGACCC 7609068 LOC212819 7608940 8091942 128 7608940 7614602 128 7608940 7614602 128
Chr8 Normal NT_039464.1 AGGTCATCTTGACAG 359108 Slc27a1 358949 377131 159 358980 376968 128 360794 376488 -1686
Chr2 Normal NT_039211.1 TGGCCACCGTGACCC 2046379 Tcfap2c 2046229 2371247 150 2046250 2055245 129 2046471 2054012 -92
Chr13 Normal NT_039589.1 GGGTGGCACTGACCC 4066395 LOC238711 4066265 4075701 130 4066265 4075701 130 4066265 4075701 130
Chr9 Complement NT_039472.1 GGGTCATCTTGTCCA 548036 LOC272573 548166 499597 130 548166 499597 130 548166 499597 130
Chr8 Complement NT_039467.1 GGGTCGGACTCACCT 51497168 2810427I04Rik 51497403 51487355 235 51497300 51487638 132 51497211 51488631 43
Chr9 Normal NT_039472.1 TGGTCATCTTGATCT 26449000 LOC235257 26448867 26449805 133 26448867 26449805 133 26448867 26449805 133
Chr4 Normal NT_039260.1 GGGTCAGTGTGAGCG 5278566 9030425C21Rik 5278416 5339412 150 5278431 5336618 135 5285328 5335239 -6762
Chr1 Normal NT_039167.1 AGGTCAGGTAGACCA 9623430 LOC212020 9623294 9652131 136 9623294 9652131 136 9623393 9652131 37
Chr7 Normal NT_039433.1 GGGTCATGATTACCA 21797481 Nsccn1 21797345 21800103 136 21797345 21800103 136 21797621 21798895 -140
Chr18 Complement NT_039674.1 GGGTCACCGTAACCA 34040611 LOC213236 34040748 34038206 137 34040748 34038206 137 34040197 34038567 -414
Chr10 Complement NT_039491.1 AGATCAAAATGACCA 2585559 LOC331593 2585696 2567862 137 2585696 2567862 137 2585696 2567862 137
Chr3 Complement NT_039239.1 AGGTGACACTGACCT 6516740 BC003236 6530897 6481289 14157 6516878 6481335 138 6510639 6482240 -6101
Chr7 Complement NT_039433.1 AGCTCGACCTGACCT 3594019 LOC209084 3594157 3592795 138 3594157 3592795 138 3594157 3592795 138
Chr2 Normal NT_039209.1 GCGTCACTATGACCA 32357203 LOC332665 32357063 32450004 140 32357063 32367045 140 32357063 32367045 140
Chr2 Complement NT_039209.1 AGGTCAGGATGACAA 11190987 MOR248-7 11191128 11190190 141 11191128 11190190 141 11191128 11190190 141
Chr11 Complement NT_039520.1 GGGTCGGACTCACCC 12313655 Ril-pending 12313843 12299758 188 12313796 12299760 141 12313760 12299863 105
ChrX Complement NT_039703.1 TGGTCACTGTCACCT 114802 LOC331415 114944 112946 142 114944 112946 142 114496 113930 -306
Chr11 Complement NT_039521.1 AGGACAGAGCGACCC 31609756 1810073N04Rik 31609979 31562630 223 31609899 31577531 143 31609737 31577708 -19
Chr6 Normal NT_039341.1 AGGTCCAGTCGACCC 10300022 LOC195601 10299879 10301286 143 10299879 10301286 143 10299879 10301286 143
Chr7 Complement NT_039433.1 GGCTCAGCTCGACCT 3594014 LOC209084 3594157 3592795 143 3594157 3592795 143 3594157 3592795 143
Chr3 Complement NT_039229.1 TGTTCAAGATGACCC 7638542 LOC241992 7638686 7580446 144 7638686 7580446 144 7638686 7580446 144
Chr2 Complement NT_039208.1 AGGTGACAGTGACCA 21137665 Ors16 21137809 21136883 144 21137809 21136883 144 21137809 21136883 144
Chr16 Normal NT_039625.1 AGGTAAGCGCGACCC 26514094 Ifngr2 26513922 26530088 172 26513947 26530088 147 26514026 26529914 68
Chr2 Normal NT_039210.1 TGGTCAGGCTGAACC 5440191 Myl9 5440044 5520284 147 5440044 5446304 147 5443192 5445809 -3001
Chr2 Complement NT_039222.1 GGGTCAGGCCGGCCC 81860 Endog 82506 79463 646 82008 79463 148 81957 79559 97
Chr19 Normal NT_039695.1 GGGACGGCGTGACCC 885 Fgf8 694 6801 191 736 6801 149 935 6629 -50
Chr11 Complement NT_039515.1 AGGTCACACAGACCA 7278818 LOC237649 7278967 7269401 149 7278967 7269401 149 7278967 7269401 149
Chr14 Normal NT_039606.1 TGGTCACTGCGACCT 702627 1810020M02Rik 702477 711300 150 702477 711300 150 702488 710084 139
Chr16 Complement NT_039627.1 GGGTCAGATAGACCC 218491 Itgb2l 218641 197131 150 218641 197131 150 214007 197831 -4484
Chr7 Normal NT_039420.1 AGGGCAGAGTGACCT 1148407 LOC243961 1148257 1197592 150 1148257 1197592 150 1148257 1197592 150
Chr17 Complement NT_039649.1 AGGTCACGGCGACCC 2381949 MGC31216 2382121 2376055 172 2382100 2376435 151 2382032 2376964 83
Chr10 Normal NT_039500.1 GGGTCGGCTTGGCCT 1831761 Sycp3 1831610 1845382 151 1831610 1845382 151 1831689 1845105 72
Chr4 Normal NT_039260.1 GAGTCAGTGTGACCC 2435972 2610042J10Rik 2435820 2454791 152 2435820 2454141 152 2439105 2453781 -3133
Chr1 Complement NT_039173.1 GAGTCAAAATGACCC 3256934 LOC332476 3257086 3149326 152 3257086 3149326 152 3257086 3149326 152
Chr9 Complement NT_039472.1 AGGTCACAGTGTCCC 8741186 Sitpec-pending 8741338 8727712 152 8741338 8728775 152 8731326 8728775 -9860
Chr19 Complement NT_039692.1 GGGTCACGCCGTCCC 6200445 Fgf8 6200640 6194536 195 6200598 6194536 153 6200409 6194708 -36
Chr3 Complement NT_039230.1 GGGTCCCCCTGACCC 2296667 LOC329640 2296820 2293650 153 2296820 2293650 153 2296263 2295964 -404
Chr11 Complement NT_039520.1 TGGGCAAAGTGACCT 36917169 C78606 36921656 36906738 4487 36917323 36906738 154 36917083 36908428 -86
Chr1 Normal NT_039180.1 AGGTCACCGTGTCCA 16006686 LOC210918 16006532 16013643 154 16006532 16013643 154 16006532 16013643 154
Chr3 Complement NT_039242.1 AGGCCACAGTGACCG 22951207 Lhx8 22951362 22927009 155 22951362 22927009 155 22951063 22927670 -144
Chr7 Normal NT_039429.1 GGTTCGAACTGACCC 21772518 MOR2-1 21772363 21773316 155 21772363 21773316 155 21772363 21773316 155
Chr15 Complement NT_039621.1 AGGTCACTCTGGCCG 39877330 Tmprss6-pending 39877633 39848677 303 39877485 39848681 155 39874348 39849219 -2982
Chr10 Normal NT_039500.1 AGGTCACTGTGAGCG 30514778 AI314111 30514621 30518967 157 30514621 30518967 157 30517573 30517932 -2795
Chr18 Complement NT_039674.1 AGGTCAGCCTGGCCC 20901573 LOC332292 20901730 20888645 157 20901730 20888645 157 20901730 20888645 157
Chr15 Complement NT_039618.1 TGGTCAAGGGGACCC 2999346 LOC245564 2999504 2998439 158 2999504 2998439 158 2999151 2998663 -195
Chr7 Normal NT_039414.1 GGGTCACCTTGTCCT 154990 LOC277943 154832 155226 158 154832 155226 158 154832 155226 158
Chr11 Complement NT_039521.1 GGGACATCTTGACCT 19306619 Cacng5 19337292 19296842 30673 19306778 19299589 159 19306778 19299589 159
Chr13 Complement NT_039589.1 AGGACGCCGTGACCC 15259046 LOC238761 15259205 15243244 159 15259205 15243244 159 15259205 15243244 159
Chr1 Normal NT_039185.1 TGGTCAGTGTTACCT 11022172 LOC240898 11022013 11061981 159 11022013 11061981 159 11022013 11061981 159
Chr10 Normal NT_039495.1 GGCTCAGAGTGACCC 1154007 2010002E04Rik 1153846 1172177 161 1153846 1171946 161 1153954 1171797 53
ChrX Normal NT_039710.1 AGGTGGGAGTGACCC 2960889 LOC194776 2960728 2961621 161 2960728 2961621 161 2960728 2961621 161
Chr10 Complement NT_039501.1 AGGTCGAGATGAGCC 3271510 Tbk1 3274138 3233810 2628 3271671 3233961 161 3271633 3234488 123
Chr17 Normal NT_039658.1 TGGTCACCCTGTCCT 24184405 LOC210811 24184243 24210467 162 24184243 24210467 162 24210017 24210409 -25612
Chr6 Normal NT_039355.1 TGTTCAAAGTGACCT 8648382 LOC211133 8648220 8744249 162 8648220 8744249 162 8672501 8744249 -24119



Chr8 Normal NT_039467.1 GGGTCTGCTCGACCT 22320190 6330544B05Rik 22319872 22332204 318 22320027 22327692 163 22320136 22326390 54
Chr8 Complement NT_039467.1 GGGTCACCATCACCC 44708761 LOC234774 44708924 44686086 163 44708924 44686086 163 44708924 44686086 163
Chr4 Normal NT_039266.1 GGGTCAAATTGCCCA 4390140 Rhced 4389918 4421547 222 4389977 4421356 163 4389977 4421356 163
Chr5 Normal NT_039312.1 GGGTCAGAGTGACTT 14409 C530024P05Rik 14244 18408 165 14244 18408 165 14759 15346 -350
Chr3 Normal NT_039234.1 TGGTCATGGTGAACC 11227912 LOC329674 11227747 11229126 165 11227747 11229126 165 11227747 11229126 165
Chr5 Complement NT_039317.1 GGCTCAGCTCGACCC 553566 LOC330230 553732 540620 166 553732 540620 166 553732 540620 166
Chr11 Normal NT_039520.1 AGGCCGACGTGACCC 36970137 0610009H04Rik 36969886 36975245 251 36969969 36974998 168 36972361 36974967 -2224
Chr19 Complement NT_039684.1 AGATCATGGTGACCT 526402 4933430F08Rik 550384 518555 23982 526570 518555 168 526513 519033 111
Chr5 Complement NT_039312.1 AGGTCGACTTGACAC 9580978 Fbxl10 9581146 9518996 168 9581146 9518996 168 9580975 9520033 -3
Chr14 Normal NT_039606.1 GGGTCAAGGTGACCG 2195668 LOC219093 2195500 2206012 168 2195500 2205618 168 2204318 2204602 -8650
Chr17 Complement NT_039655.1 TGGTCAGCGAGACCC 8135356 Nfya 8135623 8111588 267 8135524 8112627 168 8125571 8113983 -9785
Chr3 Complement NT_039234.1 TGTTCAAAGTGACCC 15472319 0610010I20Rik 15472631 15448139 312 15472488 15448139 169 15472319 15448329 0
Chr12 Normal NT_039551.1 ATGTCGGGGTGACCC 14881196 1110015E18Rik 14881017 14900378 179 14881027 14900378 169 14893800 14899553 -12604
Chr5 Normal NT_039311.1 TGGTCACTTTGTCCC 205828 1110001J12Rik 198601 224598 7227 205658 224598 170 205919 222471 -91
Chr11 Complement NT_039521.1 AGGTCAGCGTGGCCC 31690057 2900052L18Rik 31690228 31687631 171 31690228 31687631 171 31689789 31689457 -268
Chr13 Normal NT_039589.1 ATGTCAGTATGACCC 19024240 LOC331955 19024069 19079350 171 19024069 19079350 171 19024088 19079350 152
Chr1 Normal NT_039172.1 GGGTCTCAGTGACCA 4630982 4933429D11Rik 4630810 4682474 172 4630810 4682474 172 4630847 4682095 135
Chr11 Normal NT_039521.1 AGGTGAAATTGACCA 7261271 Gngt2 7255645 7264158 5626 7261099 7264158 172 7263486 7264037 -2215
Chr7 Normal NT_039424.1 AGGTGACCCCGACCT 529726 LOC233246 529554 612839 172 529554 612839 172 537979 602196 -8253
Chr11 Normal NT_039521.1 GCGTCATCATGACCA 6048426 AA959742 6048197 6063645 229 6048253 6063645 173 6048434 6061970 -8
Chr1 Normal NT_039192.1 GGGTCAGTGTGCCCA 96305 Sox13 64912 106993 31393 96132 106993 173 96134 106770 171
Chr3 Complement NT_039228.1 TGCTCAGGCTGACCT 3715853 Gnb4 3730687 3697414 14834 3716027 3698934 174 3715987 3699006 134
Chr8 Complement NT_039462.1 GGGCCAGGCCGACCC 6153701 Slc5a5 6153908 6144387 207 6153875 6144997 174 6153812 6145359 111
Chr1 Normal NT_039174.1 CGGACAAGCTGACCC 7551581 LOC241177 7551404 7551750 177 7551404 7551750 177 7551404 7551750 177
Chr5 Normal NT_039302.1 CGGTCACATTGGCCT 3034336 LOC242941 3034159 3060471 177 3034159 3060471 177 3034159 3060471 177
Chr4 Complement NT_039262.1 AGGTCACTGTGAGCC 11861286 LOC242505 11861571 11785072 285 11861464 11785072 178 11851420 11786792 -9866
Chr5 Normal NT_039312.1 GGGTCATTCTGCCCT 11103063 LOC330193 11096237 11117636 6826 11102883 11117636 180 11103432 11116822 -369
Chr12 Complement NT_039539.1 TGCTCATGGTGACCC 2093039 LOC328056 2093220 2090042 181 2093220 2090042 181 2092068 2091784 -971
Chr2 Complement NT_039209.1 GGGTCAGCACGTCCT 46335987 A230067G21 46336170 46244220 183 46336170 46244220 183 46336065 46245702 78
Chr4 Normal NT_039266.1 TGGTCACCTTGATCT 10711259 LOC329971 10711074 10711673 185 10711074 10711673 185 10711074 10711673 185
Chr17 Complement NT_039649.1 GGGTCGTCCTGATCC 2327832 LOC214917 2328421 2326142 589 2328018 2326142 186 2327238 2326182 -594
Chr12 Complement NT_039539.1 AGGGCAGTGCGACCT 8339966 Msgn1 8340152 8339586 186 8340152 8339586 186 8340152 8339586 186
Chr4 Normal NT_039268.1 CAGTCATAGTGACCT 8774816 2310042D19Rik 8774570 8780009 246 8774629 8780009 187 8775703 8778522 -887
Chr4 Complement NT_039260.1 GGGTCCTCACGACCC 714237 Gba2 714732 702804 495 714424 702812 187 714222 703064 -15
Chr1 Complement NT_039180.1 TGGGCACACTGACCC 15333336 Sox13 15364742 15322608 31406 15333523 15322608 187 15333521 15322830 185
Chr7 Normal NT_039410.1 TGGACAATGTGACCC 12040 Cyp2b9 11851 172425 189 11851 172425 189 11851 172049 189
Chr8 Normal NT_039455.1 GGGTCACGGTGACCT 683923 Map2k7 683488 696169 435 683734 690921 189 688147 690577 -4224
Chr9 Complement NT_039471.1 AGGTCGGTGTGATCT 9141140 LOC234928 9141330 9004017 190 9141330 9004017 190 9141330 9004017 190
Chr15 Normal NT_039621.1 GGGTCGGGCTGACCC 50578683 5730502D15Rik 50573678 50589491 5005 50578492 50589491 191 50583436 50588491 -4753
Chr8 Normal NT_039457.1 AGGTCATCCTGAGCC 2433002 6430573F11Rik 2432810 2488223 192 2432810 2488223 192 2483625 2487855 -50623
Chr17 Complement NT_039649.1 AGGTCACCTCGATCT 11417815 LOC328805 11418008 11416671 193 11418008 11416671 193 11417902 11417318 87
Chr17 Complement NT_039662.1 AGGTCACCTCGATCT 1207284 LOC333739 1207477 1206140 193 1207477 1206140 193 1207371 1206787 87
Chr4 Normal NT_039268.1 TGGTCATGTTGTCCC 3454883 Tnfrsf9 3443945 3474587 10938 3454689 3474587 194 3459229 3474253 -4346
Chr17 Complement NT_039650.1 GGGTCAGGGTGATCC 812756 LOC224748 812951 810810 195 812951 810810 195 812951 810810 195
Chr17 Complement NT_039661.1 GGGTCAGGGTGATCC 176499 LOC333715 176694 174553 195 176694 174553 195 176694 174553 195
Chr1 Complement NT_039171.1 AGGTCAAAGTCACCG 96629 Tuba4 97465 92574 836 96824 93156 195 96795 93222 166
Chr5 Normal NT_039305.1 AGCTCAAGGTGACCA 31818678 4631409J12 31818475 31836162 203 31818482 31833410 196 31818575 31833240 103
ChrX Complement NT_039711.1 TGGTCAAGGGGACCC 10322310 LOC279610 10322506 10321379 196 10322506 10321379 196 10322115 10321627 -195
Chr17 Normal NT_039649.1 AGGTCAGGGTGACAG 1695803 LOC207209 1695606 1704615 197 1695606 1704615 197 1695606 1704615 197
Chr16 Normal NT_039624.1 TGGTCATGTTGAGCC 17559438 LOC208946 17559240 17574250 198 17559240 17574250 198 17559240 17574250 198
Chr1 Complement NT_039171.1 GAGTCGGGCTGACCC 58173 Abcb6 58387 49656 214 58374 49853 201 58129 49893 -44
Chr14 Normal NT_039606.1 AGCTCATGATGACCT 1213069 LOC268744 1212868 1216076 201 1212868 1216076 201 1213052 1213453 17
Chr1 Complement NT_039170.1 TGGTCATGCTGCCCC 8558035 LOC226954 8558237 8534457 202 8558237 8534457 202 8558237 8534457 202
Chr1 Complement NT_039170.1 TGGTCATGCTGTCCC 8578975 LOC226955 8579177 8566755 202 8579177 8566755 202 8579177 8566755 202
Chr1 Complement NT_039170.1 TGGTCATGCTGTCCC 8586679 LOC226956 8586881 8586414 202 8586881 8586414 202 8586881 8586414 202
Chr8 Normal NT_039455.1 AGGTCACTTTGATCC 12271628 LOC244320 12271426 12359627 202 12271426 12359627 202 12271426 12359627 202
Chr6 Complement NT_039350.1 GGGACGACTTGACCT 2745157 Tcf3 2745657 2584527 500 2745359 2584527 202 2745355 2584720 198
Chr8 Complement NT_039462.1 GGGTCACAGTTACCA 5137615 1110031K21Rik 5137818 5136694 203 5137818 5136694 203 5137801 5137184 186
Chr15 Normal NT_039621.1 AGGTCAAGGCGTCCC 43306798 Aco2 43306457 43349279 341 43306595 43349279 203 43306601 43348908 197
Chr11 Normal NT_039521.1 AGGGCACCGCGACCC 10267752 LOC268480 10267549 10271428 203 10267549 10271428 203 10267847 10269629 -95
Chr3 Complement NT_039234.1 AGGTCTTAATGACCG 4783736 4921524P20Rik 4783940 4671881 204 4783940 4671881 204 4773907 4673441 -9829
Chr8 Normal NT_039467.1 GGGTCACACTGAACG 49081589 Foxl1 49081384 49082394 205 49081384 49082394 205 49081384 49082394 205
Chr2 Normal NT_039208.1 TGGTCAGTCTTACCT 7538166 LOC228067 7537961 7577772 205 7537961 7540625 205 7539564 7540614 -1398
Chr12 Normal NT_039539.1 CGGTCAGCCTGCCCT 1001700 Adcy3 1000718 1082975 982 1001494 1081514 206 1001639 1081423 61
Chr8 Normal NT_039467.1 TGGTCATGGTGAACC 11456887 LOC333320 11456680 11457122 207 11456680 11457122 207 11456680 11457122 207
Chr10 Complement NT_039495.1 CGTTCATCCTGACCC 8799689 D10Ucla1 8799898 8789901 209 8799898 8789901 209 8799857 8791733 168
Chr3 Complement NT_039240.1 GGGTCATATTGAGCC 1100 LOC269487 1310 230 210 1310 230 210 1155 439 55
Chr8 Normal NT_039455.1 TTGTCAAAGTGACCT 16479565 LOC333279 16479354 16532360 211 16479354 16532360 211 16479354 16532360 211
Chr7 Normal NT_039433.1 GGGTGATGGTGACCC 22365467 LOC210686 22365255 22397783 212 22365255 22397783 212 22365255 22397783 212
Chr1 Normal NT_039185.1 GGGTGATAGTGACCC 15702588 LOC332535 15702376 15728853 212 15702376 15728853 212 15702376 15728853 212
Chr11 Complement NT_039520.1 TGGTCAAACTGGCCC 35280307 Cpd 35280521 35215114 214 35280521 35215514 214 35280491 35215709 184
Chr8 Complement NT_039467.1 GGGTCGAAGTGGCCC 33082542 A630024J02Rik 33082767 33068850 225 33082757 33078324 215 33082752 33079602 210
Chr14 Normal NT_039595.1 AGGTCATCATGACCT 6513257 LOC331984 6513042 6515962 215 6513042 6515962 215 6513042 6515962 215
Chr1 Normal NT_039201.1 GGGTCACTCGGACCG 57084 Adam23 56868 196728 216 56868 184299 216 57189 184244 -105
Chr4 Normal NT_039265.1 GGGTGAGTCTGACCG 6040070 LOC329942 6039853 6249129 217 6039853 6249129 217 6039899 6110927 171
Chr2 Complement NT_039208.1 AGGTCAGAGTGAGCT 11356224 LOC332625 11356442 11349341 218 11356442 11349341 218 11356442 11349341 218
Chr7 Complement NT_039433.1 GGGACAGACTGACCA 11704560 Arl6ip 11704779 11694018 219 11704779 11694018 219 11704621 11695409 61
Chr15 Complement NT_039621.1 TGGTCACTTTGATCC 50630948 Hdac10 50631189 50625798 241 50631167 50625802 219 50630285 50626975 -663
ChrX Complement NT_039700.1 AGGTCACCACGATCC 154873 LOC278178 155092 154217 219 155092 154217 219 155092 154217 219
Chr11 Complement NT_039521.1 AGGTCAGGTTGTCCA 28304332 Sfrs2 28304559 28301273 227 28304551 28301376 219 28304398 28303497 66
Chr5 Normal NT_039324.1 GGGTCACGGCGTCCT 721965 LOC207424 721745 723122 220 721745 723122 220 721817 723052 148
Chr13 Complement NT_039578.1 GGTTCAAGGTGACCA 7980322 Gpx5 7980543 7974290 221 7980543 7974290 221 7980517 7975223 195
Chr18 Normal NT_039674.1 GGGTCACGGTCACCG 66615564 LOC328983 66615343 66616351 221 66615343 66616351 221 66615809 66616302 -245
Chr11 Complement NT_039521.1 GGGTCTTCCCGACCC 31926043 LOC208894 31926266 31924162 223 31926266 31924162 223 31926082 31924309 39
Chr3 Normal NT_039234.1 TGGTCATCCTGCCCC 2213323 LOC207924 2213099 2225693 224 2213099 2225693 224 2213099 2225693 224
Chr3 Complement NT_039239.1 CGGCCAGACTGACCT 9647145 1200014F01Rik 9647391 9634783 246 9647370 9634783 225 9646946 9635634 -199
Chr10 Normal NT_039510.1 GGGTCACAGTGACCG 548589 A330070M20Rik 548363 666589 226 548363 666589 226 557273 666159 -8684
Chr11 Complement NT_039521.1 GGGTCGTAGTGGCCC 711692 Nog 711918 711220 226 711918 711220 226 711918 711220 226
ChrX Complement NT_039710.1 CGGTCAAACAGACCT 2280763 Pola1 2280989 1953601 226 2280989 1953601 226 2280945 1954505 182
Chr9 Complement NT_039474.1 AGGTCAGTATCACCA 1094204 LOC333391 1094431 1064812 227 1094431 1064812 227 1094431 1064812 227
Chr19 Normal NT_039684.1 GGGTCACCATGGCCG 726360 Pola2 726075 749868 285 726133 749868 227 726368 749554 -8
Chr2 Complement NT_039209.1 AGGTCAGCTCGTCCC 39973621 2610101J03Rik 39973849 39923079 228 39973849 39923079 228 39971699 39923805 -1922
Chr17 Complement NT_039657.1 GGGCCAGGCTGACCT 668188 Tnfsf14 668416 663731 228 668416 663731 228 668308 664750 120
Chr14 Complement NT_039599.1 AGTTCAGAATGACCT 2783884 LOC268734 2784114 2734051 230 2784114 2734051 230 2784056 2734051 172
Chr5 Normal NT_039312.1 GGGTCAAGGTGAGCC 7432791 Oas1b 7432556 7476131 235 7432560 7441345 231 7432619 7441225 172



Chr13 Normal NT_039578.1 GGGTCACTCTGACAA 15709700 C030039E19Rik 15709468 15710689 232 15709468 15710689 232 15710268 15710552 -568
Chr7 Complement NT_039420.1 GGGTCGCGGGGACCC 2212162 Lin7b 2212395 2209497 233 2212395 2209497 233 2212389 2209497 227
Chr4 Normal NT_039266.1 GGGTCGCTCTGTCCC 12981930 A230053A07Rik 12981696 13002944 234 12981696 13002944 234 12982086 13001934 -156
Chr5 Complement NT_039312.1 GGGTCTAGGTGACCT 1183356 Trpv4 1183590 1147785 234 1183590 1147785 234 1169903 1148328 -13453
Chr10 Complement NT_039500.1 ACGTCGTTTTGACCC 13738674 LOC237499 13738909 13725005 235 13738909 13725005 235 13738909 13725005 235
Chr5 Complement NT_039314.1 GGGTCAAACAGACCT 34283 LOC269709 34518 18829 235 34518 18829 235 29704 19837 -4579
Chr17 Normal NT_039655.1 AGGTCACGGTGACTG 7972101 Trem3 7971866 7981372 235 7971866 7981372 235 7971866 7981002 235
Chr12 Normal NT_039539.1 GGGTCGGCCGGACCC 1001730 Adcy3 1000718 1082975 1012 1001494 1081514 236 1001639 1081423 91
Chr3 Complement NT_039234.1 AGGACACTGTGACCA 16541486 LOC213555 16541722 16536346 236 16541722 16536346 236 16541719 16536346 233
Chr14 Complement NT_039606.1 AGGTCATTGTGACTT 2432418 Mcpt8 2432655 2429624 237 2432655 2429624 237 2432645 2429706 227
Chr7 Normal NT_039435.1 TGGGCAAGATGACCC 6328702 LOC233950 6328464 6393711 238 6328464 6393711 238 6328464 6393711 238
Chr4 Complement NT_039263.1 GGGTCCAGCTGACCG 9392782 Bbp 9393021 9365129 239 9393021 9365129 239 9392992 9367693 210
Chr13 Complement NT_039587.1 AGGACGCCGTGACCC 2258759 LOC218301 2258998 2257629 239 2258998 2257629 239 2258538 2257753 -221
Chr9 Complement NT_039472.1 GGGTCAATAGGACCA 16303687 LOC330910 16303926 16302158 239 16303926 16302158 239 16302477 16302163 -1210
Chr4 Normal NT_039268.1 GGGTCAGGGGGACCC 8376888 0610033H09Rik 8376274 8378129 614 8376648 8378059 240 8377018 8377994 -130
Chr10 Complement NT_039496.1 CGGTCACTGTGACCC 1599258 A330070M20Rik 1599498 1480993 240 1599498 1480993 240 1590545 1481423 -8713
Chr2 Normal NT_039209.1 AGGTGAGACTGACCG 21206277 2310003F16Rik 21206033 21293788 244 21206036 21207374 241 21206041 21207179 236
Chr18 Normal NT_039676.1 GGGTCAGCCTCACCT 1132639 LOC240435 1132398 1141764 241 1132398 1141764 241 1132398 1141764 241
Chr13 Complement NT_039586.1 CAGTCATTATGACCT 7060711 LOC328266 7060952 7013952 241 7060952 7013952 241 7060691 7013952 -20
Chr17 Complement NT_039658.1 AGGTCATTCTGTCCT 27193131 LOC225107 27193374 27144587 243 27193374 27144587 243 27193374 27144587 243
ChrX Complement NT_039702.1 AGGTCATCTTAACCA 10799162 LOC331406 10799405 10797323 243 10799405 10797323 243 10799121 10798804 -41
Chr10 Complement NT_039500.1 AGGTCGCAGTGACCA 31268165 Mdm2 31269366 31247368 1201 31268410 31248673 245 31268406 31248673 241
Chr9 Complement NT_039474.1 AGGTCACCTCGACTC 3748141 Scamp5 3748424 3721830 283 3748387 3724148 246 3732352 3724172 -15789
Chr13 Normal NT_039579.1 TGGTAAAATTGACCC 92354 Spi13 90369 101573 1985 92108 100859 246 92108 100859 246
Chr1 Normal NT_039180.1 GGGTCCTGTTGACCC 15267802 LOC195393 15267555 15269950 247 15267555 15269950 247 15267555 15269950 247
Chr2 Complement NT_039209.1 AGGTGGCTCTGACCC 46335922 A230067G21 46336170 46244220 248 46336170 46244220 248 46336065 46245702 143
Chr11 Complement NT_039520.1 GGGTCATGCTGACAG 16732431 LOC216773 16732679 16725905 248 16732679 16725905 248 16732222 16725964 -209
Chr17 Normal NT_039655.1 GGGTCAAGTTGGCCC 6621906 Rds 6621650 6636195 256 6621657 6636195 249 6621869 6634816 37
Chr10 Complement NT_039496.1 AGGTCAGGGTGGCCT 6557639 A630029F06 6572943 6555226 15304 6557889 6555226 250 6557382 6557077 -257
Chr17 Normal NT_039649.1 GGGTCATAGTGCCCC 1854197 Isp2-pending 1853947 1856344 250 1853947 1856171 250 1853947 1856171 250
Chr4 Normal NT_039265.1 GGGACACAGTGACCT 6685432 LOC277651 6685179 6686657 253 6685179 6686657 253 6686331 6686651 -899
Chr11 Complement NT_039520.1 GGGTCACCAAGACCA 12313542 Ril-pending 12313843 12299758 301 12313796 12299760 254 12313760 12299863 218
Chr5 Normal NT_039308.1 TGGTCAGTGTGCCCT 11875124 1700028K03Rik 11847789 11918838 27335 11874869 11888535 255 11879307 11888418 -4183
Chr6 Normal NT_039361.1 AGGTCACATTCACCT 1101142 LOC232541 1100887 1102811 255 1100887 1102811 255 1100887 1102811 255
Chr14 Normal NT_039596.1 AGGTCAGTTTGATCC 4462406 LOC331989 4462151 4473625 255 4462151 4473625 255 4462151 4473625 255
Chr2 Normal NT_039210.1 GGGTCACCACGACAT 3356865 LOC332684 3356610 3395648 255 3356610 3380213 255 3356610 3380213 255
Chr9 Normal NT_039478.1 GGGTCACAATCACCA 2732 1700024B07Rik 2476 3420 256 2476 3420 256 2491 3407 241
Chr11 Normal NT_039520.1 GGGTCAAGGTGGCCG 28273765 Cldn7 28272372 28275459 1393 28273507 28275297 258 28273507 28275297 258
Chr13 Normal NT_039579.1 TGGTAAAATTGACCC 1606 LOC277097 1348 10857 258 1348 10857 258 1360 7628 246
Chr7 Normal NT_039420.1 GGGTCTGCCCGACCC 2889577 Pm5-pending 2889207 2941041 370 2889319 2941039 258 2889331 2940569 246
Chr19 Complement NT_039685.1 CGGTGAACTTGACCC 310589 Slc3a2 320353 303986 9764 310847 304672 258 310754 304828 165
Chr8 Normal NT_039467.1 TGGTCAATGTGACTT 56125958 LOC333352 56125699 56188582 259 56125699 56188582 259 56125699 56188582 259
Chr9 Complement NT_039473.1 GGGACAGCATGACCC 5696247 Apoc3 5696847 5694262 600 5696508 5694262 261 5695924 5694434 -323
Chr9 Complement NT_039474.1 GGGGCAGCGTGACCC 1784988 Etfa 1785382 1727574 394 1785249 1727648 261 1785208 1727862 220
Chr2 Complement NT_039210.1 TGGTCAGAGTGACCA 18445421 LOC332694 18445683 18356789 262 18445683 18356789 262 18445683 18356789 262
Chr10 Normal NT_039496.1 AGGTCGCCCTGGCCT 3113341 BC003494 3113078 3123340 263 3113078 3122467 263 3113091 3122448 250
Chr6 Normal NT_039356.1 AGGTCATGCTGGCCC 4097331 LOC232401 4097068 4099318 263 4097068 4099318 263 4097135 4098613 196
Chr9 Normal NT_039473.1 AGGTCAAGATGGCCT 574151 LOC330931 573886 575504 265 573886 575504 265 573886 575504 265
Chr1 Normal NT_039173.1 AGGTCGCCGGGACCC 1595102 2700069E09Rik 1594835 1619994 267 1594835 1619659 267 1594918 1619137 184
Chr11 Normal NT_039520.1 CGGTCCCGGTGACCT 20583918 2810460C24Rik 20583648 20630617 270 20583648 20617412 270 20583679 20616309 239
Chr15 Normal NT_039621.1 GGGTCATTATGACCA 117039 Fzd6 115848 148271 1191 116769 146857 270 116902 146637 137
ChrX Complement NT_039706.1 AGGTGAAAATGACCC 11530175 LOC331437 11530445 11521352 270 11530445 11521352 270 11530445 11521352 270
Chr14 Complement NT_039606.1 GGGACATTATGACCA 598186 Dad1 598650 580247 464 598458 580247 272 598428 587323 242
Chr2 Normal NT_039208.1 GGGTCGCAGTGGCCC 23913225 Syt13 23912832 24199533 393 23912953 23951445 272 23912965 23951445 260
Chr1 Complement NT_039170.1 AGGTCAGCCTGGCCT 50935601 LOC241101 50935874 50902577 273 50935874 50902577 273 50935866 50902577 265
Chr1 Complement NT_039192.1 GGGTCAAAAGGACCC 192885 LOC280287 193158 190760 273 193158 190760 273 193158 190760 273
Chr10 Normal NT_039496.1 GGGTCCCGGCGACCC 5819304 2310012I10Rik 5819029 5828120 275 5819029 5828120 275 5819037 5826473 267
Chr18 Complement NT_039674.1 GGGGCATCATGACCT 20981692 LOC328917 20981967 20980095 275 20981967 20980095 275 20981378 20981073 -314
Chr14 Complement NT_039606.1 AGGTCTGAGTGACCT 12605691 LOC328434 12605968 12602769 277 12605968 12602769 277 12603906 12603634 -1785
Chr16 Normal NT_039625.1 AGGTGAGTTTGACCT 19407382 LOC328719 19407105 19415872 277 19407105 19415872 277 19415220 19415501 -7838
Chr16 Normal NT_039624.1 AGGGCAATGTGACCG 33792752 LOC332165 33792474 33799408 278 33792474 33799408 278 33792474 33799408 278
Chr1 Complement NT_039174.1 GGGTCAGATGGACCA 12914688 Bcl2 12914967 12745377 279 12914967 12745377 279 12914967 12745377 279
Chr9 Complement NT_039473.1 GGGTCAGCACGAGCT 10638359 LOC235345 10638638 10617734 279 10638638 10617734 279 10638530 10618092 171
Chr17 Complement NT_039658.1 GGGTCAGCCTGCCCA 1175645 LOC240131 1175924 1175022 279 1175924 1175022 279 1175924 1175022 279
Chr4 Complement NT_039261.1 GGGTCAGGGTGACCC 10750095 1110054O05Rik 10750375 10737820 280 10750375 10737820 280 10748801 10738887 -1294
Chr4 Normal NT_039261.1 AGGTCATGTAGACCC 4749004 D4Ertd89e 4748719 4782881 285 4748724 4782881 280 4748771 4782392 233
Chr14 Normal NT_039596.1 AGGTCACATTGACCA 2632090 LOC328359 2631810 2636516 280 2631810 2636516 280 2636112 2636417 -4022
Chr12 Normal NT_039551.1 AGGTCAACATGACTC 1408760 LOC238184 1408479 1420096 281 1408479 1420096 281 1408479 1420096 281
Chr12 Complement NT_039551.1 GGGTAGACTTGACCT 2019148 9930033G19Rik 2019430 1529995 282 2019430 1530068 282 2018897 1531057 -251
Chr7 Normal NT_039410.1 AGGTCGGCGTGATCC 208093 LOC232998 207811 209302 282 207811 209302 282 207818 208156 275
Chr5 Normal NT_039301.1 GGGTCACCATGACAT 1927271 4930539A06Rik 1926988 1993543 283 1926988 1993543 283 1933134 1993209 -5863
Chr11 Normal NT_039521.1 TGGTCAGTACGACCC 6048537 AA959742 6048197 6063645 340 6048253 6063645 284 6048434 6061970 103
Chr8 Normal NT_039455.1 AGGTGAGAGCGACCC 7806600 Col4a2 7806316 7948553 284 7806316 7948553 284 7806951 7939868 -351
Chr2 Normal NT_039209.1 AGGTCAGAGTGACCT 7953377 LOC241607 7953092 8230404 285 7953092 8091942 285 7953092 8091942 285
Chr13 Complement NT_039590.1 GGGCCATTTCGACCT 13247474 D13Bwg1146e 13247762 13142594 288 13247762 13142594 288 13247664 13145457 190
Chr7 Normal NT_039423.1 GGGTCACCTCGACAT 2921620 AV046776 2921331 2922669 289 2921331 2922669 289 2921361 2922551 259
Chr5 Normal NT_039312.1 AGCTCACCTTGACCT 14533 C530024P05Rik 14244 18408 289 14244 18408 289 14759 15346 -226
Chr9 Normal NT_039471.1 GGGTTAATGTGACCC 5741459 LOC209941 5741169 5814085 290 5741169 5814085 290 5741169 5814085 290
Chr13 Normal NT_039590.1 AGGTCAGCGGGACCA 27113866 Fgf10 27112853 27189377 1013 27113574 27187516 292 27113574 27187516 292
Chr9 Normal NT_039474.1 AGGTCCTTGTGACCA 11782875 D9Wsu18e 11782558 11809069 317 11782582 11809067 293 11786901 11808563 -4026
Chr13 Complement NT_039589.1 GGCTCAGCCTGACCG 5524435 4933440J22Rik 5524729 5498746 294 5524729 5498746 294 5513980 5499043 -10455
Chr12 Complement NT_039556.1 GGGTCAATGTTACCA 442527 LOC238437 442823 442367 296 442823 442367 296 442823 442367 296
Chr7 Normal NT_039437.1 AGGTCAAAATGATCA 2617626 LOC210274 2617329 2694946 297 2617329 2694946 297 2617329 2694946 297
ChrX Complement NT_039709.1 TGGTCACCCTGACCA 7649019 LOC333538 7649316 7636460 297 7649316 7636460 297 7649316 7636460 297
Chr11 Complement NT_039521.1 CGGTCACACTTACCT 6563612 Dlx4 6678017 6558879 114405 6563910 6558879 298 6563910 6559653 298
Chr3 Complement NT_039242.1 AGGTCATTCTGACTT 4500719 LOC214160 4501017 4438599 298 4501017 4438599 298 4496721 4438599 -3998
Chr2 Complement NT_039209.1 GGGCCACTCTGACCC 33336186 LOC241645 33336484 33317462 298 33336484 33317462 298 33336484 33317462 298
Chr12 Normal NT_039552.1 GGGTCGGCCTGTCCC 15334428 8430415E04Rik 15334128 15415218 300 15334128 15415218 300 15334183 15414298 245
Chr9 Normal NT_039474.1 GGGGCGCGCTGACCC 979057 Dnaja4 978757 995686 300 978757 994138 300 979102 994050 -45
Chr3 Normal NT_039248.1 AGTTCAATGTGACCC 216817 LOC241950 216517 232698 300 216517 232698 300 216517 232698 300
Chr3 Normal NT_039252.1 AGTTCAATGTGACCC 257710 LOC241950 257410 273591 300 257410 273591 300 257410 273591 300
Chr11 Complement NT_039520.1 GGGTCAGCATGCCCC 36612380 LOC327970 36612680 36610782 300 36612680 36610782 300 36611533 36611216 -847
Chr1 Complement NT_039186.1 GGCTCAGGTTGACCA 1888198 Opn3 1888571 1858321 373 1888498 1858321 300 1888444 1858782 246
Chr16 Normal NT_039624.1 AAGTCAGTCTGACCA 33717133 AU042952 33716832 33733664 301 33716832 33733664 301 33717066 33732428 67
Chr7 Normal NT_039420.1 ATGTCGCCCTGACCC 1656121 Nup62 1655488 1670204 633 1655820 1670204 301 1667963 1669543 -11842



Chr10 Complement NT_039498.1 GGGTCACCCCGACTT 3167507 Cry1 3167810 3115859 303 3167810 3115859 303 3167492 3115859 -15
Chr15 Complement NT_039621.1 GGGTCACTCTGACTT 44252855 1300006E06Rik 44253208 44249016 353 44253159 44249021 304 44253087 44249091 232
Chr7 Complement NT_039395.1 TGGTCATAGAGACCC 897541 LOC243849 897845 889803 304 897845 889803 304 897845 889803 304
Chr11 Complement NT_039520.1 AGGACATGGTGACCA 28129455 1700095G12Rik 28129760 28128461 305 28129760 28128461 305 28129680 28128484 225
Chr11 Normal NT_039521.1 TGGTCAACCTGGCCC 32619236 Gpr14 32618930 32620632 306 32618930 32620632 306 32618971 32620128 265
Chr1 Complement NT_039189.1 GGGTCAACATGTCCC 8056813 LOC332554 8057119 8025255 306 8057119 8025255 306 8057119 8025255 306
Chr3 Normal NT_039234.1 AGGTCAAGTTGGCCT 12665653 LOC332776 12665347 12723432 306 12665347 12723432 306 12665347 12723432 306
Chr3 Normal NT_039228.1 GGGTCACCCTGGCCC 11671325 LOC241972 11671017 11680704 308 11671017 11680704 308 11671017 11680704 308
Chr6 Complement NT_039344.1 AGGTCATGGTGACCT 17977 LOC211644 18286 17750 309 18286 17750 309 18286 17750 309
Chr6 Complement NT_039343.1 AGGTCATGGTGACCC 21008610 LOC236047 21008920 21008408 310 21008920 21008408 310 21008920 21008408 310
Chr6 Complement NT_039343.1 AGGTGATGGTGACCT 20791951 LOC243448 20792261 20791724 310 20792261 20791724 310 20792261 20791724 310
Chr6 Normal NT_039347.1 AGGTCACTATGAGCT 516009 LOC232068 515698 516310 311 515698 516310 311 515698 516310 311
Chr6 Complement NT_039343.1 AGGTGATGGTGACCT 20896187 LOC243451 20896498 20895963 311 20896498 20895963 311 20896498 20895963 311
Chr6 Complement NT_039343.1 AGGTCATGGTGACCT 20982728 LOC243453 20983039 20982468 311 20983039 20982468 311 20983039 20982468 311
Chr6 Complement NT_039345.1 AGGTCATGGTGACCT 16783 LOC269756 17095 16569 312 17095 16569 312 17095 16569 312
Chr6 Complement NT_039347.1 AGCTCATAGTGACCT 430395 LOC269757 430708 430119 313 430708 430119 313 430708 430119 313
Chr1 Complement NT_039180.1 GGGTCGGTGTGACCC 13167263 Rassf5 13167576 13098994 313 13167576 13098994 313 13167547 13100739 284
Chr6 Normal NT_039355.1 GGGTGAATCCGACCT 11802482 Bcl2l13 11802150 11854939 332 11802168 11854939 314 11814443 11853329 -11961
Chr6 Complement NT_039350.1 AGGTGATGCTGACCC 37059 LOC243468 37374 36814 315 37374 36814 315 37374 36814 315
Chr6 Complement NT_039350.1 AGGTGATGCTGACCC 14497 LOC243467 14813 14252 316 14813 14252 316 14813 14252 316
Chr3 Normal NT_039240.1 AAGTCATAGTGACCC 5052884 AI315208 5052484 5926670 400 5052567 5926670 317 5052656 5925669 228
Chr19 Normal NT_039684.1 AGGTGATGCTGACCC 1400716 B230398H18Rik 1400399 1421910 317 1400399 1421910 317 1400449 1421387 267
Chr2 Complement NT_039212.1 AGGTCAAGGTGACAG 3324089 Eef1a2 3324638 3315316 549 3324406 3315316 317 3323029 3315602 -1060
Chr6 Normal NT_039347.1 GGGTCAGCATCACCT 538307 LOC243465 537990 538575 317 537990 538575 317 537990 538575 317
Chr11 Complement NT_039520.1 AGGTCACCTTGACAC 18310965 Pemt 18325964 18250094 14999 18311284 18250297 319 18311284 18250297 319
Chr8 Normal NT_039462.1 GGGTCAGTGAGACCT 5574619 Lass1 5574299 5590646 320 5574299 5590646 320 5574372 5588727 247
Chr10 Complement NT_039492.1 GGGTCAGGTTCACCT 8124231 2410075D05Rik 8124552 8058796 321 8124552 8058796 321 8124521 8059684 290
Chr4 Complement NT_039259.1 AGGTCAGCTTGACCC 18067802 Aqp3 18068124 18062670 322 18068124 18062752 322 18068055 18063483 253
Chr15 Normal NT_039621.1 CTGTCAGTGTGACCC 42162932 LOC271292 42162609 42219843 323 42162609 42219843 323 42162609 42219843 323
Chr6 Complement NT_039349.1 AGCTCATAGTGACCT 7052 LOC210132 7377 6778 325 7377 6778 325 7377 6778 325
Chr8 Complement NT_039467.1 TGTTCACACTGACCC 52650669 2310031A18Rik 52650995 52639062 326 52650995 52639062 326 52650941 52639848 272
Chr17 Normal NT_039649.1 TGGTCACTGCGACCC 1774190 0610007P22Rik 1773863 1776795 327 1773863 1776459 327 1773917 1776325 273
Chr7 Normal NT_039442.1 GGCTCAGCTCGACCT 47870 Zfp143 47543 81214 327 47543 81214 327 55349 80196 -7479
Chr6 Complement NT_039347.1 AGCTCATAGTGACCT 369707 LOC232063 370035 297121 328 370035 297121 328 370035 297121 328
Chr16 Normal NT_039625.1 AGGTCACCCTGCCCT 22244150 N6amt1-pending 22243821 22257666 329 22243821 22257666 329 22243829 22257148 321
Chr15 Complement NT_039621.1 AGGTCATTGTGAACT 50318094 Alg12-pending 50318460 50305215 366 50318424 50305215 330 50315447 50305798 -2647
Chr12 Complement NT_039551.1 GGGTCAGCTCGTCCT 26991320 LOC217690 26991650 26932230 330 26991650 26932230 330 26991515 26932680 195
Chr8 Complement NT_039466.1 GGGGCAGCCTGACCC 594606 5730408I11Rik 594937 581228 331 594937 593770 331 594868 594102 262
Chr15 Normal NT_039621.1 TGGTCACGGTAACCC 50826890 LOC223780 50826559 50828037 331 50826559 50828037 331 50826874 50827897 16
Chr4 Normal NT_039284.1 AGGTAAGAACGACCT 58678 Fancg 57968 66030 710 58346 65428 332 58359 65390 319
Chr7 Normal NT_039442.1 AGCTCGACCTGACCT 47875 Zfp143 47543 81214 332 47543 81214 332 55349 80196 -7474
Chr9 Complement NT_039482.1 TGGTCAAAATGAGCC 9012844 Zdhhc3 9025622 8982532 12778 9013177 8990791 333 9013177 8990791 333
Chr17 Normal NT_039649.1 GGGGCACTATGACCC 8230599 Cryaa 8230265 8234051 334 8230265 8234051 334 8230330 8233524 269
Chr13 Normal NT_039586.1 GGGTCCGGTCGACCC 2178360 D630045D17Rik 2178026 2193577 334 2178026 2193577 334 2182594 2193146 -4234
Chr13 Normal NT_039578.1 TGGCCAACGTGACCC 7868258 Trim27 7867483 7880498 775 7867924 7880492 334 7868019 7880259 239
Chr6 Complement NT_039347.1 AGCTCATAGTGACCT 469031 LOC232066 469366 468793 335 469366 468793 335 469361 468793 330
Chr2 Normal NT_039208.1 GGGTCATGATGGCCG 10525518 Ssfa2 10516006 10691312 9512 10525183 10553534 335 10541076 10551406 -15558
Chr8 Complement NT_039467.1 TGGTCGTATTGACCT 47693738 4632415K11Rik 47694074 47691577 336 47694074 47691577 336 47694042 47691740 304
Chr17 Complement NT_039658.1 GGGTCACCTTGACCC 17222794 Cox7a2l 17223157 17210758 363 17223130 17210759 336 17223104 17211432 310
Chr1 Normal NT_039180.1 AGGTCAACCTGGCCG 18500052 LOC211335 18499716 18542396 336 18499716 18542396 336 18499716 18542396 336
Chr11 Complement NT_039520.1 CGGGCAGTCTGACCT 36609805 Nek8 36610200 36599631 395 36610141 36600675 336 36610131 36600675 326
Chr15 Complement NT_039622.1 GTGTCAACTTGACCC 37378 LOC333860 37719 5100 341 37719 5100 341 37719 5100 341
Chr9 Normal NT_039474.1 AGGTCAGCCTGACCT 23706573 LOC209017 23706229 23737712 344 23706229 23737712 344 23706229 23737712 344
Chr13 Normal NT_039579.1 GGGGCAGGGTGACCT 4189002 LOC238586 4188658 4213897 344 4188658 4213897 344 4188658 4213897 344
Chr4 Normal NT_039266.1 AGGTCAGATTGCCCC 1026706 LOC332945 1026361 1094076 345 1026361 1094076 345 1026361 1094076 345
Chr5 Complement NT_039297.1 AGGCCAGGCTGACCT 7315202 1700109H08Rik 7315548 7302696 346 7315548 7302696 346 7315468 7302741 266
Chr13 Normal NT_039580.1 AGGTCACCCTGCCCA 9660807 Bicd2 9660439 9704009 368 9660460 9704009 347 9660531 9703836 276
Chr3 Normal NT_039234.1 GGGTCATGATGATCA 26701635 LOC242096 26701287 26704826 348 26701287 26704826 348 26702508 26704826 -873
Chr1 Normal NT_039180.1 AGGTCAACCTGAGCT 17702576 Csrp1 17702227 17709199 349 17702227 17709199 349 17707607 17708492 -5031
Chr14 Normal NT_039606.1 GGGGCATGCTGACCA 24041913 5033415K03Rik 24041563 24139597 350 24041563 24139597 350 24041755 24138926 158
Chr8 Normal NT_039467.1 GGGTCAGGTTGATCT 33656699 E130013P03 33656349 33687695 350 33656349 33687695 350 33668651 33685885 -11952
Chr6 Complement NT_039347.1 AGCTCATAGTGACCT 539679 LOC232072 540029 539454 350 540029 539454 350 540016 539454 337
Chr9 Complement NT_039475.1 AGGGCACCACGACCC 6748536 LOC244956 6748886 6744367 350 6748886 6744367 350 6748886 6744367 350
Chr2 Normal NT_039202.1 AGGTCAACTAGACCA 587739 LOC279069 587389 624522 350 587389 624522 350 587389 624522 350
Chr8 Normal NT_039456.1 TGGTAATGGTGACCT 12077364 Tex15 12077014 12092102 350 12077014 12092102 350 12077014 12092102 350
Chr10 Complement NT_039498.1 AAGTCATCATGACCA 2069617 LOC237418 2069968 2032054 351 2069968 2032054 351 2069968 2032054 351
Chr15 Complement NT_039620.1 AGGTCAACCTGGCCG 2145433 Cox6c 2145869 2139604 436 2145785 2139604 352 2144894 2142923 -539
Chr10 Complement NT_039502.1 CGGTAAGGATGACCT 6280836 Myln 6281482 6278198 646 6281188 6278198 352 6281148 6279073 312
Chr6 Complement NT_039340.1 CGGTCAAAGAGACCT 2217542 Pdk4 2217952 2204969 410 2217895 2204969 353 2217779 2207066 237
Chr9 Complement NT_039471.1 GGGTCAGCGTGGCCA 4869689 Birc2 4870043 4845719 354 4870043 4845719 354 4858325 4846279 -11364
Chr10 Complement NT_039500.1 TGGTCAGAATGCCCT 29121389 Gpr49 29122007 28985622 618 29121743 28985622 354 29121743 28985996 354
Chr10 Normal NT_039492.1 AGGTCACCTTGACTC 18132399 LOC215941 18132045 18145508 354 18132045 18145508 354 18132045 18145508 354
Chr2 Complement NT_039208.1 CAGTCATCCTGACCC 2192315 Dlx2 2192670 2189338 355 2192670 2189338 355 2192321 2190449 6
Chr11 Normal NT_039520.1 AGGTCAAAATAACCT 26274421 Stx8 26274038 26511459 383 26274065 26511459 356 26274081 26511353 340
Chr7 Normal NT_039400.1 GGGGCATCCTGACCC 573576 Rtn2 573219 586884 357 573219 586884 357 573384 586660 192
Chr2 Normal NT_039209.1 AGGTCTGGCTGACCA 24371563 Sema6d 24371206 24428869 357 24371206 24423985 357 24414735 24421524 -43172
Chr2 Normal NT_039209.1 GGGTCAGAATGAGCG 42062592 LOC329526 42062234 42376659 358 42062234 42195664 358 42062272 42190101 320
Chr15 Normal NT_039621.1 CGGTCGCGCTGACCT 40392454 EST478828 40382527 40414873 9927 40392093 40414873 361 40392209 40413609 245
Chr5 Complement NT_039312.1 GGGTCCCCGCGACCC 1720526 LOC231658 1720887 1713677 361 1720887 1713677 361 1720887 1713677 361
Chr1 Complement NT_039167.1 TGGTCATTTTTACCT 685420 LOC240682 685781 639021 361 685781 639021 361 685781 639021 361
Chr12 Complement NT_039551.1 AGGGCATAGTGACCT 1509594 LOC238186 1509957 1496232 363 1509957 1496232 363 1508891 1496232 -703
ChrX Complement NT_039716.1 TGGTCATGATGACCA 3712389 LOC331535 3712752 3707316 363 3712752 3707316 363 3712749 3707820 360
Chr1 Normal NT_039173.1 GGGTCAGAGTGTCCC 5939155 Asb1 5938791 5953362 364 5938791 5953362 364 5939058 5945339 97
Chr19 Complement NT_039685.1 GTGTCATGCTGACCT 477768 LOC225897 478134 477576 366 478134 477576 366 478129 477627 361
Chr4 Complement NT_039264.1 TGGACAAGATGACCT 21959759 LOC230710 21960125 21912041 366 21960125 21912041 366 21960125 21912041 366
Chr17 Complement NT_039658.1 CGGACAGACTGACCT 13377391 Cyp1b1 13377816 13369553 425 13377758 13369553 367 13377028 13372693 -363
Chr19 Normal NT_039687.1 AGGTCAAACTGTCCC 19830110 LOC329051 19829743 19831530 367 19829743 19831530 367 19830058 19830480 52
Chr11 Normal NT_039520.1 GGGTCTAGGTGACCT 10605633 Vdac1 10605021 10633547 612 10605266 10633547 367 10618453 10632674 -12820
Chr8 Complement NT_039467.1 CGGACATCCTGACCC 37489866 LOC330838 37490234 37487896 368 37490234 37487896 368 37489947 37489615 81
Chr7 Normal NT_039413.1 GGGTCGTCAAGACCT 673344 LOC269882 672974 679154 370 672974 679154 370 678237 678566 -4893
Chr11 Complement NT_039521.1 CAGTCACTCTGACCT 14664234 Map3k14 14689706 14641998 25472 14664604 14643259 370 14664604 14643259 370
Chr6 Normal NT_039350.1 GGGTAAGGATGACCT 2053102 Siat9 2052732 2109311 370 2052732 2109311 370 2083399 2108410 -30297
Chr13 Normal NT_039586.1 AGGTGGCCGTGACCT 594497 Unc5h1 594104 650717 393 594125 650717 372 594355 649671 142
Chr16 Complement NT_039624.1 CGGTCAACCTCACCT 41866425 0610037H22Rik 41866798 41859320 373 41866798 41859425 373 41866776 41859738 351
Chr11 Normal NT_039520.1 AAGTCACCCCGACCC 9507717 Clk4 9507274 9525909 443 9507344 9525576 373 9511317 9525563 -3600



Chr12 Normal NT_039551.1 AAGTCAGTCTGACCC 29555668 Coq6 29555272 29567038 396 29555295 29567038 373 29555299 29566956 369
Chr2 Complement NT_039209.1 AGGTCATCCTAACCA 5545008 Elp4 5545447 5341049 439 5545381 5343383 373 5545374 5343670 366
Chr3 Complement NT_039241.1 AGGTCGTAGTGAACT 6808248 Enpep 6808821 6745832 573 6808621 6745832 373 6808534 6746412 286
Chr11 Complement NT_039521.1 GGGTCAGTACGACGC 27786443 Foxj1 27786816 27782178 373 27786816 27782178 373 27786008 27783179 -435
Chr4 Normal NT_039259.1 GGGTCAGAGTGACGG 18319521 Ubap1 18319131 18360620 390 18319148 18359860 373 18336992 18358250 -17471
Chr10 Complement NT_039492.1 CGGTCATGCTGAGCT 11685123 A630077B13Rik 11685498 11683595 375 11685498 11683595 375 11685129 11683670 6
Chr10 Normal NT_039496.1 AGGTCAGTTGGACCC 2803008 LOC237377 2802633 2862761 375 2802633 2862761 375 2813552 2862761 -10544
Chr2 Normal NT_039211.1 GGCTCACAGTGACCT 4308599 Edn3 4308223 4420318 376 4308223 4329595 376 4308571 4329522 28
Chr10 Normal NT_039496.1 GGGTCACCTGGACCC 6002431 0610008F14Rik 6001880 6005500 551 6002054 6005500 377 6002155 6005234 276
Chr7 Normal NT_039433.1 AGGTCAGCCTGGCCC 17219899 MGC25910 17219436 17278421 463 17219522 17278421 377 17240413 17278374 -20514
Chr1 Complement NT_039173.1 TGGTCAATACGACCC 1478860 2010001C14Rik 1479238 1477320 378 1479238 1477320 378 1479222 1477917 362
Chr17 Normal NT_039649.1 AGGTCGTAGGGACCC 2271071 LOC328783 2270693 2282981 378 2270693 2282981 378 2271572 2282731 -501
Chr5 Complement NT_039297.1 TGGTCACTCTGAGCC 1599657 9330182L06Rik 1600078 1381226 421 1600036 1382522 379 1599925 1383796 268
ChrX Normal NT_039721.1 TGGTCATTGTGGCCT 605722 LOC209372 605342 608925 380 605342 608925 380 605379 605936 343
Chr8 Normal NT_039467.1 CGGGCACACTGACCT 10243645 LOC330810 10243265 10298214 380 10243265 10298214 380 10243265 10298214 380
Chr7 Normal NT_039433.1 GGGTCAGCCTGAGCT 20795069 Tbx6 20794689 20798754 380 20794689 20798754 380 20794713 20798686 356
Chr11 Normal NT_039520.1 GGGTCACACCGAGCC 35887799 LOC237860 35887418 35890927 381 35887418 35890927 381 35889165 35889449 -1366
Chr8 Complement NT_039462.1 GGGTGGCTGTGACCC 1683737 1810029B16Rik 1684146 1671935 409 1684121 1673962 384 1684030 1674291 293
Chr5 Normal NT_039312.1 GGGTCAGTTTGACCC 6729517 1200009A02Rik 6729132 6812336 385 6729132 6812327 385 6739729 6811335 -10212
Chr6 Complement NT_039356.1 GGGTCAGCAAGACCT 581285 Gapd 581670 577920 385 581670 577920 385 579219 578098 -2066
Chr5 Complement NT_039302.1 TGCTCACTCTGACCT 2826616 LOC242939 2827001 2804033 385 2827001 2804142 385 2827001 2804142 385
Chr16 Normal NT_039624.1 AGGTCAGTCTGAGCC 28238492 Bdh 28238106 28241978 386 28238106 28241978 386 28238106 28240172 386
Chr7 Normal NT_039407.1 GGGTCAGTATGTCCT 759076 C4 758690 763236 386 758690 763236 386 758710 762721 366
Chr5 Normal NT_039312.1 AGGTCCGAGCGACCC 11254308 4432405B04Rik 11253886 11282795 422 11253921 11282795 387 11254012 11282380 296
Chr5 Normal NT_039312.1 GGGACACCTTGACCC 10442545 D330012D13 10442158 10477810 387 10442158 10477810 387 10442931 10477619 -386
Chr2 Normal NT_039205.1 CGGTCACAGTGTCCC 4388179 Rpl7a 4387593 4397474 586 4387791 4390055 388 4387791 4390055 388
Chr7 Normal NT_039395.1 TGGTCATCATGGCCT 357898 2310042D10Rik 357486 365115 412 357509 365115 389 357560 364844 338
Chr2 Normal NT_039210.1 AGTTCGTGGTGACCC 1954847 Kif3b 1929659 2041576 25188 1954458 1969821 389 1954524 1968398 323
Chr11 Complement NT_039515.1 GGGTCAGGCTGTCCC 20749322 Pex13 20749802 20730322 480 20749711 20732353 389 20749687 20733135 365
ChrX Complement NT_039718.1 GTGTCACCATGACCT 2773190 Dcx 2773797 2695997 607 2773580 2703657 390 2771790 2703705 -1400
Chr18 Complement NT_039674.1 AGGTCATGCTCACCA 67471526 Rab27b 67560376 67399624 88850 67471916 67399624 390 67412247 67401153 -59279
Chr3 Complement NT_039234.1 AGGTCACCCTGATCT 20243364 4930565D16Rik 20243755 20213909 391 20243755 20213909 391 20241988 20214236 -1376
Chr11 Complement NT_039520.1 GGGCCAAGGCGACCT 29007333 AI842396 29007734 28995956 401 29007724 28995956 391 29003489 28996188 -3844
Chr6 Normal NT_039350.1 TGGTCATTTTTACCC 13039652 Lbx2h 13039205 13041071 447 13039261 13041059 391 13039261 13040908 391
Chr10 Complement NT_039492.1 AGGCCACCGCGACCC 334678 Tcf21 335069 332220 391 335069 332220 391 334844 332678 166
Chr5 Normal NT_039305.1 AGGTCGCACTGCCCT 35567312 6030432N09Rik 35566868 35588151 444 35566920 35588007 392 35568357 35587547 -1045
Chr2 Normal NT_039209.1 AGGTCAATCTGAGCA 16922555 LOC214199 16922163 16968134 392 16922163 16942432 392 16922163 16942432 392
Chr3 Normal NT_039238.1 AGGTTGTGGTGACCC 4100834 Hmgcs2 4100441 4130750 393 4100441 4130750 393 4100490 4123281 344
Chr9 Normal NT_039474.1 AGGTCATCCCGGCCT 13277540 Rps27l 13277118 13280595 422 13277147 13280591 393 13277204 13280439 336
Chr9 Normal NT_039472.1 AGGTCACCATGTCCC 24851377 LOC235196 24850983 24851912 394 24850983 24851912 394 24850983 24851912 394
Chr9 Normal NT_039472.1 AGGTCACCATGTCCT 24878731 LOC277990 24878337 24879266 394 24878337 24879266 394 24878337 24879266 394
Chr9 Normal NT_039472.1 GGGCCAGCGTGACCC 7822943 LOC244725 7822548 7825219 395 7822548 7825219 395 7822548 7825219 395
Chr11 Normal NT_039520.1 TGGTCATCATGAGCC 16945714 LOC216782 16945317 16946300 397 16945317 16946300 397 16945317 16946300 397
Chr9 Normal NT_039472.1 AGGTCACCATGTCCC 25138467 LOC235206 25138070 25139014 397 25138070 25139014 397 25138070 25139014 397
Chr11 Normal NT_039521.1 AGGCCAGAGCGACCT 28528197 LOC278354 28527800 28547781 397 28527800 28547781 397 28527800 28547781 397
Chr4 Normal NT_039264.1 AGGTCATCATGAGCC 18990558 MOR258-1 18990161 18991086 397 18990161 18991086 397 18990161 18991086 397
Chr6 Complement NT_039382.1 AGGTCGGATTCACCC 174687 Bcl2l13 175103 122511 416 175085 122511 398 163045 124121 -11642
Chr7 Normal NT_039413.1 TGGTCAGGGTGACCC 2208476 LOC243897 2208078 2210754 398 2208078 2210754 398 2208078 2210754 398
Chr14 Normal NT_039596.1 GGGTTGAGCTGACCC 2136506 1700010P07Rik 2136107 2179111 399 2136107 2179111 399 2136183 2179064 323
Chr7 Complement NT_039433.1 AGGTCGGAAAGACCT 17505375 9430065N20Rik 17505774 17484687 399 17505774 17484687 399 17505115 17485021 -260
Chr14 Normal NT_039598.1 GCGTCGCTGTGACCT 7445708 E230025K04Rik 7445309 7456146 399 7445309 7456146 399 7445888 7453906 -180
Chr19 Normal NT_039692.1 GGGTCATCCCGAGCC 21408834 1810055E12Rik 21408378 21433012 456 21408434 21433012 400 21408442 21431787 392
Chr17 Complement NT_039649.1 AGGTCACCATGACCC 10472744 H2-Ke4 10473392 10469859 648 10473144 10469859 400 10472844 10470502 100
Chr17 Complement NT_039662.1 AGGTCACCATGACCC 280096 H2-Ke4 280744 277211 648 280496 277211 400 280196 277854 100
Chr11 Complement NT_039521.1 GGGTCATTCTGAACC 13529077 LOC217212 13529533 13528381 456 13529477 13528381 400 13529053 13528543 -24
Chr16 Complement NT_039625.1 TGGGCACCCTGACCT 11360607 LOC239899 11361007 11245153 400 11361007 11245153 400 11361007 11245153 400
Chr1 Normal NT_039170.1 AGGCCGAGTTGACCC 52184878 Arpc2 52184476 52216181 402 52184476 52216181 402 52184785 52215768 93
Chr3 Complement NT_039239.1 AGGTCAGAGCGGCCT 9256780 Ahcyl1 9257351 9223934 571 9257184 9225850 404 9257084 9225914 304
Chr1 Normal NT_039171.1 GTGTCATCTTGACCC 3420777 Dgat2l1 3409573 3435852 11204 3420372 3435852 405 3420372 3435786 405
Chr7 Normal NT_039437.1 AGGTCATCTTGGCCT 3194161 2210010N10Rik 3193720 3210870 441 3193755 3199753 406 3193858 3198298 303
Chr18 Normal NT_039674.1 AGGACATTGTGACCC 19398857 4921517O11Rik 19398449 19400223 408 19398449 19400223 408 19398593 19398868 264
ChrX Normal NT_039702.1 GGGTCGTAACGACCT 27353 LOC279553 26945 36430 408 26945 36430 408 28324 36430 -971
ChrX Complement NT_039699.1 GGGTCAGGCCGAGCT 757598 LOC208429 758007 755808 409 758007 755808 409 757910 756141 312
Chr4 Normal NT_039265.1 GGGTGGCGATGACCT 354863 LOC235876 354453 355882 410 354453 355882 410 354891 355661 -28
Chr12 Complement NT_039551.1 TGGTCAACTTGATCC 23248068 LOC277045 23248478 23244932 410 23248478 23244932 410 23245729 23245586 -2339
Chr17 Complement NT_039649.1 GGGTCACGCTGACAG 1009155 Gbl-pending 1009616 1004090 461 1009566 1006356 411 1008986 1006371 -169
Chr12 Complement NT_039551.1 TGGACATGATGACCT 11172694 LOC238217 11173105 11172461 411 11173105 11172461 411 11173105 11172461 411
Chr11 Complement NT_039520.1 AGGTCCTCCCGACCT 37170623 LOC327972 37171034 37142602 411 37171034 37142602 411 37171034 37142602 411
Chr1 Complement NT_039173.1 TGGTCATGATGACTT 6916861 MOR103-2 6917272 6916334 411 6917272 6916334 411 6917272 6916334 411
Chr9 Complement NT_039472.1 AGTTCATGATGACCG 26280095 MOR224-9 26280506 26279568 411 26280506 26279568 411 26280506 26279568 411
Chr16 Complement NT_039624.1 AGTTCATGATGACCA 13141290 Olfr19 13141701 13140772 411 13141701 13140772 411 13141701 13140772 411
Chr3 Normal NT_039239.1 GGGTCATGGTGCCCG 6113477 Slc16a1 6113050 6132844 427 6113066 6131619 411 6123683 6130104 -10206
Chr2 Normal NT_039206.1 TGGTCATGTTGACCG 1354489 Gsn 1326531 1651648 27958 1354076 1378062 413 1354086 1377838 403
Chr1 Complement NT_039173.1 TGGTCATGATGACTT 6885062 MOR103-3 6885475 6884535 413 6885475 6884535 413 6885475 6884537 413
Chr14 Complement NT_039598.1 GGGTCAGACCGACCA 3847660 Prkcd 3848073 3816993 413 3848073 3816993 413 3832319 3817583 -15341
Chr3 Normal NT_039228.1 AGCTCACTGCGACCC 5146416 Fxr1h 5146002 5196216 414 5146002 5195232 414 5146007 5194827 409
Chr4 Complement NT_039260.1 AGGTCGTTCTTACCT 146275 Fancg 147069 138925 794 146691 139527 416 146678 139565 403
Chr7 Complement NT_039428.1 AGATCAAGTTGACCA 5970272 LOC215391 5970689 5952710 417 5970689 5952710 417 5970689 5952710 417
Chr15 Normal NT_039621.1 CTGTCACTGTGACCT 47112963 LOC328578 47112546 47115938 417 47112546 47115938 417 47112655 47113032 308
Chr10 Complement NT_039492.1 GGGTCAAGTTGACAT 6516576 2310057J18Rik 6516994 6502981 418 6516994 6503058 418 6516983 6503290 407
Chr17 Complement NT_039649.1 AGGTCGTCATGACCA 1493029 2810430B18Rik 1493447 1470671 418 1493447 1474782 418 1493369 1477120 340
Chr17 Complement NT_039672.1 AGGTCGTCATGACCA 98406 2810430B18Rik 98824 79409 418 98824 79409 418 98746 82017 340
Chr11 Normal NT_039520.1 AGGTCAGCCCGCCCC 46219010 LOC268460 46218592 46229405 418 46218592 46229405 418 46219547 46228610 -537
Chr1 Normal NT_039185.1 ATGTCAACTTGACCT 6374393 LOC240877 6373973 6423722 420 6373973 6423722 420 6373973 6423722 420
Chr11 Complement NT_039515.1 GGGTCACGGTGGCCC 3645468 LOC331704 3645888 3554956 420 3645888 3554956 420 3645797 3554956 329
Chr5 Normal NT_039324.1 AGGTCAGGTTGACCC 206187 LOC210291 205766 238614 421 205766 238614 421 205766 238614 421
ChrX Complement NT_039702.1 AGGTCGTTACGACCC 92070 LOC279554 92491 43804 421 92491 43804 421 92474 43804 404
Chr1 Complement NT_039173.1 TGGTCATGATGACTT 6896201 LOC227367 6896623 6895677 422 6896623 6895677 422 0 0 -6896201
Chr5 Normal NT_039318.1 AGGTCAGGTTGACCT 1479612 LOC243341 1479189 1527365 423 1479189 1527365 423 1479189 1527365 423
Chr8 Complement NT_039462.1 GGGTCAGGTTGACTC 5921141 2810003H13Rik 5922287 5911010 1146 5921566 5911784 425 5921542 5912492 401
Chr4 Normal NT_039258.1 GGGCCACGCTGACCA 7413370 2610301B20Rik 7412614 7437917 756 7412943 7437747 427 7412990 7431782 380
Chr19 Normal NT_039692.1 GGGTCCAGTCGACCC 2562754 9530077C24Rik 2555685 2586324 7069 2562327 2586324 427 2569130 2582181 -6376
Chr10 Complement NT_039496.1 AGGTCACCTTGAGCA 5842777 BC005494 5843204 5835994 427 5843204 5835994 427 5837987 5836293 -4790
Chr11 Complement NT_039520.1 TGGTTAGGGTGACCT 28926349 Chrne 28926776 28922466 427 28926776 28922466 427 28926757 28922555 408
Chr10 Complement NT_039491.1 GGGCCACTTCGACCT 5478160 1110005L13Rik 5478588 5474749 428 5478588 5474749 428 5478469 5477867 309



Chr6 Complement NT_039347.1 AGCTCAAGGTGACCC 463942 LOC333119 464370 463697 428 464370 463697 428 464370 463697 428
Chr2 Normal NT_039208.1 GGGTCAAGCTGCCCA 13853017 LOC241516 13852588 14397084 429 13852588 13917763 429 13852588 13917763 429
Chr19 Normal NT_039687.1 GGGTCACCCAGACCA 17931532 LOC278002 17931103 17950358 429 17931103 17950358 429 17931103 17950358 429
Chr1 Complement NT_039180.1 AGTTCATTCCGACCT 14327727 1110063G11Rik 14328157 14292415 430 14328157 14292415 430 14327528 14293605 -199
Chr15 Normal NT_039621.1 GGGTCATGGTGAGCA 41069872 1110014P06Rik 41069388 41077851 484 41069441 41077851 431 41071636 41077257 -1764
Chr4 Complement NT_039261.1 GGGGCGCACTGACCT 9514820 Edg2 9515595 9396103 775 9515252 9396103 432 9465785 9398452 -49035
Chr18 Complement NT_039674.1 CGGTGACCGTGACCC 17269536 Dsc2 17270219 17241410 683 17269969 17242793 433 17269917 17243275 381
Chr3 Normal NT_039227.1 AAGTCATGTTGACCA 1686676 LOC332728 1686243 1752291 433 1686243 1752291 433 1686243 1752291 433
Chr16 Complement NT_039624.1 TGGTCCTCATGACCT 27291295 1700007N03Rik 27291729 27288735 434 27291729 27288735 434 0 0 -27291295
Chr4 Complement NT_039265.1 GGGTCACTATGACAT 7782695 Kpna6 7794463 7765681 11768 7783130 7769688 435 7783130 7769690 435
Chr18 Normal NT_039676.1 AAGTCACCCTGACCT 2426741 LOC332346 2426306 2440970 435 2426306 2440970 435 2426306 2440970 435
Chr5 Complement NT_039324.1 GGGTCAACCTGACCT 149913 Cyp3a25 150349 116809 436 150349 116809 436 150349 116809 436
Chr10 Normal NT_039492.1 AGGTCAGGACGTCCT 6820148 LOC212449 6819712 6834483 436 6819712 6834483 436 6819712 6834483 436
Chr10 Normal NT_039500.1 GGGTCAGGCTGACGG 1832046 Sycp3 1831610 1845382 436 1831610 1845382 436 1831689 1845105 357
Chr5 Normal NT_039312.1 GGGTTATGCTGACCT 1329935 1100001D10Rik 1300045 1330922 29890 1329497 1330920 438 1329792 1330181 143
Chr4 Normal NT_039264.1 GGGTGAAGTTGACCA 17141438 1700064K09Rik 17141000 17150314 438 17141000 17149872 438 17141086 17149049 352
Chr2 Complement NT_039208.1 AAGTCATGGTGACCA 22026164 LOC241544 22026602 22016884 438 22026602 22016884 438 22026602 22016884 438
Chr17 Normal NT_039658.1 AGGTCAGGGTGACTT 21684135 LOC195370 21683696 21692460 439 21683696 21692460 439 21683696 21692460 439
Chr16 Complement NT_039625.1 GGCTCAGGCTGACCT 19820950 LOC224402 19821390 19781526 440 19821390 19781526 440 19802081 19781526 -18869
Chr5 Complement NT_039301.1 GGGTCTGTGTGACCA 123452 Otof 123892 27603 440 123892 27603 440 123788 27603 336
Chr9 Normal NT_039473.1 AGGTCACTCTGCCCA 4789678 LOC214531 4789235 4808192 443 4789235 4808192 443 4793175 4806632 -3497
Chr18 Normal NT_039674.1 GGGTCACTTGGACCT 22910130 LOC225290 22909686 22912194 444 22909686 22912194 444 22911073 22912107 -943
Chr2 Complement NT_039208.1 AGGTCATTGTGACTA 17574194 LOC228213 17574638 17573697 444 17574638 17573697 444 17574638 17573697 444
Chr2 Complement NT_039208.1 AGGTCATTGTGACTA 17660713 LOC241532 17661157 17660216 444 17661157 17660216 444 17661157 17660216 444
Chr2 Complement NT_039208.1 AGGTCATTGTGACTA 17614898 LOC279050 17615342 17587636 444 17615342 17587636 444 17615342 17587636 444
Chr6 Complement NT_039341.1 AGGACACCATGACCA 11015694 MOR120-1 11016138 11015194 444 11016138 11015194 444 11016138 11015194 444
Chr5 Normal NT_039302.1 GGGTCGCCGTGTCCT 294549 Ywhah 294069 303180 480 294105 303180 444 294282 302409 267
Chr15 Normal NT_039620.1 CGGTCAGGTGGACCT 552328 Matn2 551883 643849 445 551883 643849 445 562444 643398 -10116
Chr17 Normal NT_039638.1 CGGTCAAGCTGTCCT 3211046 Park2 3210549 4427759 497 3210601 4426233 445 3210671 4426054 375
Chr14 Normal NT_039606.1 AGGTCAGAGTGAACT 4159197 Sap18 4158714 4165473 483 4158751 4165473 446 4158780 4162575 417
Chr9 Complement NT_039472.1 GGTTCATGATGACCG 26684236 MOR224-10 26684683 26683703 447 26684683 26683703 447 26684683 26683703 447
Chr4 Normal NT_039262.1 AGGTCATTCTGGCCA 1667424 Atp6v1g1 1666947 1672882 477 1666976 1672839 448 1667057 1672256 367
Chr8 Normal NT_039467.1 AGGTCGTAGAGACCT 51426039 Def8 51425572 51446485 467 51425591 51445853 448 51430384 51444152 -4345
Chr13 Normal NT_039573.1 GGGTCACCCCGACAC 118464 LOC331891 118016 165771 448 118016 165771 448 118016 165771 448
Chr5 Complement NT_039302.1 AGGTCAAGATGGCCC 2406456 Lrpap1 2406904 2392625 448 2406904 2392625 448 2406883 2394442 427
Chr18 Complement NT_039674.1 GGGTCAAATTGCCCT 53941995 Aldh7a1 53942508 53895628 513 53942444 53895628 449 53932113 53896845 -9882
Chr4 Complement NT_039268.1 AGGGCAAGGCGACCT 6861791 LOC330006 6862240 6860307 449 6862240 6860307 449 6861576 6861271 -215
Chr10 Normal NT_039495.1 AGGTCAGGTCGGCCC 2026953 Psap 2026504 2051386 449 2026504 2051386 449 2026532 2050518 421
Chr9 Complement NT_039472.1 GGGACATGGTGACCT 25405739 MOR164-3 25406189 25405212 450 25406189 25405212 450 25406189 25405212 450
Chr17 Normal NT_039643.1 GGGTCCTGGCGACCC 3816320 Ppp2r1a 3815675 3836290 645 3815870 3835857 450 3815870 3835857 450
Chr10 Complement NT_039502.1 TGGTGAGTGTGACCC 4378198 1110068E08Rik 4378650 4345378 452 4378650 4345378 452 4378583 4345605 385
Chr8 Complement NT_039467.1 AGGTCAAGCTGATCT 49521260 1700018B08Rik 49521712 49511182 452 49521712 49511182 452 49521513 49511421 253
Chr17 Normal NT_039649.1 AGCTCAAGCTGACCC 2271146 LOC328783 2270693 2282981 453 2270693 2282981 453 2271572 2282731 -426
Chr12 Normal NT_039551.1 AGATCGGATTGACCT 29555749 Coq6 29555272 29567038 477 29555295 29567038 454 29555299 29566956 450
Chr4 Complement NT_039259.1 GGCTCACCTTGACCG 10086201 LOC242377 10086657 10071603 456 10086657 10071603 456 10086657 10071603 456
Chr2 Complement NT_039205.1 TGGTCAATTTGAACC 359121 A130006I12Rik 359578 358422 457 359578 358422 457 359238 358939 117
Chr2 Complement NT_039210.1 AGGGCACCCTGACCC 3547964 Eif2s2 3548574 3527057 610 3548421 3527057 457 3548343 3528364 379
Chr7 Normal NT_039428.1 GGCTCATCATGACCC 7889658 LOC330558 7889201 7890022 457 7889201 7890022 457 7889201 7890022 457
Chr2 Complement NT_039210.1 CGGTCAAGTTGACCC 14571172 MGC25852 14571632 14501805 460 14571632 14501805 460 14550411 14502757 -20761
ChrX Normal NT_039708.1 AGGTGGAAATGACCT 976391 9130012G04Rik 975074 983310 1317 975930 983310 461 976170 982562 221
ChrX Normal NT_039745.1 AGGTGGAAATGACCT 896010 9130012G04Rik 894693 902929 1317 895549 902929 461 895789 902181 221
Chr14 Normal NT_039598.1 GTGTCAAATTGACCC 1185455 LOC218856 1184994 1198250 461 1184994 1198250 461 1184994 1198250 461
Chr2 Complement NT_039205.1 AGGTCACATTGAGCA 10257877 LOC227735 10258633 10245180 756 10258339 10245180 462 10257452 10245341 -425
Chr18 Normal NT_039674.1 AGGTCAGCGCGACGT 29444046 Map3k2 29443580 29508890 466 29443580 29508890 466 29472346 29508740 -28300
Chr15 Normal NT_039621.1 AGGTCGGGCTGACTC 34465772 Chrac1 34465280 34472423 492 34465305 34468508 467 34465305 34468508 467
Chr9 Normal NT_039474.1 GTGTCATAGTGACCC 21741447 Bcl2l10 21740921 21744832 526 21740978 21744832 469 21741095 21744325 352
Chr8 Complement NT_039456.1 AGGTCAAGGTGAACT 11694521 LOC270038 11694990 11692019 469 11694990 11692019 469 11694954 11694337 433
Chr12 Normal NT_039551.1 GAGTCATCCTGACCC 28949303 Papln 28948807 28977657 496 28948834 28977625 469 28951331 28977282 -2028
Chr18 Normal NT_039674.1 AGGTTATGATGACCA 40417252 LOC265414 40416782 40418309 470 40416782 40418309 470 40416831 40417499 421
Chr16 Normal NT_039624.1 AGGTCACCATGCCCT 37128802 LOC328675 37128331 37129978 471 37128331 37129978 471 37128875 37129177 -73
ChrX Normal NT_039716.1 AGGTCACCATGAGCA 5058993 LOC331538 5058522 5063184 471 5058522 5063184 471 5062441 5062773 -3448
Chr5 Complement NT_039305.1 AGGTCATGTCGAGCT 20768863 LOC330090 20769335 20768856 472 20769335 20768856 472 20769312 20768866 449
Chr17 Normal NT_039649.1 GGGTGATGGTGACCT 10397464 Sacm2l 10396992 10408390 472 10396992 10408390 472 10397273 10407511 191
Chr17 Normal NT_039662.1 GGGTGATGGTGACCT 205047 Sacm2l 204575 215926 472 204575 215926 472 204856 215047 191
Chr4 Complement NT_039268.1 AGGTCAGCATGGCCA 8550185 B3galt6 8550658 8548509 473 8550658 8548509 473 8550596 8549619 411
Chr2 Normal NT_039208.1 ATGTCGTGGTGACCC 6410004 LOC241482 6409531 6548430 473 6409531 6434007 473 6409531 6434007 473
Chr8 Normal NT_039461.1 GGGTCAGGATGGCCA 6148837 LOC330780 6148364 6150080 473 6148364 6150080 473 6149216 6149500 -379
Chr17 Complement NT_039656.1 TGGTCACTGTGTCCT 2197189 S3-12-pending 2197664 2192446 475 2197664 2192446 475 2197664 2193859 475
Chr7 Complement NT_039433.1 GAGTCAGGTCGACCC 21409469 AI480612 21409947 21407235 478 21409947 21407235 478 21409353 21407756 -116
Chr17 Normal NT_039649.1 TGGTCACGTTGATCT 3077020 LOC207695 3076542 3077497 478 3076542 3077497 478 3076542 3077497 478
Chr19 Complement NT_039689.1 AGATCATCTTGACCC 4496293 5730455O13Rik 4496772 4461131 479 4496772 4477150 479 4494529 4477395 -1764
Chr7 Normal NT_039433.1 AGGTCAGTGGGACCC 20287992 Sbk-pending 20287436 20310296 556 20287513 20310296 479 20305027 20307812 -17035
Chr1 Complement NT_039170.1 GGGTCAGTACGAGCT 21501822 Uxs1 21502301 21417977 479 21502301 21417977 479 21502209 21418920 387
Chr18 Normal NT_039676.1 AGGTGAGGTTGACCA 1132878 LOC240435 1132398 1141764 480 1132398 1141764 480 1132398 1141764 480
Chr9 Normal NT_039477.1 GGCTCAGAATGACCT 7520990 2600016J21Rik 7520459 7525870 531 7520509 7524466 481 7522922 7524223 -1932
ChrX Normal NT_039726.1 TGGTAACTGTGACCT 574929 Smpx 574448 627919 481 574448 627919 481 578304 596392 -3375
Chr4 Complement NT_039265.1 GGGTCAAGTTCACCC 8257102 Hcrtr1 8257584 8252260 482 8257584 8252260 482 8257457 8252537 355
Chr8 Normal NT_039467.1 AGGTCAGAATGACTC 8864180 LOC333316 8863698 8874912 482 8863698 8874912 482 8863698 8874912 482
Chr2 Complement NT_039205.1 GGGTCACGACGGCCT 10464573 Slc2a8 10465089 10455994 516 10465056 10456570 483 10465031 10456601 458
Chr3 Normal NT_039239.1 TGGTCAAGCTGAACC 7385622 Adora3 7385136 7389639 486 7385136 7389639 486 7385513 7388608 109
Chr18 Complement NT_039674.1 AGGTCACCATGCCCC 43620981 LOC225468 43621467 43619815 486 43621467 43619815 486 43621467 43619815 486
Chr3 Normal NT_039248.1 GGGTCTCTGTGACCT 217003 LOC241950 216517 232698 486 216517 232698 486 216517 232698 486
Chr3 Normal NT_039252.1 GGGTCTCTGTGACCT 257896 LOC241950 257410 273591 486 257410 273591 486 257410 273591 486
Chr11 Complement NT_039521.1 CTGTCATTTTGACCC 21255788 1700012B07Rik 21256275 21216530 487 21256275 21219800 487 21256144 21219806 356
Chr10 Normal NT_039496.1 TGTTCAACTTGACCT 3576342 Krtap12-1 3575855 3576525 487 3575855 3576525 487 3575894 3576286 448
Chr9 Normal NT_039472.1 TGCTCAGACTGACCT 25138557 LOC235206 25138070 25139014 487 25138070 25139014 487 25138070 25139014 487
Chr9 Normal NT_039472.1 TGGTCATGGTGGCCT 11473437 LOC333372 11472950 11479844 487 11472950 11479844 487 11472950 11479844 487
Chr11 Complement NT_039520.1 AGGTCATGGTGACAG 16846610 LOC193138 16847099 16846155 489 16847099 16846155 489 16847099 16846155 489
Chr1 Complement NT_039184.1 GAGTCATCGTGACCA 3861433 LOC269130 3861922 3861469 489 3861922 3861469 489 3861685 3861548 252
Chr17 Complement NT_039649.1 AGGTCAATATCACCT 9480486 Cyp4f14 9481227 9468996 741 9480976 9468996 490 9480783 9469426 297
Chr6 Complement NT_039355.1 AGGTCAGATTCACCG 11537567 LOC333152 11538058 11497302 491 11538058 11497302 491 11534627 11518278 -2940
Chr4 Complement NT_039268.1 TGGACACAATGACCC 8197702 Mmp23 8198193 8195464 491 8198193 8195464 491 8197989 8195518 287
Chr4 Normal NT_039268.1 TGGTCAGGGTGACTT 14978 LOC195531 14486 43985 492 14486 43985 492 14500 43985 478
Chr8 Normal NT_039467.1 TGGCCATCCTGACCT 39840809 Terf2ip 39840283 39849507 526 39840317 39849507 492 39840394 39848030 415
Chr2 Normal NT_039210.1 TGATCAGTCTGACCT 11848735 LOC241767 11848241 11996740 494 11848241 11906682 494 11848241 11906682 494



Chr8 Normal NT_039455.1 GGGTCACCTTGACAT 5914382 LOC333264 5913886 5927902 496 5913886 5927902 496 5913886 5927902 496
Chr1 Complement NT_039180.1 CGGTCAGGTTGACCC 17128152 Gpr37l1 17128650 17121221 498 17128650 17121221 498 17128074 17121849 -78
Chr14 Complement NT_039598.1 TGGGCAAGATGACCC 6212531 LOC218896 6213030 6193517 499 6213030 6193517 499 6198083 6194633 -14448
Chr18 Normal NT_039674.1 AGGTCAGTCTGACTC 50979537 LOC225521 50979038 51002423 499 50979038 51002423 499 50979038 51002423 499
Chr7 Normal NT_039436.1 GGGTCAGGTTGCCCC 2127244 Ptdss2 2126628 2151496 616 2126744 2150862 500 2126744 2150862 500
Chr3 Normal NT_039242.1 TCGTCATGTTGACCT 20956853 Vdu1-pending 20956342 21004704 511 20956353 21004333 500 20968983 21003458 -12130
Chr11 Complement NT_039520.1 GGGACAATGTGACCT 32272723 LOC327962 32273224 32269289 501 32273224 32269289 501 32273072 32269289 349
Chr9 Normal NT_039473.1 AGGGCGCTTTGACCC 3543528 Usp2 3527087 3553410 16441 3543027 3551699 501 3543027 3551646 501
Chr4 Complement NT_039261.1 GGGTCCTACTGACCC 7813686 Catnal1 7814188 7760442 502 7814188 7761823 502 7814107 7761823 421
ChrX Normal NT_039726.1 AGGTCAGGAGGACCA 4130523 LOC270674 4130020 4221568 503 4130020 4221568 503 4130020 4221568 503
Chr5 Normal NT_039305.1 GGGTCACACTGAACA 21277730 LOC333019 21277227 21318270 503 21277227 21318270 503 21277227 21318270 503
Chr4 Complement NT_039259.1 AGGTCAATATGACAG 17882799 LOC329827 17883303 17881686 504 17883303 17881686 504 17883127 17882687 328
Chr9 Normal NT_039480.1 GGGTGGTACTGACCC 1987582 LOC235639 1987077 1990445 505 1987077 1990445 505 1987191 1990266 391
Chr9 Complement NT_039472.1 GGGTCACTGTCACCA 13631740 LOC330907 13632245 13631518 505 13632245 13631518 505 13632208 13631846 468
Chr8 Complement NT_039460.1 GGGTAATTTTGACCT 2354411 AI661919 2411342 2317782 56931 2354918 2317782 507 2354912 2318256 501
Chr11 Complement NT_039520.1 AGGTCATGGTGACAG 16809233 MOR275-1 16809740 16808793 507 16809740 16808793 507 16809740 16808793 507
Chr13 Complement NT_039586.1 GGGTCTGCTTGACCC 5358358 AW125446 5358866 5329485 508 5358866 5329485 508 5358866 5331779 508
Chr17 Normal NT_039649.1 AGGTCACCTCGATCT 11417815 Hspa1b 11417306 11420058 509 11417306 11420058 509 11419221 11419622 -1406
Chr17 Normal NT_039662.1 AGGTCACCTCGATCT 1207284 Hspa1b 1206775 1209527 509 1206775 1209527 509 1208690 1209091 -1406
Chr11 Normal NT_039521.1 AGGCCGGGATGACCT 27055903 Mrps7 27055394 27059091 509 27055394 27059091 509 27055630 27058508 273
Chr9 Normal NT_039480.1 AGGTCACGCTGATCT 4552039 Ubp1 4551529 4583892 510 4551529 4583695 510 4551529 4582076 510
Chr9 Normal NT_039473.1 AGGTCACGGTGAACA 3858229 G6pt1 3856303 3862326 1926 3857718 3862325 511 3857837 3861842 392
Chr9 Normal NT_039472.1 AGGTCGTAGTCACCC 1900075 4930553M18Rik 1899517 1910299 558 1899563 1905406 512 1901057 1905323 -982
Chr18 Normal NT_039674.1 TGGTCACATTCACCC 2027257 Svil 2026745 2098126 512 2026745 2098126 512 2026797 2097810 460
Chr11 Complement NT_039515.1 GGGTCAACATGACAG 3659987 LOC192951 3660501 3657840 514 3660501 3657840 514 3660014 3659337 27
Chr10 Complement NT_039496.1 AGCTCAGGCTGACCC 7218922 Rgs19ip3-pending 7219437 7213915 515 7219437 7213915 515 7219428 7214036 506
Chr11 Normal NT_039520.1 GGGACACGATGACCC 38523453 C130052G03Rik 38522937 38536519 516 38522937 38536519 516 38523296 38535558 157
Chr6 Complement NT_039350.1 TGATCAGGTTGACCT 11116638 LOC333127 11117155 11034355 517 11117155 11034355 517 11117155 11034355 517
Chr1 Normal NT_039184.1 GGGTCATATTGGCCT 3913504 Niban 3912870 4063331 634 3912987 4063025 517 4033435 4062335 -119931
Chr8 Complement NT_039459.1 CGGTCATCTTGACAC 826246 LOC211551 826764 825650 518 826764 825650 518 826764 825650 518
Chr15 Normal NT_039621.1 GGGACATAATGACCT 43784418 1500032L24Rik 43783899 43786975 519 43783899 43786975 519 43783969 43785922 449
Chr11 Complement NT_039520.1 AGGTCATGGTGACAG 16781809 LOC193140 16782328 16781354 519 16782328 16781354 519 16782328 16781354 519
Chr10 Normal NT_039500.1 AGCTCAGTCTGACCC 4088894 LOC327791 4088374 4090067 520 4088374 4090067 520 4088565 4088843 329
Chr17 Normal NT_039658.1 CAGTCATAGTGACCT 16924201 AI115348 16923612 16932949 589 16923680 16932949 521 16923841 16932163 360
Chr6 Complement NT_039355.1 AGATCAAGCTGACCT 4517799 Fsp27 4519323 4508100 1524 4518320 4508100 521 4518297 4509020 498
Chr19 Complement NT_039692.1 GGGCCAACATGACCT 20705114 LOC329080 20705635 20693752 521 20705635 20693752 521 20705635 20693752 521
Chr13 Normal NT_039579.1 GGGTCACCATGACAA 573314 Nqo2 570326 594069 2988 572792 594066 522 573914 593915 -600
Chr11 Complement NT_039520.1 GGGTCGTGCAGACCC 36819559 Foxn1 36820083 36791813 524 36820083 36791813 524 36805463 36792276 -14096
Chr5 Normal NT_039300.1 AGGTGGTTGTGACCT 30457 LOC242896 29930 40159 527 29930 40159 527 29930 40159 527
Chr11 Normal NT_039520.1 AGGTTGTTGTGACCC 32504238 LOC327963 32503710 32516564 528 32503710 32516564 528 32503848 32516468 390
Chr3 Normal NT_039238.1 AGGTCAGAGTGTCCA 1101503 0610013I17Rik 1100806 1109292 697 1100974 1109292 529 1105785 1108511 -4282
Chr1 Complement NT_039170.1 GGGTCAAAGTGACAT 17522448 LOC332430 17522978 17500277 530 17522978 17500277 530 17522978 17500277 530
Chr16 Complement NT_039625.1 GGGTGACACCGACCT 22322549 4930528H02Rik 22323080 22266538 531 22323080 22266538 531 22322935 22268831 386
Chr16 Complement NT_039625.1 AGGTCATCATGCCCT 30434013 LOC239976 30434545 30412110 532 30434545 30412110 532 30434545 30412110 532
Chr16 Complement NT_039634.1 AGGTCATCATGCCCT 1077661 LOC333864 1078193 1055861 532 1078193 1055861 532 1078193 1055861 532
Chr3 Complement NT_039234.1 AGGTCATAGAGACCA 24342409 Bglap1 24342973 24342006 564 24342942 24342006 533 24342924 24342140 515
Chr16 Normal NT_039624.1 AGGTCATGATGTCCT 19640061 LOC332149 19639528 19639842 533 19639528 19639842 533 19639528 19639842 533
Chr12 Normal NT_039551.1 CCGTCACTCTGACCC 31439074 1700020O03Rik 31438540 31487895 534 31438540 31487895 534 31440710 31485513 -1636
Chr11 Complement NT_039520.1 AGATCAGGCTGACCT 44274795 LOC327986 44275329 44271789 534 44275329 44271789 534 44273126 44271852 -1669
ChrX Complement NT_039710.1 TGGTCAAAGTGATCT 3258070 LOC195775 3258606 3257047 536 3258606 3257047 536 3258606 3257047 536
Chr17 Normal NT_039658.1 TGGTCAGGGTGACTT 25028369 LOC332272 25027831 25146106 538 25027831 25146106 538 25027831 25146106 538
Chr6 Normal NT_039350.1 AGGTCATACTGATCA 1309449 LOC243475 1308910 1309434 539 1308910 1309434 539 1308910 1309434 539
Chr4 Normal NT_039266.1 TGGTCATCCTGTCCT 11421952 Casp9 11421168 11443644 784 11421412 11441356 540 11421412 11441356 540
Chr11 Normal NT_039520.1 AGGTGAAGTTGACCA 9864459 D11Ertd175e 9863898 9867860 561 9863919 9867860 540 9863964 9867363 495
Chr5 Normal NT_039318.1 GGGTCAGTGTGAACT 317385 Mist1 316845 318224 540 316845 318224 540 317631 318224 -246
Chr9 Normal NT_039471.1 TGGTCAAGGTAACCT 4601603 Mmp20 4601062 4645892 541 4601062 4645892 541 4601084 4644087 519
Chr3 Complement NT_039239.1 AGGTCGTGTGGACCC 9078441 Ntt4 9078982 9027822 541 9078982 9027822 541 9061617 9031455 -16824
Chr5 Normal NT_039305.1 CGGTCAGAGTGACCC 26366541 Tbc1d1 26365670 26554962 871 26366000 26554962 541 26379280 26554962 -12739
Chr2 Complement NT_039209.1 AGGTCTTATTGACCC 44183653 LOC332674 44184195 44182904 542 44184195 44182904 542 44184195 44182904 542
Chr8 Complement NT_039456.1 AGGTCACAAAGACCT 11415039 LOC244406 11415584 11364602 545 11415584 11364602 545 11415584 11364602 545
Chr16 Normal NT_039624.1 TGGTAAACATGACCT 15502721 LOC328640 15502174 15503537 547 15502174 15503537 547 15502189 15502611 532
Chr16 Normal NT_039631.1 TGGTAAACATGACCT 250561 Ube2v2 250014 251377 547 250014 251377 547 250029 250451 532
Chr15 Complement NT_039621.1 GGGTCAATGCGACTT 42831676 3110002K08Rik 42832605 42796011 929 42832226 42797387 550 42832126 42797792 450
Chr2 Complement NT_039210.1 TGGTCAAAGTGGCCC 9581215 1110013O17Rik 9581769 9578698 554 9581769 9578698 554 9581294 9580989 79
ChrX Normal NT_039718.1 TGGACAAGCTGACCC 3950441 LOC245658 3949887 3950801 554 3949887 3950801 554 3949887 3950801 554
Chr17 Complement NT_039649.1 GGGTCAGGGTCACCG 3378574 Nkx2-5 3379129 3376182 555 3379129 3376182 555 3378875 3376540 301
Chr1 Complement NT_039185.1 GGGTCATCATGTCCC 15639671 4930560D03Rik 15644325 15623693 4654 15640227 15625782 556 15640215 15626226 544
Chr8 Normal NT_039462.1 GGGTCAGCCTGATCT 5561993 Cope 5561160 5571642 833 5561437 5571642 556 5561459 5571558 534
Chr2 Complement NT_039202.1 ACGTCACCGTGACCT 458331 Hsp70-4 459100 434996 769 458888 434996 557 458832 435101 501
Chr4 Complement NT_039266.1 GGGCCACCCTGACCG 1508465 LOC269587 1509022 1357182 557 1509022 1358042 557 1504408 1360268 -4057
Chr5 Normal NT_039312.1 AGGTCACTGAGACCC 8022238 C330023M02Rik 8021618 8068062 620 8021677 8050201 561 8021687 8047433 551
Chr6 Complement NT_039341.1 AGGCCAGTCTGACCA 11734594 LOC232744 11735155 11734217 561 11735155 11734217 561 11735155 11734217 561
Chr7 Complement NT_039433.1 GGGTCACCGTGAGCT 19706461 LOC233863 19718196 19651443 11735 19707022 19651443 561 19707008 19672568 547
Chr18 Complement NT_039674.1 GGGTCGGTCTGAGCT 31638640 Dp1 31639344 31610753 704 31639202 31612857 562 31639173 31612983 533
Chr6 Complement NT_039341.1 AGGCCAGTCTGACCA 11708413 MOR257-4 11708977 11708036 564 11708977 11708036 564 11708977 11708036 564
Chr7 Complement NT_039407.1 GGGTCCCTGCGACCT 1932881 1200011C15Rik 1933829 1918870 948 1933446 1918870 565 1933418 1919957 537
Chr9 Normal NT_039473.1 GGTTCACATTGACCC 6379031 2900052N01Rik 6378466 6392393 565 6378466 6392393 565 6385772 6386200 -6741
ChrX Complement NT_039726.1 TGGTCAAGGTGTCCT 11551404 Msl3l1 11551969 11532191 565 11551969 11532191 565 11551806 11532940 402
Chr6 Normal NT_039343.1 GAGTCATGCTGACCA 8791193 V1rc30 8790628 8791527 565 8790628 8791527 565 8790628 8791527 565
Chr11 Normal NT_039521.1 TGGTCAGTGTGCCCT 20842723 9930022D16Rik 20842157 20848644 566 20842157 20848644 566 20842266 20846435 457
Chr6 Normal NT_039343.1 GAGTCATGCTGACCA 8840563 LOC269743 8839997 8840933 566 8839997 8840933 566 8840364 8840933 199
Chr2 Normal NT_039205.1 AGATCAGGCTGACCT 7303105 2900073H19Rik 7302494 7358096 611 7302536 7319214 569 7302553 7318323 552
Chr11 Complement NT_039520.1 AGGTCAGAGTGACAC 14606680 LOC195067 14607250 14511447 570 14607250 14511447 570 14607250 14511447 570
Chr7 Normal NT_039393.1 GGGTCAGAGTGACTG 770759 Rps5 770141 774537 618 770186 774537 573 770825 774491 -66
Chr4 Normal NT_039264.1 GGGTTGCCCTGACCT 6441273 LOC329908 6440699 6485362 574 6440699 6485362 574 6440951 6483692 322
Chr2 Normal NT_039209.1 GGGTCATCGCGCCCT 5317407 Pax6 5309787 5608072 7620 5316833 5338281 574 5321189 5337295 -3782
Chr17 Complement NT_039656.1 TGGTCACCGTGTCCT 2197090 S3-12-pending 2197664 2192446 574 2197664 2192446 574 2197664 2193859 574
Chr7 Normal NT_039428.1 GGGTCACGGTGGCCC 2667340 AJ430384 2666765 2980694 575 2666765 2980694 575 2871857 2980397 -204517
Chr15 Normal NT_039621.1 GGGTCACAGTGACTT 47193905 Ppara 47192763 47261287 1142 47193330 47261287 575 47234548 47259726 -40643
Chr17 Normal NT_039655.1 AGCTCGGGGTGACCC 6135996 Tlmp-pending 6135421 6138601 575 6135421 6138601 575 6135430 6138214 566
Chr10 Complement NT_039500.1 GGGTCAAGATCACCA 17859959 LOC331670 17860535 17745998 576 17860535 17745998 576 17860535 17745998 576
Chr19 Normal NT_039692.1 GGGCCGCCCTGACCC 19832487 LOC332396 19831910 19845768 577 19831910 19845768 577 19831910 19845768 577
Chr6 Normal NT_039350.1 GGGTAATCATGACCA 13039839 Lbx2h 13039205 13041071 634 13039261 13041059 578 13039261 13040908 578
Chr11 Complement NT_039521.1 GGGTTGATGTGACCC 11399184 LOC193248 11399762 11378330 578 11399762 11378330 578 11399762 11378330 578
Chr6 Complement NT_039343.1 TGGTCAGCATGACTC 18580669 V1rc14 18581248 18580331 579 18581248 18580331 579 18581248 18580331 579



Chr6 Complement NT_039343.1 TGGTCAGCATGACTC 9757450 V1rc23 9758029 9757121 579 9758029 9757121 579 9758029 9757121 579
Chr6 Complement NT_039343.1 TGGTCAGCATGACTC 9782149 V1rc24 9782728 9781718 579 9782728 9781718 579 9782728 9781718 579
Chr6 Complement NT_039343.1 TGGTCATCATGACAC 9696922 V1rc28 9697501 9696608 579 9697501 9696608 579 9697501 9696608 579
Chr16 Normal NT_039625.1 GGGTCGCTGTCACCT 24052958 LOC332199 24052378 24056838 580 24052378 24056838 580 24052378 24056838 580
Chr8 Complement NT_039467.1 AGGTCGTACTGACCT 51907739 1110005N04Rik 51919527 51894775 11788 51908322 51894775 583 51908319 51895766 580
ChrX Complement NT_039713.1 AGGTCACCCTGACGT 11293902 Tex16 11294485 11260679 583 11294485 11260679 583 11294476 11261222 574
Chr7 Normal NT_039433.1 GGGTCAGGGTGACTC 21485549 BC006909 21484964 21493138 585 21484964 21493138 585 21491636 21493138 -6087
Chr4 Normal NT_039264.1 GGCTCGATGTGACCC 18902168 Ebna1bp2 18901551 18906812 617 18901582 18906730 586 18901684 18906622 484
Chr8 Complement NT_039467.1 AGGTCAGCCCGCCCC 51218192 2610039E05Rik 51218804 51214829 612 51218780 51214829 588 51218391 51215839 199
Chr5 Complement NT_039315.1 AGGTCAAAATGTCCA 218111 Epo 218699 216606 588 218699 216606 588 218093 216606 -18
Chr17 Complement NT_039658.1 GTGTCAGTGTGACCA 19253128 LOC268986 19253717 19252785 589 19253717 19252785 589 19253717 19252785 589
Chr1 Complement NT_039188.1 CTGTCATGTTGACCT 1878242 LOC269155 1878831 1878285 589 1878831 1878305 589 1878797 1878336 555
Chr4 Complement NT_039258.1 AGGTCGGCGTGTCCT 19199429 Pou3f2 19200019 19198764 590 19200019 19198764 590 19200019 19198896 590
Chr2 Normal NT_039208.1 GGGACACGGTGACCT 4667013 LOC241470 4666422 4970466 591 4666422 4677552 591 4666422 4677552 591
Chr5 Complement NT_039314.1 GGGTCCTCTTGACCG 414855 4733401P19Rik 415499 405717 644 415447 405717 592 415322 406316 467
Chr12 Complement NT_039539.1 GGGACAGTTTGACCC 10279235 LOC209636 10279827 10279347 592 10279827 10279347 592 10279827 10279347 592
Chr8 Normal NT_039467.1 GTGTCAGGTTGACCT 20328623 Irx6 20327294 20333961 1329 20328030 20333079 593 20328040 20332658 583
Chr2 Complement NT_039205.1 GGCTCAGGATGACCA 9740699 Umpk 9741292 9736044 593 9741292 9736044 593 9739687 9737070 -1012
Chr13 Complement NT_039578.1 AGGTCATTGTGACTG 19442054 LOC238564 19442648 19394073 594 19442648 19394073 594 19442648 19394073 594
ChrX Complement NT_039701.1 TGGTCATGAGGACCT 589433 LOC333507 590027 589416 594 590027 589416 594 590027 589416 594
Chr2 Normal NT_039206.1 TGGTCACACTGTCCT 19317998 LOC329406 19317403 19401317 595 19317403 19321129 595 19317532 19317822 466
Chr3 Normal NT_039242.1 GGGTCAGCCTGGCCG 14526811 2410004B18Rik 14526215 14533100 596 14526215 14532546 596 14526242 14532143 569
Chr6 Normal NT_039370.1 AGTTCATGATGACCC 244228 LOC333897 243632 252828 596 243632 252828 596 243632 252828 596
Chr11 Complement NT_039520.1 AGGTCGCTGTTACCC 36326709 Pso 36327358 36314140 649 36327306 36314140 597 36327305 36314649 596
Chr9 Normal NT_039480.1 TGGTCAACAGGACCC 15741 LOC245029 15143 43519 598 15143 43519 598 15143 43519 598
Chr11 Complement NT_039520.1 AGGTGACACTGACCC 12272317 Slc22a4 12273086 12227961 769 12272916 12228138 599 12272804 12228438 487
Chr7 Complement NT_039407.1 GGGTCTTGATGACCC 1129035 MGC27631 1129636 1101302 601 1129636 1101302 601 1129501 1101806 466
Chr17 Normal NT_039638.1 GGGTCAATTTGACCT 730929 T2 730328 757059 601 730328 757059 601 746600 756871 -15671
Chr4 Normal NT_039265.1 AGGTCAGACCGCCCC 5219984 LOC332938 5219381 5238963 603 5219381 5238963 603 5219381 5238963 603
Chr16 Normal NT_039624.1 AGATCAAACTGACCA 44798883 LOC332176 44798278 44916898 605 44798278 44916898 605 44798278 44916898 605
Chr17 Complement NT_039650.1 GGGTCAAGATGACCC 636062 LOC328809 636668 634185 606 636668 634185 606 636636 634400 574
Chr1 Complement NT_039180.1 GGGGCATGGTGACCC 9737994 LOC210381 9738601 9705087 607 9738601 9705087 607 9738601 9705087 607
Chr14 Complement NT_039599.1 TGGTCATTCAGACCT 5390393 LOC239079 5391000 5385050 607 5391000 5385050 607 5391000 5385050 607
Chr13 Complement NT_039590.1 AGGTCATATTGTCCC 4719860 LOC271145 4720470 4692705 610 4720470 4692705 610 4720470 4692705 610
Chr17 Complement NT_039636.1 AGGTCATCCTGACTC 1350715 LOC224459 1351332 1315830 617 1351332 1315830 617 1351332 1315830 617
Chr6 Normal NT_039340.1 CAGTCAGTCTGACCT 12666808 LOC269828 12666191 12731896 617 12666191 12731896 617 12666191 12731896 617
Chr16 Normal NT_039624.1 AGCTCACCCCGACCT 17419232 LOC239748 17418614 17419552 618 17418614 17419552 618 17418614 17419552 618
Chr11 Complement NT_039521.1 AGGTTGCTGTGACCT 13829087 3010027G13Rik 13830171 13825219 1084 13829706 13825381 619 13828873 13825655 -214
Chr10 Complement NT_039495.1 GGGTCACCCAGACCC 2504705 Slc29a3 2505339 2462833 634 2505327 2465981 622 2505279 2466596 574
Chr2 Complement NT_039209.1 GGGCCAATCTGACCA 13502123 6530401L14Rik 13502746 13486862 623 13502746 13486862 623 13502153 13487037 30
Chr5 Normal NT_039304.1 TGGTCATGGTGGCCC 130684 Drd5 130061 132862 623 130061 132862 623 130218 131654 466
Chr6 Complement NT_039343.1 AGGCCACCGCGACCT 469073 LOC330306 484793 440177 15720 469696 441669 623 450012 444332 -19061
Chr17 Normal NT_039649.1 AGGTGATTTCGACCC 10648973 Tap2 10648349 10659147 624 10648349 10659147 624 10648349 10659147 624
Chr17 Normal NT_039662.1 AGGTGATTTCGACCC 454837 Tap2 454213 465011 624 454213 465011 624 454213 465011 624
Chr3 Complement NT_039234.1 GGGTCAGTGAGACCC 24457257 Lmna 24467907 24445720 10650 24457883 24447777 626 24457827 24447868 570
Chr9 Complement NT_039480.1 CTGTCACACTGACCT 3705184 LOC235652 3705810 3664924 626 3705810 3664924 626 3705810 3664924 626
Chr11 Normal NT_039521.1 ATGTCAACCTGACCA 12870809 2010008K16Rik 12870146 12880163 663 12870182 12880163 627 12870303 12880093 506
Chr19 Normal NT_039687.1 TGGTTATATTGACCT 4028117 LOC208045 4027489 4028433 628 4027489 4028433 628 4027489 4028433 628
Chr7 Complement NT_039399.1 CGTTCACCCTGACCC 617098 LOC232923 617726 514967 628 617726 514967 628 617726 514967 628
Chr3 Complement NT_039239.1 GGGTCAATATTACCA 7645566 Chi3l3 7648895 7628896 3329 7646196 7628896 630 7646196 7629194 630
Chr10 Normal NT_039503.1 TGGTCATTCTGTCCT 469966 MOR112-2 469335 470273 631 469335 470273 631 469335 470273 631
Chr19 Normal NT_039687.1 TGGTTATATTGACCT 4112370 MOR202-37 4111739 4112686 631 4111739 4112686 631 4111739 4112686 631
Chr4 Normal NT_039268.1 AGGTCAGTGGGACCC 6552528 2900010D03Rik 6551896 6561542 632 6551896 6561542 632 6551909 6559908 619
Chr8 Normal NT_039466.1 TGGGCATCTTGACCT 237494 MOR130-1 236860 237801 634 236860 237801 634 236860 237801 634
Chr14 Normal NT_039598.1 GGGTCGCGCTGCCCC 5824523 Drg11-pending 5823888 5853696 635 5823888 5853696 635 5823888 5853696 635
Chr3 Normal NT_039229.1 GGGGCAGGGTGACCC 56193 1700034J06Rik 55556 72381 637 55556 72381 637 55677 71857 516
Chr4 Complement NT_039262.1 AGGTTACCATGACCA 7041353 Dbccr1 7092288 6897841 50935 7041990 6898478 637 7041990 6898478 637
Chr17 Complement NT_039657.1 TGGTCAAGATGAACC 4811440 LOC332248 4812078 4697537 638 4812078 4697537 638 4812078 4697537 638
Chr8 Normal NT_039467.1 AGGTGGCTATGACCT 11717061 4930432K21Rik 11716408 11740969 653 11716422 11740969 639 11717238 11740667 -177
Chr19 Normal NT_039692.1 AGGTCAGATCGAACT 754097 Entpd1 706021 835462 48076 753458 833588 639 753510 832889 587
Chr10 Normal NT_039503.1 TGGTCACCTTGACAT 202557 MOR112-1 201917 202885 640 201917 202885 640 201917 202885 640
Chr7 Normal NT_039383.1 GGGTCAAGTTTACCC 139355 3010033P07Rik 138714 146562 641 138714 141564 641 139025 141501 330
Chr8 Complement NT_039456.1 TGGTCACCTTGCCCT 10418027 D230005F13Rik 10510191 10335938 92164 10418669 10335938 642 10418508 10336368 481
Chr17 Normal NT_039658.1 AGGTAACTCTGACCC 16539453 LOC210260 16538810 16550338 643 16538810 16550338 643 16538810 16550338 643
Chr3 Complement NT_039234.1 GGGTCACACTGAACG 1485647 LOC229372 1486290 1479660 643 1486290 1479660 643 1486290 1479660 643
Chr18 Complement NT_039674.1 AGCTCGCCTTGACCC 14003509 Cdh2 14004153 13784338 644 14004153 13784338 644 14003817 13785609 308
Chr13 Normal NT_039575.1 AGGTCAACTTGAGCT 1526963 LOC238501 1526319 1759061 644 1526319 1759061 644 1526319 1759061 644
Chr7 Normal NT_039435.1 GGGTCAGCATCACCA 1910664 LOC272443 1910020 1916683 644 1910020 1916683 644 1910021 1916683 643
Chr16 Complement NT_039624.1 AGCTCAAAATGACCA 1173276 1110025F24Rik 1173974 1166268 698 1173921 1166268 645 1173796 1166372 520
Chr3 Normal NT_039234.1 TGGTCACAGTGTCCT 24681982 Rit1 24681283 24694179 699 24681335 24694116 647 24681783 24693794 199
Chr7 Complement NT_039433.1 AGGTCAGGATGGCCG 244614 MOR283-6 245262 244315 648 245262 244315 648 245262 244315 648
Chr4 Complement NT_039265.1 AGGTCTAAGTGACCC 2740506 2700082D03Rik 2741201 2725833 695 2741155 2726367 649 2741103 2726504 597
Chr4 Complement NT_039259.1 AGGTCAGGATGTCCT 2212560 LOC242361 2213209 2168315 649 2213209 2168315 649 2213209 2168315 649
Chr15 Normal NT_039621.1 TGGTCATCTGGACCT 41544008 2310012M03Rik 41543358 41571247 650 41543358 41571247 650 41543381 41569827 627
Chr4 Normal NT_039262.1 AGATCAACGTGACCT 24818617 1300010C19Rik 24817965 24819578 652 24817965 24819578 652 24818216 24819157 401
Chr7 Complement NT_039433.1 AGGGCAGCACGACCC 14556266 Cdr2 14556946 14531474 680 14556918 14531474 652 14556686 14532365 420
Chr5 Complement NT_039312.1 TGGACAGGCTGACCT 74859 LOC231629 75511 75009 652 75511 75009 652 75450 75093 591
Chr1 Normal NT_039180.1 AGGTCAAAGTGGCCT 13756549 AI573938 13755896 13776745 653 13755896 13776745 653 13758506 13774619 -1957
Chr11 Normal NT_039520.1 AGGTCAACCTGAACT 33782632 G430029E23Rik 33781979 33839230 653 33781979 33839230 653 33783206 33838444 -574
Chr10 Complement NT_039492.1 AAGTCGCCCTGACCC 1427461 LOC212058 1428114 1423592 653 1428114 1423592 653 1428063 1423592 602
Chr6 Complement NT_039353.1 GGGTCAACTTGACCA 6335537 Mrps25 6336217 6326329 680 6336190 6326329 653 6336180 6327229 643
Chr2 Normal NT_039205.1 GGGTCAAGCTGCCCC 2880690 Npdc1 2879873 2886283 817 2880036 2886283 654 2880044 2885981 646
Chr8 Complement NT_039460.1 ATGTCACAGTGACCT 3653888 4933409N07Rik 3654543 3485548 655 3654543 3493054 655 3504956 3493217 -148932
Chr3 Normal NT_039234.1 GGGTCAATCTGAACA 9788193 LOC213229 9787538 9912470 655 9787538 9912470 655 9787538 9912470 655
Chr1 Normal NT_039170.1 CGGTCACAGTGACAT 14420366 Zap70 14419656 14440674 710 14419711 14440516 655 14428669 14440442 -8303
Chr9 Normal NT_039472.1 ATGTCACTTTGACCT 7685557 Icam4 7684900 7686039 657 7684900 7685940 657 7684900 7685940 657
Chr1 Complement NT_039170.1 AGGTCACCTTGAACA 3279840 LOC329107 3280497 3276917 657 3280497 3276917 657 3278190 3277879 -1650
Chr5 Complement NT_039331.1 AGGTCAAAATGTCCA 203617 Epo 204275 202181 658 204275 202181 658 203669 202181 52
Chr11 Normal NT_039515.1 GGGTCACTCTGTCCT 15611333 LOC237672 15610674 15654358 659 15610674 15654358 659 15610674 15654358 659
Chr11 Complement NT_039521.1 AGGTCTCCTTGACCC 17804218 Icam2 17810313 17799895 6095 17804879 17799895 661 17804722 17800045 504
Chr6 Complement NT_039340.1 GGGTCATGGTGTCCG 26403288 LOC333088 26403952 26397639 664 26403952 26397639 664 26403952 26397639 664
Chr6 Normal NT_039341.1 AGTTCATGATGACCC 10374925 LOC243784 10374259 10383568 666 10374259 10383568 666 10374259 10383568 666
Chr8 Complement NT_039455.1 AGGTCGAGCGGACCC 661192 LOC330694 661858 659551 666 661858 659551 666 661635 659551 443
Chr9 Complement NT_039473.1 GGGTCACTGTGACAC 4666000 Tmprss4 4666681 4635317 681 4666666 4635317 666 4666378 4635988 378
Chr5 Complement NT_039305.1 AGGTCAGGGGGACCC 34774539 Lrp4 34775233 34569970 694 34775207 34569970 668 34775147 34571430 608



Chr11 Complement NT_039515.1 TGGTCATGGTGTCCC 5956929 Pkd1l1 5957597 5940023 668 5957597 5940023 668 5950367 5946216 -6562
Chr10 Normal NT_039496.1 GGGTCACTCGGACCC 5778217 Gpr54 5775845 5781144 2372 5777548 5780878 669 5777548 5780878 669
Chr10 Normal NT_039500.1 GGGTCAAGGGGACCT 1832279 Sycp3 1831610 1845382 669 1831610 1845382 669 1831689 1845105 590
Chr19 Complement NT_039687.1 AGGTCAAAGTCACCA 206231 Incenp 206983 179616 752 206901 179616 670 202892 179947 -3339
Chr11 Normal NT_039515.1 AGGTCGCGCTAACCC 1062642 AI447804 1061970 1090641 672 1061970 1090641 672 1062028 1090290 614
Chr14 Normal NT_039595.1 AGCTCGACATGACCT 1187325 LOC218704 1186652 1188527 673 1186652 1188527 673 1186890 1187336 435
Chr17 Complement NT_039656.1 TGGTCACCGTGTCCT 2196991 S3-12-pending 2197664 2192446 673 2197664 2192446 673 2197664 2193859 673
Chr6 Normal NT_039343.1 GGGTCACCCAGACCA 8928610 V1rc4 8927937 8928773 673 8927937 8928773 673 8927937 8928725 673
Chr13 Normal NT_039590.1 AGGCCACCGTGACCC 25995839 Hcn1 25994945 26371246 894 25995165 26371246 674 25995169 26370678 670
Chr14 Complement NT_039598.1 CGTTCACACTGACCT 4654677 Sh3bp5 4655591 4579234 914 4655352 4594338 675 4655352 4594338 675
Chr10 Complement NT_039496.1 TGGTCACATTCACCC 6256789 LOC237400 6257465 6251532 676 6257465 6251532 676 6257465 6251532 676
Chr8 Complement NT_039467.1 AGGTGGCCATGACCC 11040147 LOC234529 11040825 11038749 678 11040825 11038749 678 11040803 11039940 656
Chr9 Complement NT_039476.1 CTGTCAGAGTGACCC 9761314 LOC331011 9761993 9690505 679 9761993 9690505 679 9691130 9690831 -70184
Chr7 Normal NT_039429.1 TGGTCAGCCTGTCCT 22731377 MOR34-6 22730698 22731651 679 22730698 22731651 679 22730698 22731651 679
Chr5 Complement NT_039305.1 GGGTCGCGGTGAACC 35529517 9030227G01Rik 35530197 35391622 680 35530197 35391622 680 35421551 35391741 -107966
Chr14 Normal NT_039606.1 GGGTCAGGCGGACCC 7636086 C730007L20Rik 7635406 7636692 680 7635406 7636692 680 7635511 7636041 575
Chr1 Normal NT_039170.1 GGGTCATTCTGTCCT 52286091 Brp17 52285410 52306600 681 52285410 52306600 681 52285431 52304847 660
Chr15 Normal NT_039621.1 GGGTCAGTGTGACAA 41349335 LOC207548 41348653 41381146 682 41348653 41381146 682 41348653 41381146 682
Chr14 Normal NT_039606.1 CCGTCAAATTGACCT 2925369 LOC328417 2924687 2996459 682 2924687 2996459 682 2933225 2984121 -7856
Chr5 Complement NT_039317.1 GGGTCAGTCCGACGC 153876 LOC330225 154558 145997 682 154558 145997 682 148123 146608 -5753
Chr7 Complement NT_039413.1 AGGTCACGTTGACTG 3092991 4732429I09Rik 3094814 3079777 1823 3093675 3079777 684 3088152 3081471 -4839
Chr18 Normal NT_039674.1 AGGTCCTAGTGACCG 34995606 Pcdh13 34936312 35116240 59294 34994921 35116240 685 34936312 35114499 59294
Chr2 Complement NT_039212.1 TGGTCATCTTGACCC 2436542 Cables2-pending 2437260 2422304 718 2437229 2423525 687 2437229 2423807 687
Chr6 Complement NT_039362.1 TGGTCTGGGTGACCC 205895 LOC330457 206582 205746 687 206582 205746 687 206582 205794 687
Chr15 Complement NT_039618.1 AGCTCGAGCTGACCT 3728524 LOC328500 3729212 3720769 688 3729212 3720769 688 3729212 3720769 688
Chr7 Normal NT_039407.1 GGGTCAGACTGGCCC 1743794 MGC32391 1742655 1744958 1139 1743106 1744958 688 1743615 1744784 179
Chr10 Complement NT_039494.1 GGGTCCCAGTGACCC 6984007 LOC210282 6984696 6978838 689 6984696 6978838 689 6984696 6978838 689
Chr8 Normal NT_039462.1 GGGCCAAAGTGACCC 4129114 Lpl 4128385 4155184 729 4128425 4154668 689 4128624 4152429 490
Chr15 Normal NT_039621.1 AGGTCGGTCTGACCA 40392787 EST478828 40382527 40414873 10260 40392093 40414873 694 40392209 40413609 578
Chr2 Complement NT_039205.1 AAGTCACGATGACCA 3826833 D2Bwg1335e 3827528 3823551 695 3827528 3823551 695 3827440 3825833 607
Chr11 Normal NT_039521.1 TGGTCATGGTGATCT 30934520 D11Ertd759e 30933822 30944189 698 30933822 30944189 698 30937663 30942930 -3143
Chr6 Complement NT_039355.1 AGGTCAGAAAGACCC 3910870 D130026O08Rik 4028462 3804850 117592 3911568 3804850 698 3898623 3805668 -12247
Chr18 Normal NT_039674.1 GGGTCACAGTGAACC 59322093 D430044G18Rik 59321386 59383680 707 59321395 59383680 698 59321427 59359342 666
Chr11 Normal NT_039521.1 GGGTCACCCTGACGG 12890738 Arhn 12886700 12893554 4038 12890039 12893007 699 12890039 12893007 699
Chr5 Normal NT_039305.1 AGGACAACATGACCA 5871082 Bst1 5870383 5896125 699 5870383 5896125 699 5870402 5894916 680
Chr6 Complement NT_039341.1 GGGTCGTTCTGAACC 9686377 E330009J07Rik 9687077 9658569 700 9687077 9658569 700 9687069 9659334 692
Chr12 Complement NT_039551.1 GTGTCAGGGTGACCC 30345854 A830084F09Rik 30346570 30331111 716 30346556 30331136 702 30345208 30332277 -646
Chr7 Normal NT_039429.1 ATGTCACACTGACCT 8783060 LOC330595 8782357 8786466 703 8782357 8786466 703 8783941 8784270 -881
Chr18 Complement NT_039674.1 AGGTCATCACGAGCC 18715875 LOC225264 18716584 18705026 709 18716584 18705026 709 18716584 18705026 709
Chr1 Normal NT_039170.1 AAGTCAGGATGACCG 8820529 4930521A18Rik 8819819 8821267 710 8819819 8821267 710 8819919 8820575 610
Chr10 Complement NT_039502.1 AGGTCAAAGTGAACG 6334433 AI790326 6335173 6329362 740 6335143 6330966 710 6332885 6331578 -1548
Chr15 Complement NT_039621.1 GGCTCAGGGTGACCT 43449371 D15Wsu75e 43450189 43426499 818 43450081 43427980 710 43449951 43428728 580
Chr3 Normal NT_039239.1 GGGTCAAGCTGACAG 7385847 Adora3 7385136 7389639 711 7385136 7389639 711 7385513 7388608 334
Chr15 Complement NT_039621.1 AGGTAGAACTGACCC 47492316 Celsr1 47493027 47358085 711 47493027 47358085 711 47493027 47359829 711
Chr9 Normal NT_039473.1 GGGACACAGCGACCC 11194228 LOC270158 11193517 11194179 711 11193517 11194179 711 11193523 11193693 705
Chr2 Normal NT_039210.1 AGGTCAGGATGACTT 3357321 LOC332684 3356610 3395648 711 3356610 3380213 711 3356610 3380213 711
Chr1 Normal NT_039173.1 GGGTCAGGGCGACAC 7015220 MOR208-2 7014509 7015477 711 7014509 7015477 711 7014509 7015477 711
Chr7 Normal NT_039436.1 CGGTCACTGTGTCCT 2452358 0610039C21Rik 2451646 2457182 712 2451646 2456533 712 2451726 2456107 632
Chr8 Normal NT_039467.1 GGGTCAGTCTGAACC 38397320 4932703P14 38396608 38419787 712 38396608 38419787 712 38396696 38419598 624
Chr5 Complement NT_039317.1 AGGTCATTATGACGA 281550 LOC330227 282263 280267 713 282263 280267 713 281049 280735 -501
Chr11 Normal NT_039520.1 CGGTCAGCCTGAACC 30350944 6720460F02Rik 30350183 30355098 761 30350230 30355098 714 30350778 30354101 166
Chr4 Normal NT_039259.1 AGGGCAGGGTGACCT 18106132 Ube2r2 18105417 18163464 715 18105417 18161343 715 18105588 18160918 544
Chr7 Complement NT_039385.1 AGGTCAGCCTGAGCT 775101 B430201G11Rik 775818 760377 717 775818 769435 717 775812 770801 711
Chr9 Complement NT_039472.1 AGGTCACATCGAGCT 23814610 Pknox2 23869803 23620970 55193 23815329 23622769 719 23699396 23622810 -115214
Chr14 Complement NT_039598.1 AGGTCATAAAGACCA 4713696 1600013P15Rik 4714417 4697699 721 4714417 4698390 721 4713208 4699014 -488
Chr5 Complement NT_039312.1 GGGTCGGGTTGATCT 9780521 Ifld1 9781242 9751845 721 9781242 9751845 721 9780922 9767979 401
Chr1 Normal NT_039173.1 GGGACAGGGTGACCA 1981017 Neu2 1960355 1983572 20662 1980296 1983572 721 1980635 1983222 382
Chr17 Normal NT_039638.1 GGGTCACTCCGAACC 4752463 Plg 4751706 4792478 757 4751740 4792478 723 4751762 4792221 701
Chr3 Normal NT_039227.1 CGGTGACTGTGACCT 12583948 LOC329615 12583222 12584505 726 12583222 12584505 726 12583282 12583569 666
Chr16 Complement NT_039625.1 TGGTCAGGTTAACCT 27295881 4930563D23Rik 27296609 27293936 728 27296609 27293936 728 27296571 27295816 690
Chr7 Complement NT_039420.1 TGGTCACCTGGACCT 2956397 Kcnj11 2957127 2955433 730 2957127 2955433 730 2956787 2955615 390
Chr10 Complement NT_039500.1 TGGTCTCAGTGACCC 8910472 2900055D03Rik 8911217 8889982 745 8911207 8889982 735 8909729 8890108 -743
Chr2 Complement NT_039209.1 GGGTCACCTTGTCCC 49653928 C530025M09Rik 49654663 49652632 735 49654663 49652632 735 49654456 49653545 528
Chr7 Normal NT_039394.1 GGGTCTCAGTGACCT 805301 LOC194588 804566 806036 735 804566 806036 735 804566 806036 735
Chr14 Complement NT_039609.1 AGATCACGTTGACCT 5501071 LOC328461 5501806 5495245 735 5501806 5495245 735 5501797 5495245 726
Chr13 Complement NT_039590.1 AGGTAGGCCTGACCC 3701695 LOC268687 3702432 3647858 737 3702432 3674062 737 3686398 3674243 -15297
Chr2 Complement NT_039209.1 AGGTGAAAATGACCT 20919319 AW125441 20920060 20914076 741 20920060 20914076 741 20918946 20914932 -373
Chr6 Normal NT_039341.1 AGGTCAAGATGAGCC 762366 LOC243740 761625 862553 741 761625 862553 741 761652 862553 714
ChrX Normal NT_039731.1 AGGTCATAATGATCA 361903 Ott 361161 377299 742 361161 362040 742 361656 361973 247
Chr8 Normal NT_039467.1 GGGTCACCGGGACCC 31972308 Bean-pending 31971565 32019110 743 31971565 32019110 743 32013789 32017413 -41481
ChrX Complement NT_039709.1 GTGTCAATGTGACCA 11438579 Gyk 11439322 11365099 743 11439322 11365099 743 11439006 11366889 427
Chr18 Normal NT_039676.1 AGGTCACTTTGAGCA 2089502 LOC240440 2088759 2089270 743 2088759 2089270 743 2088759 2089270 743
Chr2 Complement NT_039207.1 GGGTCATCCTGACAT 8521331 LOC241433 8522074 8511800 743 8522074 8511800 743 8522074 8511800 743
Chr7 Complement NT_039433.1 AGGTCATCCTGAGCT 21028334 Mvp 21035524 21001353 7190 21029077 21001353 743 21016418 21001468 -11916
Chr11 Complement NT_039520.1 TGATCACTTTGACCT 24095051 Map2k4 24095907 23995792 856 24095797 23997194 746 24095792 23998239 741
Chr15 Complement NT_039621.1 CGGTCTCACTGACCT 45802427 LOC328575 45803175 45802512 748 45803175 45802512 748 45803175 45802512 748
Chr9 Normal NT_039473.1 AGTTCAGCCTGACCC 3504065 Thy1 3500776 3505901 3289 3503316 3504785 749 3503316 3504785 749
Chr9 Complement NT_039476.1 TGGTCATATAGACCC 1810482 LOC333417 1811232 1688644 750 1811232 1688644 750 1811232 1688644 750
Chr14 Normal NT_039606.1 AGGTCAAGATGACAT 4364575 LOC239115 4363824 4394869 751 4363824 4394869 751 4363824 4394869 751
Chr19 Complement NT_039687.1 TGCTCAGATTGACCT 788606 4930579J09Rik 789389 780700 783 789358 780718 752 788802 780960 196
Chr2 Normal NT_039205.1 AGGTCATGGTGACTA 7029081 LOC227677 7028329 7216405 752 7028329 7028655 752 7028329 7028655 752
Chr17 Normal NT_039649.1 GGGTCGCTCGGACCC 10641464 Psmb8 10640712 10644436 752 10640712 10644436 752 10641390 10644257 74
Chr17 Normal NT_039662.1 GGGTCGCTCGGACCC 447397 Psmb8 446645 450363 752 446645 450363 752 447323 450184 74
Chr13 Normal NT_039592.1 GGGTCACCTTTACCA 45827 LOC328350 45073 45942 754 45073 45942 754 45591 45929 236
Chr4 Normal NT_039260.1 CGGCCACGCTGACCT 5205503 Nr4a3 5204749 5236853 754 5204749 5236853 754 5204749 5236853 754
Chr16 Complement NT_039624.1 GGGTCAATCTGACTC 24105094 LOC239791 24105849 24105017 755 24105849 24105017 755 24105849 24105017 755
Chr1 Normal NT_039170.1 GGGTCAACAAGACCT 51726047 LOC241106 51725292 51742221 755 51725292 51742221 755 51725292 51742221 755
Chr10 Normal NT_039496.1 TGGGCATTCTGACCT 6194752 Dp1l1 6193975 6200266 777 6193996 6200266 756 6194057 6198943 695
Chr1 Normal NT_039188.1 AGGTCAAATTGACAG 3183927 LOC329307 3183171 3185585 756 3183171 3185585 756 3184483 3185010 -556
Chr10 Normal NT_039495.1 GGGTCATCTTGACAC 6755089 LOC327763 6754332 6756517 757 6754332 6756517 757 6754334 6754615 755
Chr14 Complement NT_039606.1 AGGTTAAAATGACCT 3412818 Gja3 3413576 3391253 758 3413576 3391253 758 3392506 3391253 -20312
Chr2 Normal NT_039206.1 GGGTGGGAATGACCC 9996741 Kynu 9995982 10837575 759 9995982 10123517 759 10003620 10122273 -6879
Chr6 Normal NT_039340.1 AGGTCATCACGTCCC 4298148 Tac1 4297196 4305101 952 4297388 4305101 760 4297931 4304605 217
Chr12 Normal NT_039539.1 GGGTCACTGTGGCCC 1002255 Adcy3 1000718 1082975 1537 1001494 1081514 761 1001639 1081423 616
Chr5 Complement NT_039314.1 GGGTCACTGTGGCCC 6618654 Aps-pending 6619415 6591827 761 6619415 6592387 761 6607038 6592416 -11616



Chr13 Complement NT_039590.1 AGGTCACTGTGAGCA 22146444 LOC331974 22147206 22146574 762 22147206 22146574 762 22147206 22146574 762
Chr8 Complement NT_039467.1 AGGTCGAAGTGACTC 51194546 LOC234852 51195331 51186837 785 51195309 51186837 763 51195243 51188296 697
Chr15 Normal NT_039621.1 GGGTCAGTCTGGCCC 60808246 C030044P22Rik 60807481 60808558 765 60807481 60808558 765 60807730 60808056 516
Chr10 Complement NT_039496.1 GGGTCACACTGACGG 3751728 1300011L04Rik 3752494 3749732 766 3752494 3749732 766 3750228 3749932 -1500
Chr16 Complement NT_039624.1 GGGCCATATTGACCC 6471681 Grin2a 6474465 6060953 2784 6472447 6060953 766 6472447 6061070 766
Chr3 Complement NT_039234.1 AGGTGACAATGACCT 13925202 LOC229419 13925968 13917250 766 13925968 13917250 766 13925968 13917250 766
Chr6 Complement NT_039360.1 TGGTCACTGTCACCT 3853552 LOC333172 3854318 3842566 766 3854318 3842566 766 3854318 3842566 766
Chr6 Normal NT_039382.1 CAGTCAGGCTGACCC 6818 MICAL-3 6052 7959 766 6052 7959 766 6101 7939 717
Chr16 Complement NT_039624.1 AGGTCATTTTGACTA 13185059 4933404G15Rik 13185851 13175343 792 13185826 13175343 767 13178645 13177196 -6414
Chr17 Complement NT_039636.1 AAGTCACCCTGACCC 3156582 LOC239995 3157349 3153384 767 3157349 3153384 767 3157141 3153384 559
Chr5 Normal NT_039314.1 TGGTAACATTGACCT 6408287 AI447729 6407519 6414017 768 6407519 6414017 768 6407825 6413118 462
Chr4 Normal NT_039282.1 AGGTCAAGCTGGCCT 30406 Rbp7 29637 34907 769 29637 34907 769 29655 34735 751
ChrX Complement NT_039715.1 GGCTCATTTTGACCA 2512431 LOC245600 2513201 2500532 770 2513201 2500532 770 2513201 2500532 770
Chr7 Normal NT_039407.1 AGGTGGGTGTGACCT 200830 2310040I01Rik 200032 225713 798 200059 225713 771 222693 224135 -21863
Chr17 Normal NT_039658.1 GGGTAGTAATGACCC 9106533 LOC240168 9105762 9140383 771 9105762 9140383 771 9105762 9140383 771
Chr9 Normal NT_039472.1 CTGTCACCCTGACCT 7652414 Mrpl4 7651641 7657733 773 7651641 7657728 773 7655734 7657542 -3320
Chr2 Normal NT_039205.1 AGGCCAGACTGACCT 4393986 Surf2 4393154 4423887 832 4393212 4396599 774 4393212 4396599 774
Chr10 Complement NT_039492.1 AGGTCACAATTACCA 17568913 LOC215928 17569688 17542596 775 17569688 17542596 775 17569567 17543471 654
Chr6 Normal NT_039343.1 AAGTCAGAGTGACCT 622726 1600015I10Rik 621924 623097 802 621949 623091 777 622013 622922 713
Chr5 Complement NT_039312.1 GGATCACCTTGACCT 185914 1700069L16Rik 186691 166093 777 186691 166093 777 185726 166120 -188
Chr3 Normal NT_039230.1 TGGCCACAGTGACCC 421786 Ccrn4l 421009 484098 777 421009 484098 777 480267 482986 -58481
ChrX Normal NT_039702.1 TGCTCACTGTGACCT 3628672 LOC207572 3627894 3628632 778 3627894 3628632 778 3628014 3628527 658
Chr15 Normal NT_039621.1 AGGTCAGCTTGCCCT 2262672 LOC239399 2261894 2280752 778 2261894 2280752 778 2261894 2280752 778
Chr1 Normal NT_039185.1 TGGTCAGGTTGACCA 5346878 LOC240873 5346099 5499947 779 5346099 5499947 779 5346099 5499947 779
Chr8 Complement NT_039462.1 GGGCCACCTTGACCA 6356264 LOC211572 6357044 6193069 780 6357044 6193069 780 6357044 6193069 780
Chr12 Complement NT_039551.1 GGGTCCCGACGACCC 636612 4930400K19Rik 637393 528965 781 637393 528965 781 636583 529118 -29
Chr4 Normal NT_039260.1 GGGTCACTTTGTCCT 2121083 Grhpr 2120302 2129586 781 2120302 2129586 781 2120343 2129389 740
Chr10 Normal NT_039492.1 AGGACAGGGTGACCA 1539589 LOC276743 1538808 1539884 781 1538808 1539884 781 1538808 1539884 781
Chr3 Complement NT_039234.1 AGGTCATGATCACCA 893026 LOC229371 893808 885593 782 893808 885593 782 893808 885593 782
Chr16 Normal NT_039624.1 TGGGCAGAATGACCC 10299092 Ntan1 10298236 10314322 856 10298306 10314322 786 10298341 10314188 751
Chr11 Normal NT_039521.1 AGGTCAGGCTGGCCT 18174251 LOC217252 18173464 18190957 787 18173464 18190957 787 18173522 18189243 729
Chr7 Complement NT_039433.1 AGGTCAACTTCACCT 21234493 38231 21249477 21231184 14984 21235281 21231184 788 21235237 21231493 744
Chr11 Normal NT_039521.1 TGGTCACTGTAACCT 31063140 4932417H02Rik 31062352 31357739 788 31062352 31357739 788 31062464 31355814 676
Chr3 Complement NT_039234.1 TGGTCACCGGGACCT 26289541 Aibzip-pending 26290329 26284317 788 26290329 26284317 788 26289649 26284548 108
Chr6 Normal NT_039350.1 TGGTCAAGCTGGCCC 2914775 LOC330353 2913987 2917998 788 2913987 2917998 788 2915688 2916170 -913
Chr4 Normal NT_039266.1 TGGTCAAGCTGAGCC 12982486 A230053A07Rik 12981696 13002944 790 12981696 13002944 790 12982086 13001934 400
Chr10 Complement NT_039500.1 TGGTCAAGGTGATCT 25049164 LOC268344 25049957 25049393 793 25049957 25049393 793 25049957 25049393 793
Chr9 Normal NT_039477.1 TGGTCCTTCTGACCT 6604370 LOC331024 6603573 6606239 797 6603573 6606239 797 6603580 6606239 790
Chr19 Complement NT_039692.1 CGGTCACGATGACGT 21823250 Csf2ra 21824048 21822751 798 21824048 21822751 798 21824048 21823344 798
Chr4 Complement NT_039266.1 GGGTCACGATGCCCA 10399438 Padi4 10400287 10371918 849 10400236 10371918 798 10400233 10372177 795
Chr5 Complement NT_039307.1 AGGTCAGTTTGTCCT 14658108 1600016B17Rik 14658908 14621490 800 14658908 14621490 800 14650014 14622269 -8094
Chr7 Complement NT_039428.1 TGGTGACCCTGACCT 19172998 LOC209130 19176075 19167131 3077 19173798 19167131 800 19171912 19167580 -1086
ChrX Complement NT_039723.1 AGGTGACAATGACCC 534795 9630036J22 535596 485435 801 535596 485435 801 486974 486696 -47821
Chr6 Normal NT_039353.1 GAGTCACTGTGACCC 1891114 E230015B07Rik 1890312 1898954 802 1890312 1898954 802 1893805 1897198 -2691
Chr14 Normal NT_039606.1 GAGTCAAGTTGACCA 24900421 LOC219186 24899616 24910233 805 24899616 24910233 805 24899616 24910233 805
Chr18 Complement NT_039674.1 AAGTCGGAGTGACCT 61913731 Nars 61914537 61897554 806 61914537 61897554 806 61914438 61898414 707
Chr1 Complement NT_039170.1 GGGTCCCTCTGACCC 52039840 LOC332460 52040649 51996245 809 52040649 51996245 809 52040649 51996245 809
Chr17 Complement NT_039655.1 TGGTCAGGATGACCC 3341933 9430092A03Rik 3342743 3340498 810 3342743 3340498 810 3341432 3341121 -501
Chr13 Complement NT_039589.1 AAGTCACGGTGACCA 13063526 Mass1 13064336 12985160 810 13064336 12985160 810 13063541 12985416 15
Chr14 Complement NT_039599.1 AGGTCTGACTGACCT 6213295 Tep1 6214105 6187202 810 6214105 6187202 810 6212124 6187202 -1171
Chr6 Complement NT_039356.1 GGGTCAGGGCGCCCT 3890078 Fkbp4 3890999 3882465 921 3890889 3882466 811 3890872 3883134 794
Chr15 Complement NT_039621.1 AGGCCACCCTGACCC 40693732 LOC207495 40694543 40670083 811 40694543 40670083 811 40670939 40670278 -22793
Chr9 Complement NT_039473.1 AGGTCACCATGACAA 981614 LOC244818 982425 979306 811 982425 979306 811 982425 979306 811
Chr2 Complement NT_039210.1 AGGTCATGATGTCCT 3728778 Ahcy 3729690 3714923 912 3729590 3717869 812 3721315 3717924 -7463
Chr13 Complement NT_039580.1 GGGACAAAATGACCA 895813 LOC328228 896625 894583 812 896625 894583 812 895237 894944 -576
Chr10 Normal NT_039502.1 AGGTCACTCTGACCT 6055940 AI255964 6055126 6057280 814 6055126 6057280 814 6055883 6057088 57
ChrX Normal NT_039700.1 GGGTCATAGAGACCC 10233679 LOC236721 10232864 10233334 815 10232864 10233334 815 10232864 10233334 815
Chr4 Complement NT_039261.1 AGGTCACTGTGACCT 180494 2810432L12Rik 181388 168018 894 181310 168927 816 170678 169467 -9816
Chr3 Normal NT_039239.1 GAGTCAAACTGACCC 7385953 Adora3 7385136 7389639 817 7385136 7389639 817 7385513 7388608 440
Chr5 Complement NT_039324.1 AGGTCACCATCACCA 1152814 LOC269729 1153631 1113107 817 1153631 1113107 817 1153563 1113107 749
Chr6 Normal NT_039340.1 AGGTCATGGTGTCCC 25989214 Lep 25988365 25993320 849 25988396 25990626 818 25988396 25990626 818
Chr1 Complement NT_039180.1 TGGTCATGATGGCCC 17920072 LOC226438 17920890 17911121 818 17920890 17911121 818 17914326 17911567 -5746
Chr7 Complement NT_039413.1 AGGTCAAACTGGCCT 3599814 1810054G18Rik 3600633 3595649 819 3600633 3595649 819 3600462 3595659 648
Chr19 Normal NT_039687.1 GTGTCACCCCGACCT 290857 Fth 289992 292427 865 290038 292427 819 290205 292277 652
Chr6 Normal NT_039355.1 GGATCAGGCTGACCC 5224711 Gabt4 5223891 5342425 820 5223891 5342364 820 5223927 5340218 784
Chr16 Complement NT_039624.1 GGGTAAGGTCGACCC 57968814 Epha6 57969635 57017302 821 57969635 57017302 821 57969351 57017839 537
Chr14 Complement NT_039599.1 TGGTCAAGTGGACCT 2731607 Hurp-pending 2732428 2701718 821 2732428 2701718 821 2730591 2701955 -1016
Chr14 Complement NT_039609.1 TGGTCTTAGTGACCC 23227988 LOC223255 23271514 23177783 43526 23228809 23177783 821 23228809 23178312 821
Chr2 Complement NT_039208.1 AGGTCACCACGAGCC 31419094 LOC241572 31419917 31418409 823 31419917 31418409 823 31419917 31418409 823
Chr17 Normal NT_039649.1 AGGTCATCCTGGCCG 11354701 LOC193736 11353877 11356172 824 11353877 11356172 824 11354559 11355938 142
Chr17 Normal NT_039662.1 AGGTCATCCTGGCCG 1144159 LOC279934 1143335 1145630 824 1143335 1145630 824 1144017 1145396 142
Chr15 Normal NT_039621.1 TGGCCAGTGTGACCT 46474385 Upk3 46473561 46478872 824 46473561 46478872 824 46473561 46478735 824
Chr4 Normal NT_039265.1 AGGTCATCATCACCA 7723228 2510006D16Rik 7722364 7729813 864 7722403 7729573 825 7722412 7729246 816
Chr9 Complement NT_039473.1 AGGTAAATCTGACCC 12328703 LOC333389 12329528 12312345 825 12329528 12312345 825 12329528 12312345 825
Chr11 Normal NT_039521.1 AGGTCAAGCCGCCCT 33161859 BC019776 33139664 33176009 22195 33161032 33174905 827 33161246 33174676 613
Chr5 Complement NT_039311.1 TGGTCAGTATGACGT 70554 LOC231597 71382 70017 828 71382 70017 828 71215 70039 661
Chr14 Complement NT_039599.1 AGGTCTCCTTGACCA 1143941 LOC235513 1144771 1144428 830 1144771 1144428 830 1144744 1144625 803
Chr6 Normal NT_039353.1 AGGTCGCCCTGACCG 735951 1600020E01Rik 735119 773379 832 735119 773379 832 735351 735815 600
Chr15 Complement NT_039621.1 GGGTCAGGCTGGCCT 39315927 LOC239553 39316759 39252095 832 39316759 39252095 832 39313664 39252095 -2263
Chr8 Normal NT_039467.1 GGGTTAGTTTGACCA 37367385 LOC244646 37366552 37371141 833 37366552 37371141 833 37366738 37371141 647
ChrX Normal NT_039716.1 GAGTCACAATGACCA 4996050 LOC245643 4995216 5022262 834 4995216 5022262 834 5016216 5021648 -20166
Chr13 Complement NT_039578.1 GGGACAGCTCGACCC 10627762 LOC328208 10628597 10610198 835 10628597 10610198 835 10628597 10610198 835
Chr7 Complement NT_039433.1 GGGTCAGGCTGACCC 12065283 LOC209758 12066120 12064513 837 12066120 12064513 837 12066120 12064513 837
Chr4 Complement NT_039261.1 GGGTCGCAATGGCCC 7895727 D730040F13Rik 7896565 7827789 838 7896565 7834610 838 7896552 7852880 825
Chr6 Normal NT_039353.1 AGGTCACCTGGACCA 3148179 Tpra40-pending 3147099 3157059 1080 3147341 3157058 838 3152786 3156562 -4607
Chr1 Normal NT_039180.1 GGGTTGCAGTGACCT 18382386 1210002B07Rik 18381547 18408640 839 18381547 18408640 839 18382869 18408505 -483
Chr2 Complement NT_039209.1 AGCTCAAACTGACCC 36903664 Jag1 36904503 36869439 839 36904503 36870961 839 36904240 36871007 576
Chr15 Normal NT_039621.1 GGGTCATTCTCACCT 60154230 LOC332129 60153386 60173798 844 60153386 60173798 844 60153386 60173798 844
Chr4 Normal NT_039266.1 AGGACGCCTTGACCT 10335097 2610510H01Rik 10334252 10349521 845 10334252 10349521 845 10338922 10347505 -3825
Chr10 Complement NT_039502.1 TGGTCAGGATTACCC 6414716 Rps26 6416067 6413857 1351 6415561 6413857 845 6415561 6413921 845
Chr1 Normal NT_039186.1 TGCTCAGCATGACCC 2118228 LOC226720 2117382 2118540 846 2117382 2118540 846 2117382 2118137 846
Chr7 Complement NT_039429.1 TGGTCATGATGACTT 19883591 Il18bp 19884973 19881360 1382 19884438 19881360 847 19883597 19882029 6
Chr8 Complement NT_039467.1 AGCTCAAACTGACCT 3830972 LOC234448 3831819 3805710 847 3831819 3805710 847 3831819 3805710 847
Chr5 Normal NT_039308.1 GGGTCATGAAGACCT 9997737 4930525N13Rik 9996046 10133233 1691 9996888 10115676 849 10112194 10114773 -114457
Chr17 Normal NT_039658.1 AGTTCAAGCTGACCC 21205352 LOC332265 21204502 21251017 850 21204502 21251017 850 21204502 21251017 850



Chr11 Normal NT_039521.1 TGGTCACCATGTCCT 15609416 LOC237958 15608565 15610789 851 15608565 15610789 851 15608614 15610686 802
Chr4 Complement NT_039268.1 AGGCCAGCTTGACCT 1983171 Rbp7 1984024 1978757 853 1984024 1978757 853 1984006 1978929 835
Chr15 Normal NT_039617.1 TGTTCATATTGACCT 706555 LOC239315 705701 756463 854 705701 756463 854 705701 756463 854
Chr7 Normal NT_039436.1 AGGTCAGTGTGTCCA 24715 Dpysl4 23860 39642 855 23860 39642 855 23982 35738 733
Chr8 Normal NT_039456.1 AGGACAAGATGACCA 107506 Defcr6 106650 107490 856 106650 107490 856 106650 107490 856
Chr3 Complement NT_039254.1 TGGTCACCGGGACCT 108364 Aibzip-pending 109222 103211 858 109222 103211 858 108542 103442 178
Chr9 Normal NT_039474.1 AGGGCAGAGTGACCT 5114141 LOC330953 5113283 5149057 858 5113283 5149057 858 5148714 5149031 -34573
Chr2 Normal NT_039205.1 GGGTTGTTGTGACCC 10259645 LOC329384 10258786 10408254 859 10258786 10260714 859 10258830 10260304 815
Chr5 Normal NT_039303.1 TGGTCAGCTTTACCT 681417 1110017L09Rik 680554 766929 863 680554 766551 863 680554 766551 863
Chr14 Complement NT_039606.1 AGGTCAGAGGGACCA 21722602 1700086N05Rik 21723489 21714103 887 21723466 21714146 864 21723466 21714321 864
Chr8 Normal NT_039455.1 GGGTCAATATGACCA 580567 2310066I10Rik 579400 582453 1167 579703 582453 864 579777 582150 790
Chr13 Complement NT_039585.1 TGGCCAGCTTGACCT 1657348 LOC238645 1658212 1656243 864 1658212 1656243 864 1658212 1656243 864
Chr3 Normal NT_039226.1 AGGTCGTGATGACAT 11759370 Car13 11758459 11779120 911 11758505 11778534 865 11758537 11778303 833
Chr12 Normal NT_039551.1 AGGTCAATCTGAACT 19138263 LOC277089 19137398 19137694 865 19137398 19137694 865 19137398 19137694 865
Chr12 Normal NT_039549.1 GGGTCAAAGTCACCC 11115300 LOC238158 11114434 11171400 866 11114434 11171400 866 11114434 11171400 866
Chr17 Complement NT_039649.1 GGGTCACCTTGACTA 11700732 LOC328806 11701598 11699481 866 11701598 11699481 866 11701484 11700984 752
Chr17 Complement NT_039662.1 GGGTCACCTTGACTA 1491105 LOC333740 1491971 1489854 866 1491971 1489854 866 1491857 1491357 752
Chr15 Normal NT_039621.1 AGGTCTTTGTGACCC 51006996 Shank3 51006130 51048384 866 51006130 51048384 866 51006203 51048384 793
Chr3 Complement NT_039242.1 AGGTCAAACTGAGCT 20827339 2010306G19Rik 20828206 20801979 867 20828206 20802902 867 20811470 20803030 -15869
Chr18 Complement NT_039676.1 TGGACATTATGACCT 3790673 LOC225773 3791540 3783565 867 3791540 3783565 867 3791540 3783565 867
Chr17 Complement NT_039655.1 AGGTCACACTGACTA 3204682 Mep1a 3205578 3176763 896 3205549 3177223 867 3205534 3177391 852
Chr8 Normal NT_039462.1 AGATCAGGCTGACCT 5980232 2410018E23Rik 5979363 5983453 869 5979363 5983453 869 5979374 5982910 858
Chr3 Complement NT_039241.1 AGGTCATACTTACCA 8420746 LOC229810 8421617 8419902 871 8421617 8419902 871 8421230 8420556 484
ChrX Complement NT_039711.1 TGGTCAAGATGAGCC 436545 LOC331470 437417 434440 872 437417 434440 872 434908 434564 -1637
ChrX Complement NT_039713.1 AGGCCAACTTGACCT 9189305 LOC237012 9190178 9168515 873 9190178 9168515 873 9190178 9168515 873
Chr11 Normal NT_039520.1 TGGTCAGTATGACGC 9829777 2900006B13Rik 9828903 9847409 874 9828903 9847409 874 9828967 9846987 810
Chr18 Normal NT_039674.1 AAGTCAACTTGACCA 34539984 Pcdhb1 34539109 34541821 875 34539109 34541821 875 34539365 34541821 619
Chr5 Normal NT_039303.1 CTGTCAGCCTGACCC 681430 1110017L09Rik 680554 766929 876 680554 766551 876 680554 766551 876
Chr5 Normal NT_039307.1 TGGTCAAGGTGAGCC 14928303 Cxcl2 14927400 14929465 903 14927426 14929465 877 14927472 14928731 831
Chr15 Normal NT_039621.1 CGATCATGTTGACCC 61239513 Accn2 61238635 61267951 878 61238635 61267951 878 61263377 61265958 -23864
ChrX Complement NT_039698.1 TGGTGACTATGACCT 772552 DXImx40e 773513 761904 961 773430 761911 878 773386 762147 834
Chr3 Complement NT_039241.1 TGGTCACACTGACCA 472726 LOC329747 473605 469370 879 473605 469370 879 473414 470042 688
Chr17 Normal NT_039655.1 AAGTCACATTGACCT 3271519 Pla2g7 3270088 3313551 1431 3270639 3313407 880 3289736 3313339 -18217
Chr13 Normal NT_039578.1 GGGTCAGTATGGCCC 11396914 LOC328210 11396033 11410077 881 11396033 11410077 881 11408138 11409990 -11224
Chr4 Complement NT_039266.1 CAGTCAGTGTGACCC 8438942 3110030K17Rik 8448582 8430020 9640 8439824 8430020 882 8432769 8430375 -6173
Chr3 Complement NT_039239.1 GGGTCAGCCTGGCCC 3053317 Atp1a1 3054226 3025720 909 3054199 3025720 882 3053956 3026051 639
Chr2 Complement NT_039209.1 TGGTCATTTTGACCA 28351189 LOC329512 28352073 28321306 884 28352073 28321306 884 28352073 28321306 884
Chr17 Normal NT_039658.1 AGGTCACTCTGATCT 21205386 LOC332265 21204502 21251017 884 21204502 21251017 884 21204502 21251017 884
Chr13 Complement NT_039578.1 GGGTCGGAGGGACCT 18276195 4933439J11Rik 18277081 18272855 886 18277081 18272855 886 18273739 18273275 -2456
Chr5 Normal NT_039312.1 AGGTCGCCTTGACAC 10768994 5730405M13Rik 10768108 10771448 886 10768108 10771448 886 10768108 10771052 886
Chr15 Normal NT_039618.1 AGGACAGAGTGACCA 664507 LOC223340 663621 676822 886 663621 676822 886 672490 676787 -7983
Chr7 Complement NT_039428.1 GAGTCATCCTGACCA 12811601 LOC244059 12812487 12744064 886 12812487 12744064 886 12808595 12747006 -3006
Chr10 Complement NT_039492.1 AGGTCAAGCTGAACT 2029577 LOC331611 2030463 1983347 886 2030463 1983347 886 2030463 1983347 886
Chr10 Complement NT_039496.1 AGCTCAGTGTGACCC 7399802 Gna15 7401033 7378475 1231 7400689 7378841 887 7400647 7379039 845
Chr12 Normal NT_039548.1 GGCTCGTGGTGACCT 6652117 LOC238119 6651230 6652837 887 6651230 6652837 887 6651230 6652837 887
Chr10 Normal NT_039500.1 GGGTCAAGCCGAGCC 21467407 Ppp1r12a 21466520 21599773 887 21466520 21599773 887 21466860 21593802 547
Chr12 Complement NT_039551.1 GGGTCAGCGCGTCCT 636505 4930400K19Rik 637393 528965 888 637393 528965 888 636583 529118 78
Chr8 Complement NT_039461.1 TGGTGACAATGACCT 7132830 LOC215337 7133718 6909953 888 7133718 6909953 888 7133718 6909953 888
Chr15 Complement NT_039621.1 AGGTCACCATGAGCC 31439128 LOC332102 31440016 31438459 888 31440016 31438459 888 31440016 31438459 888
Chr7 Complement NT_039435.1 AGGTCAGGGTGGCCC 7326914 2310009E07Rik 7327806 7317352 892 7327806 7317352 892 7318173 7317382 -8741
Chr16 Normal NT_039624.1 AGGTCACTGTGGCCC 22337853 LOC224057 22336961 22356924 892 22336961 22356924 892 22336961 22356924 892
Chr6 Normal NT_039360.1 AGGTCGGGGTCACCT 5583201 LOC330443 5582308 5582791 893 5582308 5582791 893 5582366 5582743 835
ChrX Complement NT_039709.1 CGGTCTCATTGACCT 11969356 LOC236427 11970250 11963721 894 11970250 11963721 894 11970250 11963721 894
Chr4 Normal NT_039266.1 TGGCCATTGTGACCC 1333038 Sfrs4 1308029 1336112 25009 1332143 1336112 895 1332162 1335484 876
Chr8 Normal NT_039455.1 GGGTCTGTGTGACCA 9552149 F10 9550723 9569315 1426 9551253 9569315 896 9551253 9569297 896
Chr6 Complement NT_039343.1 GTGTCATTCTGACCT 9696605 V1rc28 9697501 9696608 896 9697501 9696608 896 9697501 9696608 896
Chr9 Complement NT_039474.1 AGGTCGAGGCGACCC 10331064 Madh6 10331961 10264787 897 10331961 10264925 897 10331961 10264925 897
Chr9 Normal NT_039473.1 AGGTCACTCTGAGCT 4006189 LOC278007 4005291 4030794 898 4005291 4030794 898 4005387 4030794 802
Chr7 Complement NT_039413.1 AGGTAAGATTGACCC 3114930 LOC330502 3133377 3102721 18447 3115829 3102721 899 3103884 3103540 -11046
Chr18 Normal NT_039674.1 AGGTCAAAATGACCA 21899560 1110018O12Rik 21898659 21933691 901 21898659 21933691 901 21906479 21933616 -6919
Chr6 Normal NT_039353.1 GGGTTAAACTGACCT 1952312 LOC232205 1951408 1970898 904 1951408 1970898 904 1951408 1970898 904
Chr11 Normal NT_039515.1 TGGTCATCTTGACTC 2834051 Ykt6-pending 2832952 2845037 1099 2833145 2843334 906 2833160 2843303 891
Chr2 Normal NT_039209.1 TGGTCAACTTGCCCC 44063104 LOC228713 44062197 44099771 907 44062197 44063392 907 44063017 44063355 87
Chr2 Normal NT_039210.1 GGGTCAAGATGAACT 12749914 Stk4 12745164 12966331 4750 12749007 12826727 907 12749055 12826673 859
Chr12 Normal NT_039539.1 AGGTCAGCCTGAGCT 12195784 LOC217405 12194875 12224489 909 12194875 12224489 909 12194875 12224489 909
Chr6 Complement NT_039343.1 GGGTCACTCTGACAG 4719085 LOC330318 4719994 4718744 909 4719994 4718744 909 4719384 4719088 299
Chr9 Normal NT_039472.1 AGGTAACTCCGACCC 11293955 1700009B20Rik 11293045 11293671 910 11293045 11293671 910 11293076 11293537 879
Chr11 Complement NT_039521.1 AGGTCATCCTGTCCA 26870477 0610009D10Rik 26871418 26867166 941 26871388 26867166 911 26869976 26867217 -501
Chr4 Normal NT_039268.1 TGGTCGTGGTGACCT 470862 2510039O18Rik 469951 476370 911 469951 476370 911 470081 475674 781
Chr8 Complement NT_039466.1 TGGTAACCATGACCC 538342 Eps15-rs 539254 459290 912 539254 459290 912 539231 459668 889
Chr13 Complement NT_039578.1 GGGTCAGTATGACAG 4376675 LOC328195 4377588 4376006 913 4377588 4376006 913 4377472 4377098 797
Chr15 Complement NT_039621.1 GGCTCAATGTGACCA 36785344 LOC223635 36786258 36761161 914 36786258 36761161 914 36786258 36761161 914
Chr7 Complement NT_039433.1 GGGTTAGTGTGACCA 12431962 2310008H09Rik 12432878 12420413 916 12432878 12422386 916 12432399 12422412 437
Chr15 Normal NT_039621.1 TGGTGAGTCTGACCT 36656636 Ly6f 36655720 36659424 916 36655720 36659424 916 36656029 36659149 607
Chr16 Complement NT_039625.1 AGTTCACAATGACCT 9657620 LOC328712 9658537 9655638 917 9658537 9655638 917 9656293 9655931 -1327
Chr14 Normal NT_039614.1 AGGTCAGTTTGACCA 947768 LOC333856 946851 947246 917 946851 947246 917 946851 947246 917
Chr4 Normal NT_039266.1 AAGTCACCCTGACCC 3869501 6030430C21 3868582 3879853 919 3868582 3879853 919 3868663 3877904 838
Chr18 Complement NT_039674.1 AGGTCAGGCTGTCCC 58399276 Cdx1 58400622 58383166 1346 58400196 58384028 920 58400196 58384030 920
ChrX Normal NT_039710.1 AGGTCCAGATGACCC 2630826 LOC245516 2629903 2632560 923 2629903 2632560 923 2629903 2632560 923
Chr10 Normal NT_039496.1 TGGCCACTGTGACCC 3746509 4930535B06Rik 3745582 3746317 927 3745582 3746317 927 3745813 3746189 696
Chr19 Normal NT_039689.1 AGGGCATAATGACCA 2891756 LOC240650 2890829 2989856 927 2890829 2989856 927 2890829 2989856 927
Chr11 Normal NT_039521.1 GGGTCGCCGTGACTC 12281823 Stat5a 12280591 12306408 1232 12280896 12306396 927 12282578 12305236 -755
Chr2 Normal NT_039212.1 GGGTCCCCATGACCT 2874959 2310003C23Rik 2874031 2900547 928 2874031 2882497 928 2876967 2881775 -2008
Chr1 Complement NT_039170.1 GGGACACAGTGACCT 12165986 Tesp2 12166916 12158329 930 12166916 12158335 930 12166900 12158490 914
Chr17 Normal NT_039658.1 AGGTCACCACGCCCT 22239538 3230402J05Rik 22238607 22241292 931 22238607 22241292 931 22239759 22240043 -221
Chr9 Complement NT_039474.1 GAGTCACCATGACCA 13861390 LOC208143 13862321 13830235 931 13862321 13830235 931 13862321 13830235 931
Chr9 Normal NT_039482.1 GGGTCAGTTTCACCT 7678271 LOC270210 7677339 7679310 932 7677339 7679310 932 7678722 7679252 -451
Chr10 Complement NT_039495.1 AGGTCAAAATGACCT 12977170 Bicc1 12978170 12743582 1000 12978103 12743582 933 12978096 12743725 926
Chr12 Complement NT_039548.1 TGGTCAGCACGACCC 6706695 LOC207407 6707628 6656433 933 6707628 6656433 933 6657445 6656433 -49250
Chr7 Complement NT_039428.1 AGGTCATCATGAGCT 9819661 LOC233363 9820594 9811818 933 9820594 9811818 933 9820594 9811818 933
Chr11 Normal NT_039521.1 AGGTCAAGTTAACCC 17699895 Tcam1 17698910 17710371 985 17698960 17707995 935 17704162 17707887 -4267
Chr13 Complement NT_039578.1 AGGTTGACATGACCT 8569911 LOC218075 8570848 8547007 937 8570848 8547007 937 8570848 8547007 937
Chr12 Complement NT_039551.1 AGGTCAGTGTGAGCG 1509020 LOC238186 1509957 1496232 937 1509957 1496232 937 1508891 1496232 -129
Chr5 Normal NT_039330.1 TGGTGAGGTTGACCT 123922 LOC272730 122985 156737 937 122985 156737 937 122985 156737 937
Chr15 Complement NT_039621.1 AGGCCAGGCTGACCT 38040352 2810439M11Rik 38041290 38034292 938 38041290 38034292 938 38038678 38034355 -1674



Chr5 Complement NT_039299.1 AGGTCACCACGAGCC 7055395 LOC212958 7056333 7054150 938 7056333 7054150 938 7055660 7054926 265
Chr12 Complement NT_039551.1 AGGTCTGGCTGACCT 4471176 LOC238201 4472117 4456680 941 4472117 4456680 941 4472117 4456680 941
Chr15 Complement NT_039621.1 GGGTGAGAACGACCC 43394315 Pmm1 43395256 43385484 941 43395256 43385484 941 43395175 43385864 860
Chr11 Normal NT_039521.1 AGCTCGCCCTGACCC 25650657 1700092K14Rik 25649715 25650656 942 25649715 25650656 942 25650213 25650639 444
Chr1 Complement NT_039180.1 GGGTCAGTTTGAGCT 20810497 Lhx9 20811954 20794695 1457 20811439 20797499 942 20811439 20798155 942
Chr7 Normal NT_039429.1 GGTTCAAGGTGACCC 22731640 MOR34-6 22730698 22731651 942 22730698 22731651 942 22730698 22731651 942
Chr5 Normal NT_039331.1 AGGTCATGTCGCCCC 274240 Actl6 273181 289272 1059 273296 289242 944 273296 289085 944
Chr5 Complement NT_039305.1 GGTTCACAATGACCA 663759 Clnk-pending 664704 493607 945 664704 493607 945 649835 493713 -13924
Chr12 Normal NT_039553.1 GGGTCATTCTGTCCC 6859877 2310040A13Rik 6858248 6925224 1629 6858930 6925224 947 6859015 6924444 862
Chr1 Complement NT_039174.1 GGGTGGAACTGACCT 2708233 LOC241164 2709182 2614919 949 2709182 2614919 949 2709117 2614919 884
Chr8 Normal NT_039467.1 TGGTCTCTATGACCT 16825392 LOC244575 16824443 16869003 949 16824443 16869003 949 16824443 16869003 949
Chr7 Complement NT_039395.1 TTGTCACCTTGACCC 1268826 Ppp5c 1269775 1246807 949 1269775 1246814 949 1269674 1247268 848
Chr15 Normal NT_039618.1 TGGTCAAGCTGACTC 23774266 LOC332077 23773315 23841226 951 23773315 23841226 951 23773315 23841226 951
Chr8 Normal NT_039464.1 ATGTCGCCTTGACCC 383564 Pgls 381326 392738 2238 382613 386694 951 382646 386620 918
Chr4 Normal NT_039266.1 GGGCCAGCCTGACCA 12844831 LOC329982 12843877 12846919 954 12843877 12846919 954 12844200 12844637 631
Chr12 Complement NT_039551.1 TGGTCACAATGACCC 19456410 LOC238267 19457365 19453968 955 19457365 19453968 955 19457365 19453968 955
Chr2 Complement NT_039207.1 GGGTCAGGTTGCCCA 6439210 Scn3a 6440173 6434702 963 6440173 6434702 963 6439261 6436420 51
Chr11 Complement NT_039521.1 GGGTCACCGTGGCCC 27649275 Acox1 27650514 27623358 1239 27650240 27623360 965 27650173 27625017 898
Chr17 Complement NT_039656.1 TGGTCACCGTGTCCT 2196694 S3-12-pending 2197664 2192446 970 2197664 2192446 970 2197664 2193859 970
Chr7 Normal NT_039420.1 AGGTCAGGATAACCT 2795950 LOC211535 2794977 2804256 973 2794977 2804256 973 2796974 2803019 -1024
Chr16 Normal NT_039624.1 AGGTCAACCTGCCCT 26915017 LOC239814 26914041 26960143 976 26914041 26960143 976 26914041 26960143 976
Chr14 Normal NT_039606.1 GGGTCAAGTTGACTA 14097415 LOC328438 14096439 14099189 976 14096439 14099189 976 14096439 14099189 976
Chr12 Normal NT_039553.1 AGGCCATGCTGACCC 9231966 Mta1 9230990 9269868 976 9230990 9269840 976 9231085 9269335 881
Chr19 Complement NT_039685.1 CTGTCAGACTGACCT 716059 2410004D18Rik 733314 709424 17255 717037 709746 978 716997 710705 938
Chr16 Normal NT_039624.1 GGGTGATGGTGACCA 28403412 LOC224098 28402434 28423279 978 28402434 28423279 978 28402546 28423023 866
Chr19 Complement NT_039692.1 TGCTCAGAATGACCT 6271361 Kcnip2 6272559 6250287 1198 6272340 6250302 979 6272340 6250302 979
Chr14 Complement NT_039606.1 AGGTCATGTAGACCA 5245108 LOC219126 5246088 5245111 980 5246088 5245111 980 5246088 5245111 980
Chr3 Complement NT_039237.1 AGGCCATACTGACCC 840792 LOC229566 841773 840102 981 841773 840102 981 840728 840426 -64
Chr1 Complement NT_039180.1 TGGTCACCCTGTCCT 20147298 Ptprc 20148719 20036723 1421 20148279 20036723 981 20148094 20037816 796
Chr15 Normal NT_039621.1 AGGTGGTTGTGACCC 19289165 LOC210544 19245418 19302862 43747 19288182 19302862 983 19291144 19302658 -1979
Chr14 Normal NT_039606.1 GGGTCTACCTGACCT 2599560 LOC219102 2598577 2599585 983 2598577 2599585 983 2598577 2599585 983
Chr10 Complement NT_039496.1 ATGTCAGGCTGACCT 4292685 2310036D04Rik 4293670 4291322 985 4293670 4291322 985 4293040 4292726 355
Chr10 Complement NT_039514.1 ATGTCAGGCTGACCT 242821 2310036D04Rik 243806 241458 985 243806 241458 985 243176 242862 355
Chr15 Complement NT_039621.1 GGGACAACATGACCA 42262182 LOC271293 42263168 42226330 986 42263168 42226330 986 42263168 42226330 986
Chr15 Normal NT_039621.1 TGGTGACGGTGACCC 53469019 LOC223810 53468032 53470359 987 53468032 53470359 987 53468032 53470359 987
Chr6 Complement NT_039359.1 GGATCATTTCGACCC 56172 LOC243664 57160 4633 988 57160 4633 988 57160 4633 988
Chr7 Normal NT_039400.1 GGGTCAATGTGCCCC 467225 1600029N02Rik 466236 496414 989 466236 496414 989 472205 496146 -4980
Chr1 Normal NT_039170.1 AGGACAGCCTGACCA 31120256 C730042F17Rik 31119248 31132446 1008 31119267 31132381 989 31121116 31131099 -860
ChrX Normal NT_039700.1 GGGTCAACGTGAACC 36399 LOC278174 35410 41254 989 35410 41254 989 35498 40668 901
Chr10 Complement NT_039502.1 AGGTCAAGAGGACCC 6422622 LOC327851 6423611 6421712 989 6423611 6421712 989 6423473 6421845 851
Chr3 Complement NT_039242.1 GGGTAGAGATGACCC 17975693 LOC332833 17976682 17946895 989 17976682 17946895 989 17976682 17946895 989
Chr6 Complement NT_039353.1 AGGGCATATTGACCT 13295647 3110052D19Rik 13296637 13294049 990 13296637 13294049 990 13295451 13295140 -196
Chr15 Complement NT_039620.1 GGCTCAGATTGACCT 2619566 LOC239371 2620557 2529848 991 2620557 2529848 991 2620557 2529848 991
ChrX Complement NT_039726.1 TGGTCAGCATGACCC 6934916 Siah1b 6935993 6930717 1077 6935907 6930717 991 6932096 6931248 -2820
Chr14 Complement NT_039606.1 AGGTCAGGGTGACTG 21256654 4921509B22Rik 21257649 21215368 995 21257649 21215368 995 21257579 21215808 925
Chr7 Complement NT_039429.1 AGGCCATCATGACCC 23000119 MOR35-1 23001114 23000161 995 23001114 23000161 995 23001114 23000161 995
Chr8 Normal NT_039455.1 AGGTCACTCTGGCCC 9802763 B230339H12Rik 9801766 9835372 997 9801766 9835372 997 9805576 9834723 -2813
Chr13 Normal NT_039587.1 CGGACAGTGTGACCT 2577698 LOC271124 2576698 2584995 1000 2576698 2584995 1000 2576698 2584995 1000
Chr4 Complement NT_039264.1 AGGACATTCTGACCC 20930949 LOC332935 20931949 20886777 1000 20931949 20886777 1000 20931949 20886777 1000
Chr11 Normal NT_039521.1 AGGTCACTTTGTCCA 8269308 Copz2 8268305 8279629 1003 8268305 8279629 1003 8268324 8279339 984
Chr7 Normal NT_039413.1 AGGTGGCCCTGACCC 1555345 LOC330497 1554340 1555826 1005 1554340 1555826 1005 1554340 1555826 1005
Chr1 Normal NT_039180.1 TGGTTAATTTGACCC 15292002 Ren2 15290869 15300622 1133 15290997 15300622 1005 15291011 15300443 991
Chr11 Normal NT_039521.1 AGGTCAAGGTGACAG 27551416 LOC328037 27550410 27551337 1006 27550410 27551337 1006 27550902 27551240 514
Chr14 Complement NT_039606.1 AGGTCAGCCTGAGCT 2098725 Cideb 2099791 2095383 1066 2099732 2095383 1007 2099625 2095769 900
Chr19 Complement NT_039684.1 CGGTCAGACTGAGCC 1233668 Fibp 1234753 1230318 1085 1234675 1230375 1007 1234675 1230375 1007
Chr11 Normal NT_039520.1 AGGTCACTGTGACCA 9252128 Olfr51 9251120 9252043 1008 9251120 9252043 1008 9251120 9252043 1008
Chr8 Complement NT_039467.1 AGGACGTCCTGACCT 33721029 Slc12a4 33722100 33699510 1071 33722037 33699510 1008 33722037 33699999 1008
Chr5 Normal NT_039314.1 AGATCAGGCTGACCT 5740008 AI326939 5738999 5745838 1009 5738999 5745181 1009 5739023 5745023 985
Chr14 Complement NT_039595.1 AGGTCATATTGCCCA 280736 Dnase1l3 282170 253924 1434 281745 254933 1009 281582 254943 846
Chr11 Complement NT_039520.1 TGGTCATGTTGACCA 16609073 LOC327933 16610083 16606971 1010 16610083 16606971 1010 16609527 16609174 454
Chr6 Complement NT_039359.1 GGGTCAAATTGTCCA 1150266 LOC209252 1151278 1150697 1012 1151278 1150697 1012 1151278 1150697 1012
Chr19 Complement NT_039684.1 AGGTTATTGTGACCA 3423194 D9Wsu149e 3424360 3414443 1166 3424208 3416084 1014 3424208 3416239 1014
Chr4 Complement NT_039266.1 ATGTCACCTCGACCT 3149062 LOC230800 3154966 3129605 5904 3150078 3129605 1016 3150008 3131268 946
Chr15 Complement NT_039621.1 GGGTCACGTTGACCA 37966278 LOC332111 37967294 37960849 1016 37967294 37960849 1016 37967294 37960849 1016
Chr8 Complement NT_039467.1 TGGTTAGGGTGACCC 11306000 Cd97 11307171 11289120 1171 11307018 11289120 1018 11306986 11289623 986
Chr15 Normal NT_039621.1 GGGTTGGATTGACCC 36100856 LOC223626 36099838 36102209 1018 36099838 36102209 1018 36099908 36102086 948
Chr5 Complement NT_039312.1 GGGTCCTTGTGACCA 7120955 1300012G16Rik 7121997 7101812 1042 7121976 7102428 1021 7121970 7104199 1015
Chr19 Complement NT_039684.1 AGGGCACGGTGACCA 1052460 Rela 1053751 1043125 1291 1053481 1043125 1021 1053421 1043840 961
Chr12 Normal NT_039557.1 AGGTCATGATAACCC 151004 LOC217925 149980 151740 1024 149980 151740 1024 149980 151740 1024
Chr8 Complement NT_039467.1 AGTTCATCTCGACCC 11672549 6720484B16 11673574 11665817 1025 11673574 11665817 1025 11673549 11666150 1000
Chr17 Complement NT_039666.1 ATGTCAAGGCGACCC 366960 LOC193784 367986 367033 1026 367986 367033 1026 367986 367033 1026
Chr17 Complement NT_039650.1 ATGTCAAGGCGACCC 2203562 LOC209782 2204588 2203635 1026 2204588 2203635 1026 2204588 2203635 1026
Chr7 Complement NT_039424.1 GGGACGGAGTGACCT 8312 LOC243998 9338 91 1026 9338 91 1026 7198 6844 -1114
Chr11 Complement NT_039521.1 AGGTCGACCTGAACC 27673806 Evpl 27674833 27672029 1027 27674833 27672029 1027 27674395 27672224 589
Chr12 Complement NT_039539.1 TGGTGACAATGACCT 8797603 LOC217390 8798631 8797367 1028 8798631 8797367 1028 8798631 8797367 1028
Chr15 Complement NT_039621.1 CGGTCACACTGCCCC 47036714 Wnt7b 47038765 46991627 2051 47037742 46993168 1028 47037742 46993567 1028
Chr6 Normal NT_039359.1 AGGTCACTGAGACCA 5536047 Strap 5534970 5551155 1077 5535018 5550988 1029 5535247 5550504 800
Chr1 Normal NT_039180.1 TGGTTAATTTGACCC 15292002 Ren2 15290869 15300622 1133 15290971 15300622 1031 15291011 15300443 991
Chr7 Complement NT_039420.1 AGGTCAACCTGATCT 1932820 D7Ertd671e 1933852 1924572 1032 1933852 1924572 1032 1933343 1924915 523
Chr7 Complement NT_039428.1 GGGTCAGGGAGACCC 19852378 Fes 19853411 19849435 1033 19853411 19849435 1033 19853322 19849609 944
Chr13 Normal NT_039587.1 AGTTCAATATGACCA 1840813 LOC218298 1839779 1841215 1034 1839779 1841215 1034 1839779 1841215 1034
Chr7 Complement NT_039399.1 TGGTCCAGCTGACCC 124476 LOC243860 125510 122805 1034 125510 122805 1034 125510 122805 1034
Chr2 Normal NT_039204.1 GGGTCAGCATGAGCT 3939375 9430077C05Rik 3938340 3939464 1035 3938340 3939464 1035 3938887 3939219 488
Chr14 Normal NT_039599.1 GGTTCAGACTGACCA 6701072 LOC219029 6700036 6701915 1036 6700036 6701915 1036 6700375 6700818 697
Chr7 Complement NT_039433.1 AGTTCATGTTGACCA 15886327 3230401I01Rik 15887611 15857536 1284 15887365 15857536 1038 15887364 15859396 1037
Chr7 Normal NT_039393.1 AGGTAGTTCTGACCT 636164 LOC272356 635126 638831 1038 635126 638831 1038 635126 638831 1038
Chr7 Normal NT_039413.1 CGGTCACCTGGACCT 2826871 Zfp30 2825065 2835759 1806 2825832 2835589 1039 2827292 2834780 -421
Chr14 Normal NT_039606.1 AGGACAGTTTGACCA 24604950 LOC219180 24603910 24604768 1040 24603910 24604768 1040 24603910 24604768 1040
Chr17 Normal NT_039657.1 TGGTCATTCTGACAT 73083 E130307D12 58228 79552 14855 72042 78925 1041 72263 78753 820
Chr13 Normal NT_039586.1 AGCTCAGACCGACCC 1365042 2310047H23Rik 1363999 1375585 1043 1363999 1375585 1043 1364000 1375223 1042
Chr3 Complement NT_039234.1 AGGTCACTGTGCCCT 23955688 LOC269452 23956854 23943898 1166 23956731 23943902 1043 23954336 23944835 -1352
Chr6 Complement NT_039360.1 GAGTCAAACTGACCA 1357743 LOC208320 1358788 1275983 1045 1358788 1275983 1045 1358788 1275983 1045
Chr10 Normal NT_039491.1 AGGTCAAGCTGACAA 1770477 LOC331590 1769431 1778512 1046 1769431 1778512 1046 1769431 1778512 1046
Chr5 Normal NT_039314.1 AGGACAACCTGACCG 6002811 0610011L13Rik 6001724 6015342 1087 6001761 6013185 1050 6001780 6012417 1031
Chr15 Normal NT_039621.1 AGGTCACTTTGACCC 27153508 C920006C10Rik 27152416 27237989 1092 27152456 27237989 1052 27152635 27236688 873



Chr10 Normal NT_039502.1 GTGTCGTAGTGACCC 4942701 Galgt1 4940928 4948153 1773 4941649 4948045 1052 4941777 4947657 924
Chr2 Normal NT_039212.1 AGATCAGGCTGACCT 3497301 LOC269400 3496249 3548443 1052 3496249 3524242 1052 3498426 3523717 -1125
Chr14 Normal NT_039606.1 GTGTCAAGTTGACCA 9292467 LOC332015 9291415 9310326 1052 9291415 9310326 1052 9291415 9310326 1052
Chr7 Complement NT_039393.1 AGGTCATCCTGATCT 844928 Slc27a5 846015 836141 1087 845980 836141 1052 845892 836267 964
Chr7 Normal NT_039436.1 GAGTCAGGTTGACCC 1919168 AI504961 1917643 1924352 1525 1918115 1924352 1053 1918504 1922684 664
Chr6 Complement NT_039356.1 AGGTCAAGCGGACCT 580617 Gapd 581670 577920 1053 581670 577920 1053 579219 578098 -1398
Chr4 Complement NT_039264.1 AGGTCAGCCTGATCT 17327214 Kif2c 17328289 17305347 1075 17328267 17305821 1053 17328174 17305850 960
Chr11 Normal NT_039520.1 AGGTCAGGGTGAGCA 18749872 Myo15 18748818 18807984 1054 18748818 18807984 1054 18755895 18807040 -6023
Chr10 Normal NT_039491.1 GGGTCAGTTTGCCCC 11306945 Perp-pending 11305840 11318004 1105 11305891 11318004 1054 11306013 11316810 932
Chr5 Complement NT_039302.1 GGGTCATGCCGAGCT 3784890 LOC231151 3785946 3777859 1056 3785946 3777859 1056 3785946 3777859 1056
Chr4 Complement NT_039261.1 AGGTCGCCGTGAGCT 7689888 Actl7b 7690947 7689511 1059 7690947 7689511 1059 7690860 7689604 972
Chr5 Normal NT_039316.1 CTGTCACCCTGACCC 3756504 Foxk1 3755444 3806105 1060 3755444 3806105 1060 3755452 3806105 1052
Chr3 Complement NT_039234.1 GGGTCACAGTGCCCT 26002754 LOC329704 26006518 25992829 3764 26003815 25992829 1061 26003558 26001209 804
Chr18 Complement NT_039674.1 TGGTCATAATGTCCT 8644274 LOC225177 8645337 8549704 1063 8645337 8549704 1063 8645337 8549704 1063
Chr10 Normal NT_039500.1 GGGTCAACTTGGCCA 22982657 LOC270786 22981594 22999010 1063 22981594 22999010 1063 22981594 22999010 1063
Chr2 Complement NT_039205.1 TGGTCAAGGTGACAC 2712512 LOC329360 2713575 2712613 1063 2713575 2712613 1063 2713129 2712659 617
Chr7 Normal NT_039429.1 TGGTCACCTTCACCC 12202274 LOC244135 12201210 12318620 1064 12201210 12318620 1064 12201210 12318620 1064
Chr9 Normal NT_039477.1 AGTTCAAGCTGACCT 7732789 Prkar2a 7731725 7785963 1064 7731725 7785963 1064 7732039 7783542 750
Chr11 Complement NT_039521.1 GGGTCACCACGACCC 9746825 Neurod2 9748206 9744968 1381 9747890 9744968 1065 9746765 9745614 -60
Chr6 Complement NT_039359.1 GGGTCACCATGAGCT 4594295 Wbp11 4602315 4587752 8020 4595360 4587752 1065 4595355 4588423 1060
Chr10 Normal NT_039502.1 AAGTCAGTTTGACCC 3446058 9030421L11Rik 3444992 3451814 1066 3444992 3451814 1066 3445077 3451375 981
Chr3 Complement NT_039240.1 AGGTCACACTGACAT 3568088 1700061I17Rik 3569157 3558335 1069 3569157 3558335 1069 3568528 3558496 440
Chr14 Complement NT_039606.1 AGCTCAAGCTGACCT 2085837 D14Ertd484e 2087017 2080355 1180 2086906 2080357 1069 2086400 2080617 563
Chr17 Complement NT_039656.1 TGGTCACCGTGTCCT 2196595 S3-12-pending 2197664 2192446 1069 2197664 2192446 1069 2197664 2193859 1069
Chr10 Normal NT_039500.1 GGGCCATTGCGACCT 24066922 A630014C11Rik 24065850 24105784 1072 24065850 24105784 1072 24066714 24105100 208
Chr6 Normal NT_039340.1 AGTTCACTGTGACCA 27562704 Cpa5 27561632 27582663 1072 27561632 27582663 1072 27563225 27582541 -521
Chr12 Complement NT_039539.1 AGGTCAGCCTGAACT 797506 LOC217377 798580 797862 1074 798580 797862 1074 798363 798010 857
Chr19 Complement NT_039687.1 AGGTAGCTCTGACCC 14831282 LOC226035 14832357 14806378 1075 14832357 14806378 1075 14832357 14806378 1075
ChrX Complement NT_039700.1 AGGTCAAAGTTACCT 1740443 LOC279684 1741521 1676350 1078 1741521 1676350 1078 1741521 1676350 1078
Chr10 Complement NT_039496.1 AGGTCAGCCTGAGCT 5494196 6,72047E+12 5495275 5476860 1079 5495275 5476860 1079 5495207 5478416 1011
Chr11 Normal NT_039520.1 AGGTTATTTTGACCA 4614288 1110063B05Rik 4613154 4617816 1134 4613208 4617749 1080 4616806 4617507 -2518
Chr17 Complement NT_039647.1 GGGTCCTCATGACCT 53580 LOC224607 54660 47998 1080 54660 47998 1080 54660 47998 1080
ChrX Normal NT_039747.1 GGGTCATTTTCACCT 41475 Xlr4 40379 48486 1096 40395 48486 1080 41289 48168 186
Chr11 Normal NT_039520.1 CTGTCATCTTGACCC 4233386 Adam19 4232226 4323566 1160 4232305 4322509 1081 4232340 4320071 1046
Chr5 Complement NT_039311.1 AGGTCAGGCTAACCC 309909 P2rx2 310990 307590 1081 310990 307590 1081 310733 307971 824
Chr1 Normal NT_039180.1 GGGTCAGAATGTCCC 14235747 A630065K24Rik 14234207 14242960 1540 14234664 14241178 1083 14234880 14240395 867
Chr5 Complement NT_039302.1 AGGTAGTGGTGACCT 1449952 LOC272158 1451035 1311907 1083 1451035 1311907 1083 1451029 1311907 1077
Chr16 Complement NT_039624.1 AGGTTGCCCTGACCT 52080944 LOC224211 52082028 52072963 1084 52082028 52072963 1084 52082028 52072963 1084
Chr3 Complement NT_039234.1 AGCTCATTCTGACCT 24585091 LOC332783 24586175 24557193 1084 24586175 24557193 1084 24581210 24557193 -3881
Chr2 Normal NT_039208.1 AGGTCAGCCTGAGCA 22035085 Rapsn 22033987 22064216 1098 22034001 22044089 1084 22034157 22043878 928
Chr7 Normal NT_039420.1 GGCTCAATTTGACCC 2472799 Fut1 2470706 2472847 2093 2471714 2472847 1085 2471714 2472844 1085
Chr7 Normal NT_039436.1 AGGTCGATTTGTCCT 2213480 2400009B11Rik 2212306 2215131 1174 2212394 2215131 1086 2213201 2214753 279
Chr16 Normal NT_039624.1 AGGTCTCTGTGACCC 29722941 2210409B11Rik 29721853 29775908 1088 29721853 29775908 1088 29721853 29775908 1088
Chr15 Normal NT_039617.1 AGGTCATCATGTCCA 706789 LOC239315 705701 756463 1088 705701 756463 1088 705701 756463 1088
Chr9 Normal NT_039478.1 TGGTCAGATAGACCC 129514 Scotin-pending 128384 147478 1130 128426 147434 1088 128494 146420 1020
Chr4 Normal NT_039268.1 TGGTCAAAAGGACCC 8377738 0610033H09Rik 8376274 8378129 1464 8376648 8378059 1090 8377018 8377994 720
Chr8 Normal NT_039467.1 GGGTCATGGTGAGCA 32656076 LOC234672 32654986 32657601 1090 32654986 32657601 1090 32654986 32657601 1090
Chr19 Complement NT_039687.1 TGGTCACTGTGACTT 15901604 LOC240587 15902694 15839510 1090 15902694 15839510 1090 15902694 15839510 1090
Chr1 Normal NT_039185.1 GGGTCAGGTAGACCT 9402222 4931412F17 9401129 9488742 1093 9401129 9488742 1093 9418612 9488742 -16390
Chr13 Complement NT_039580.1 AGGCCACTATGACCC 9443514 LOC328244 9444607 9417930 1093 9444607 9417930 1093 9444524 9419740 1010
Chr17 Normal NT_039649.1 CGGTCACTGTGACAC 10819487 LOC240074 10818392 10826270 1095 10818392 10826270 1095 10818392 10826270 1095
Chr17 Normal NT_039662.1 CGGTCACTGTGACAC 627765 LOC240074 626670 634548 1095 626670 634548 1095 626670 634548 1095
ChrX Complement NT_039700.1 TGGTCACCCTGTCCT 8101086 Maob 8102183 7994101 1097 8102183 7994103 1097 8102094 7994858 1008
Chr15 Complement NT_039621.1 AGGACACTCTGACCT 64730141 LOC328615 64731239 64725280 1098 64731239 64725280 1098 64725659 64725336 -4482
Chr11 Normal NT_039521.1 AGGTCAGTCTGAGCT 17196764 LOC217245 17195665 17197967 1099 17195665 17197967 1099 17195990 17196472 774
Chr14 Normal NT_039614.1 AGGTCAGCTTGACCA 1051410 LOC195295 1050307 1050902 1103 1050307 1050902 1103 1050307 1050902 1103
Chr4 Normal NT_039260.1 TCGTCATTGTGACCC 3629272 Nans 3628169 3642519 1103 3628169 3641560 1103 3628246 3641531 1026
Chr17 Normal NT_039638.1 AGCTCAGGCTGACCT 2696307 1700110C19Rik 2695203 2699908 1104 2695203 2699908 1104 2699606 2699896 -3299
Chr14 Normal NT_039614.1 AGGTCAGCTTGACCA 613475 LOC195289 612369 612967 1106 612369 612967 1106 612369 612967 1106
Chr11 Complement NT_039521.1 AGGTGGGAATGACCT 14592015 LOC237951 14593121 14581134 1106 14593121 14581134 1106 14593121 14581134 1106
Chr12 Complement NT_039551.1 GGGTCATAAAGACCT 306731 Nfkbia 308456 304856 1725 307838 305116 1107 307781 305177 1050
Chr1 Normal NT_039170.1 AGGTCTCTGTGACCT 52861433 LOC329185 52860325 52861692 1108 52860325 52861692 1108 52860677 52861638 756
Chr14 Normal NT_039614.1 AGGTCAGTTTGACCA 519477 LOC195284 518368 518956 1109 518368 518956 1109 518368 518956 1109
Chr11 Normal NT_039520.1 GGGGCAGGCTGACCA 9293366 MOR126-2 9292255 9293196 1111 9292255 9293196 1111 9292255 9293196 1111
Chr9 Complement NT_039474.1 AGGTCAGAATCACCT 1328133 Chrnb4 1329245 1310765 1112 1329245 1310765 1112 1329211 1310821 1078
Chr17 Normal NT_039657.1 AGGTCACATTGGCCC 1239784 LOC240123 1238672 1273634 1112 1238672 1273634 1112 1238672 1273634 1112
Chr4 Complement NT_039266.1 TTGTCACCATGACCT 11248765 LOC329976 11249877 11248073 1112 11249877 11248073 1112 11249749 11249207 984
Chr11 Normal NT_039520.1 AGGTCAGAGGGACCT 44627488 4632419I22Rik 44626374 44636191 1114 44626374 44636191 1114 44632293 44633141 -4805
Chr9 Normal NT_039480.1 AGGTCAGACTGAACC 1988191 LOC235639 1987077 1990445 1114 1987077 1990445 1114 1987191 1990266 1000
Chr15 Normal NT_039621.1 GGGTAGACTTGACCT 20562454 LOC332098 20561340 20587817 1114 20561340 20587817 1114 20585082 20587817 -22628
Chr7 Normal NT_039424.1 AGGTGAGGATGACCT 5137264 LOC233281 5136147 5317120 1117 5136147 5317120 1117 5136870 5316456 394
Chr2 Complement NT_039210.1 AGGTCACGATGTCCT 918905 2810406K24Rik 920023 917905 1118 920023 917905 1118 919709 918507 804
Chr2 Complement NT_039205.1 AGGCCAGGCTGACCT 10257220 LOC227735 10258633 10245180 1413 10258339 10245180 1119 10257452 10245341 232
Chr3 Normal NT_039226.1 AGGTAAATATGACCG 943758 LOC241857 942639 1160061 1119 942639 1160061 1119 942639 1160061 1119
Chr4 Complement NT_039290.1 AGGTCAGCCTGATCT 91338 Kif2c 92483 69541 1145 92461 70015 1123 92368 70044 1030
Chr4 Normal NT_039266.1 AGGTGGCTGTGACCC 4143268 LOC329956 4142145 4144478 1123 4142145 4144478 1123 4142697 4143011 571
Chr3 Normal NT_039230.1 AGGGCAAGGCGACCC 8517315 LOC242048 8516189 8521228 1126 8516189 8521228 1126 8516189 8521228 1126
Chr14 Complement NT_039596.1 AGGTGGATCTGACCT 1039500 Myoz1 1040686 1033253 1186 1040626 1033253 1126 1039494 1033524 -6
Chr19 Normal NT_039687.1 AGGTGAGGATGACCA 2738890 LOC207155 2737761 2738456 1129 2737761 2738456 1129 2737761 2738456 1129
Chr4 Complement NT_039265.1 TGGTCTTATTGACCC 378617 LOC329936 379746 378863 1129 379746 378863 1129 379746 378863 1129
Chr19 Normal NT_039685.1 AGGTGACATTGACCA 369475 0610006I08Rik 368345 369824 1130 368345 369824 1130 368358 369689 1117
Chr6 Complement NT_039353.1 GGGTCACGCTGAGCA 2688443 Eefsec 2689605 2498827 1162 2689573 2499364 1130 2689557 2499694 1114
Chr17 Complement NT_039649.1 GGGTAATCATGACCT 4609552 LOC224651 4610683 4607300 1131 4610683 4607300 1131 4610252 4609926 700
Chr12 Complement NT_039548.1 AGGGCACACTGACCA 2019409 Ubce7ip4-pending 2020540 1911835 1131 2020540 1915317 1131 1944460 1915421 -74949
Chr19 Complement NT_039692.1 TGGTCCTCGTGACCT 4583336 2410089B13Rik 4584468 4577284 1132 4584468 4577284 1132 4584441 4577707 1105
Chr9 Normal NT_039474.1 AGGTCAAACTGGCCC 3993884 LOC330950 3992752 4036293 1132 3992752 4036293 1132 3997608 4033385 -3724
Chr14 Normal NT_039606.1 TGGCCATGGTGACCT 9443325 Ctsb 9442192 9465649 1133 9442192 9465649 1133 9453067 9462055 -9742
Chr16 Complement NT_039624.1 GGGTCAAGACGAGCT 54163858 M32486 54165291 54083485 1433 54164991 54084701 1133 54104817 54085007 -59041
Chr13 Normal NT_039590.1 AGGTCAAACTGAGCT 16354125 Ckn1 16352991 16390191 1134 16352991 16389338 1134 16353047 16388951 1078
Chr17 Normal NT_039638.1 GGGTCAGAATGACTT 1448122 LOC224503 1446987 1447358 1135 1446987 1447358 1135 1446987 1447358 1135
Chr13 Normal NT_039578.1 AGGTTGTGGTGACCC 1312603 LOC331904 1311467 1349741 1136 1311467 1349741 1136 1311467 1349741 1136
Chr16 Normal NT_039624.1 GGGTCAATAAGACCT 17829413 LOC278732 17828276 17830892 1137 17828276 17830892 1137 17828276 17830892 1137
Chr5 Normal NT_039312.1 AGGTCTCCTTGACCC 8916046 9130017A15Rik 8914907 8954508 1139 8914907 8954508 1139 8915192 8950332 854
Chr4 Normal NT_039266.1 AGGTCATTGTGGCCA 6806291 Wnt4 6805026 6824436 1265 6805152 6824296 1139 6805197 6824296 1094
Chr1 Normal NT_039189.1 AGGTCACTTTGTCCA 6597307 C130080N23Rik 6596157 6598954 1150 6596167 6598954 1140 6596809 6597135 498



Chr9 Normal NT_039471.1 GGGTGATCGTGACCT 5968880 LOC330882 5967737 5971719 1143 5967737 5971719 1143 5968081 5968428 799
Chr12 Complement NT_039553.1 AGGTCAATCTGATCT 2515862 LOC331856 2517005 2477265 1143 2517005 2477265 1143 2517005 2477265 1143
Chr1 Normal NT_039174.1 AGATCATGTTGACCA 23347091 LOC269232 23345946 23426277 1145 23345946 23426277 1145 23345946 23426277 1145
Chr7 Normal NT_039436.1 AGGCCATGATGACCT 991819 LOC272447 990673 998507 1146 990673 998507 1146 990673 998507 1146
Chr4 Normal NT_039260.1 AGTTCATGGTGACCT 5820886 2310039E09Rik 5819696 5829675 1190 5819739 5829675 1147 5819984 5828827 902
Chr9 Complement NT_039472.1 AGGTCAGTATGAACA 24919985 LOC333380 24921132 24890396 1147 24921132 24890396 1147 24921132 24890396 1147
Chr9 Normal NT_039482.1 AGGTCACCTTGAGCT 6082329 Myrip 6081180 6220243 1149 6081180 6220243 1149 6081214 6220243 1115
Chr9 Complement NT_039476.1 GGGTCACCATGAGCC 8153769 LOC212313 8154921 8153166 1152 8154921 8153166 1152 8154921 8153166 1152
Chr10 Normal NT_039496.1 TGGTCACGGTGAGCC 6802039 Gadd45b 6800871 6802999 1168 6800886 6802999 1153 6801111 6802441 928
Chr2 Complement NT_039210.1 AGGTTGCAATGACCT 4700102 9130402C12Rik 4701257 4683769 1155 4701257 4683769 1155 4696307 4684319 -3795
Chr15 Normal NT_039621.1 GGGTGGGAATGACCC 40336886 Lgals1 40335731 40339471 1155 40335731 40339201 1155 40335802 40339150 1084
Chr10 Normal NT_039494.1 TGGTCACCTAGACCT 5284545 B630009I04Rik 5283389 5311216 1156 5283389 5311216 1156 5300316 5310608 -15771
Chr13 Complement NT_039589.1 TGGTCAAGATGACCA 3056165 LOC331947 3057321 3039279 1156 3057321 3039279 1156 3057321 3039279 1156
Chr4 Normal NT_039258.1 CTGTCAGCCTGACCT 16421 Ncoa6ip 15143 56733 1278 15265 55189 1156 15281 55119 1140
Chr16 Normal NT_039624.1 CTGTCACAGTGACCC 22060856 5430420C16Rik 22059698 22194901 1158 22059698 22194901 1158 22089767 22194872 -28911
Chr13 Normal NT_039588.1 CGGTCAACATGACAT 294427 LOC218310 287862 303440 6565 293269 303136 1158 293354 302000 1073
ChrX Complement NT_039726.1 AGGACATTTCGACCT 2995234 Pdha1 2996463 2980256 1229 2996392 2981678 1158 2996348 2981819 1114
Chr19 Normal NT_039684.1 GGGTGGAAATGACCT 2508839 1810062O14Rik 2507680 2515445 1159 2507680 2515445 1159 2507918 2514029 921
Chr14 Complement NT_039599.1 TGGTCAACATGATCT 6127077 LOC219022 6128240 6118268 1163 6128240 6118824 1163 6128212 6120445 1135
Chr2 Complement NT_039209.1 AGTTCAGCTCGACCC 30856496 Sn 30857660 30839638 1164 30857660 30839638 1164 30856993 30840747 497
ChrX Normal NT_039709.1 GGGTCATTTTCACCT 62699 Xlr4 61534 69832 1165 61534 69832 1165 62443 69515 256
Chr15 Normal NT_039621.1 GGGTCAGAATGAGCT 852249 4833414I07Rik 851083 866084 1166 851083 866084 1166 859349 865555 -7100
Chr8 Complement NT_039467.1 AAGTCACTGTGACCC 11305850 Cd97 11307171 11289120 1321 11307018 11289120 1168 11306986 11289623 1136
Chr6 Complement NT_039341.1 ATGTCGTGCTGACCC 9056529 Gdap3 9057697 9047973 1168 9057697 9047973 1168 9051748 9048602 -4781
Chr15 Complement NT_039621.1 GCGTCAGACTGACCC 39902858 Il2rb 39904276 39889556 1418 39904027 39889556 1169 39900854 39890481 -2004
Chr2 Normal NT_039211.1 AGATCAGGCTGACCT 2622575 LOC329570 2621402 2643785 1173 2621402 2625293 1173 2624399 2624994 -1824
Chr3 Normal NT_039242.1 TGGTCAGGCTGACTC 11461517 LOC332823 11460343 11505107 1174 11460343 11505107 1174 11460343 11505107 1174
Chr15 Normal NT_039621.1 AGGTGACAGTGACCT 45028900 Bzrp 45019911 45030533 8989 45027725 45030381 1175 45027752 45030296 1148
Chr15 Complement NT_039618.1 AGGTCACCCTGACCA 24456488 1700084J12Rik 24457664 24456662 1176 24457664 24456662 1176 24457406 24457035 918
Chr8 Normal NT_039467.1 GGGTCCTTATGACCT 13071516 4631422C05Rik 13070309 13104832 1207 13070340 13104832 1176 13070650 13102899 866
Chr9 Normal NT_039482.1 GGGTCACTGAGACCC 4160220 LOC333437 4159044 4183842 1176 4159044 4183842 1176 4159044 4183842 1176
Chr3 Complement NT_039234.1 AGGCCAACCTGACCT 15275392 LOC213531 15276570 15261549 1178 15276570 15261549 1178 15276570 15261549 1178
Chr9 Complement NT_039474.1 ATGTCAAATTGACCG 20857925 LOC235486 20859104 20736635 1179 20859104 20736635 1179 20859104 20736635 1179
Chr15 Complement NT_039621.1 AGGTCAGGGAGACCT 60143773 Adcy6 60144953 60130091 1180 60144953 60130091 1180 60144858 60132289 1085
Chr17 Complement NT_039657.1 AGCTCAAGGTGACCA 7021025 Fbxo13 7022205 6581394 1180 7022205 6581394 1180 6994054 6582196 -26971
Chr11 Normal NT_039521.1 GGGGCAACTTGACCC 5694035 LOC215062 5692855 5704414 1180 5692855 5704414 1180 5692855 5704414 1180
Chr6 Complement NT_039353.1 TGGACAGTTTGACCC 6526791 6230400G14Rik 6527973 6524257 1182 6527973 6524257 1182 6527502 6527206 711
Chr2 Complement NT_039209.1 GGGACAGCATGACCC 43960760 LOC228712 43961942 43960992 1182 43961942 43960992 1182 43961696 43961031 936
Chr8 Complement NT_039467.1 TGGCCACTATGACCT 12655504 1500041N16Rik 12657368 12651175 1864 12656687 12651195 1183 12656596 12651345 1092
ChrX Complement NT_039746.1 AGGTGAAAATGACCC 79278 LOC333824 80492 71951 1214 80461 71951 1183 79548 72260 270
Chr12 Normal NT_039539.1 ATGTCATGATGACCT 5544948 LOC238061 5543764 5563520 1184 5543764 5563520 1184 5543764 5563520 1184
Chr15 Complement NT_039621.1 GGGTCAGTGTGACTA 63521793 2310001L23Rik 63522980 63514419 1187 63522980 63514419 1187 63522923 63514881 1130
Chr11 Normal NT_039515.1 AGGTCAACTTAACCA 27916497 LOC327897 27915310 27920625 1187 27915310 27920625 1187 27919102 27919389 -2605
Chr1 Normal NT_039170.1 GGGTCATGCTGACCT 14420898 Zap70 14419656 14440674 1242 14419711 14440516 1187 14428669 14440442 -7771
Chr8 Complement NT_039455.1 TGGTCATATTGACCC 549364 1810029C22Rik 550552 547503 1188 550552 547510 1188 550455 548392 1091
Chr17 Normal NT_039649.1 GGGTCATCCTGACTC 10282755 425O18-1 10281487 10287257 1268 10281567 10286932 1188 10281567 10286932 1188
Chr17 Normal NT_039662.1 GGGTCATCCTGACTC 93126 425O18-1 91858 97520 1268 91938 97195 1188 91938 97195 1188
Chr15 Complement NT_039621.1 AGGTCCCTATGACCA 42791997 Slc25a17 42793185 42751257 1188 42793185 42751257 1188 42793072 42751967 1075
Chr7 Normal NT_039433.1 AGTTCATATTGACCT 21415466 LOC233892 21414213 21415352 1253 21414276 21414939 1190 21414306 21414926 1160
Chr7 Normal NT_039429.1 TGGTCACAGTGTCCT 3886641 LOC330583 3885451 3905969 1190 3885451 3905969 1190 3885451 3905969 1190
ChrX Complement NT_039726.1 AGGTCAGACTGATCA 6622651 1700045I19Rik 6623843 6622655 1192 6623843 6622655 1192 6623498 6622752 847
Chr8 Normal NT_039467.1 TGGTCTGCATGACCC 41424433 LOC234751 41423241 41432983 1192 41423241 41432983 1192 41423241 41432983 1192
Chr5 Complement NT_039299.1 AGGTCAAAATGACAC 5969315 4921539K22Rik 5970509 5808621 1194 5970509 5808621 1194 5957706 5808709 -11609
Chr7 Complement NT_039420.1 AGGTCATCTTGTCCT 2373101 Myd116 2374296 2370916 1195 2374296 2370916 1195 2373465 2372242 364
Chr5 Complement NT_039312.1 CGGTCACAGTGAACC 7251578 LOC243261 7252774 7246874 1196 7252774 7246874 1196 7252774 7246874 1196
Chr4 Normal NT_039262.1 GGTTCACTTTGACCA 27123315 Ifna6 27122118 27123070 1197 27122118 27123070 1197 27122186 27122755 1129
Chr8 Complement NT_039466.1 TGGCCAAAGTGACCT 339065 LOC234421 340263 331737 1198 340263 331737 1198 340150 334320 1085
Chr3 Normal NT_039242.1 AGTTCAGGCTGACCT 4028301 Manba 4027103 4114170 1198 4027103 4114112 1198 4027173 4113745 1128
Chr5 Complement NT_039312.1 GGGTCAGGGTGACTT 1346951 2610524H06Rik 1348155 1346641 1204 1348155 1346641 1204 1348146 1347140 1195
Chr14 Complement NT_039606.1 TGGTCACAGTGACCT 15646240 D930020E02 15647447 15643546 1207 15647447 15643546 1207 15645951 15644095 -289
Chr2 Normal NT_039209.1 TGGCCATTTTGACCT 46130895 LOC329529 46129688 46646638 1207 46129688 46131253 1207 46129907 46130530 988
Chr8 Normal NT_039467.1 ATGTCAGTTTGACCC 11717631 4930432K21Rik 11716408 11740969 1223 11716422 11740969 1209 11717238 11740667 393
Chr5 Normal NT_039318.1 GGCTCACAATGACCT 1427929 LOC330235 1426720 1428959 1209 1426720 1428959 1209 1428093 1428428 -164
Chr17 Complement NT_039649.1 GGGTCATAATGACAG 2775167 AI429612 2776377 2744548 1210 2776377 2744548 1210 2752573 2745341 -22594
Chr16 Complement NT_039624.1 GGGTCAAGTTGAGCA 20652534 Sst 20653858 20652481 1324 20653744 20652481 1210 20653644 20652629 1110
ChrX Complement NT_039708.1 AGGTGAAAATGACCC 1448414 LOC331442 1449625 1441464 1211 1449625 1441464 1211 1448620 1441772 206
Chr6 Normal NT_039369.1 GGTTCATTCTGACCC 9872 Cd4 8660 32175 1212 8660 32175 1212 17215 30623 -7343
Chr18 Normal NT_039674.1 AGCTCAGGCTGACCC 51806941 LOC240298 51805729 51844459 1212 51805729 51844459 1212 51805729 51844459 1212
Chr3 Normal NT_039228.1 GGATCAAGTTGACCA 4748509 LOC269418 4747297 4748160 1212 4747297 4748160 1212 4747834 4748106 675
ChrX Normal NT_039711.1 GGGTGAGATCGACCT 4174287 Efnb1 4172982 4185895 1305 4173072 4185131 1215 4173789 4184430 498
Chr9 Normal NT_039477.1 CGGTCAATGTCACCT 6452849 Cacna2d2 6451630 6581361 1219 6451630 6581076 1219 6452087 6579482 762
Chr17 Normal NT_039643.1 AGGTCATGCTGATCA 4409519 Zfp52 4408201 4437507 1318 4408300 4437507 1219 4432134 4436972 -22615
Chr3 Normal NT_039253.1 AGGTCGGAGTGACCT 138733 8430406N16Rik 137512 176975 1221 137512 176975 1221 137595 176631 1138
Chr12 Complement NT_039548.1 GGGTCACCCTGAGCA 4669618 LOC268533 4670840 4670012 1222 4670840 4670012 1222 4670840 4670012 1222
Chr13 Complement NT_039590.1 TGGTCATATTGGCCC 21162741 LOC238894 21163964 21133291 1223 21163964 21133291 1223 21163797 21133291 1056
Chr18 Complement NT_039674.1 AGGTCAGCCTGAGCT 17211645 Dsc3 17212869 17174198 1224 17212869 17174198 1224 17212697 17174198 1052
Chr17 Complement NT_039638.1 TGGCCACATTGACCC 1146367 LOC240009 1147597 996782 1230 1147597 996782 1230 1147597 996782 1230
Chr1 Normal NT_039173.1 AGGTGACGCTGACCC 8242941 LOC227379 8241371 8245726 1570 8241707 8245726 1234 8241999 8243185 942
Chr1 Complement NT_039170.1 GGGTCAAGTTGACAT 40849930 LOC278813 40851165 40803972 1235 40851165 40803972 1235 40851165 40803972 1235
Chr9 Normal NT_039477.1 GGGTCATCATGAGCA 2376593 LOC331018 2373743 2411655 2850 2375358 2411655 1235 2377443 2378737 -850
Chr17 Complement NT_039636.1 GGGTAGAACTGACCT 2812015 Tiam2 2813251 2690225 1236 2813251 2690225 1236 2796371 2690893 -15644
Chr11 Normal NT_039520.1 GGGTCACAGTCACCG 13715822 G3bp-pending 13714513 13745713 1309 13714580 13745713 1242 13730472 13744496 -14650
Chr14 Complement NT_039606.1 GGGTCAGAATGGCCA 24804192 LOC239189 24805434 24786921 1242 24805434 24786921 1242 24805434 24786921 1242
Chr3 Complement NT_039241.1 GGGTCACCATGACAT 4952713 LOC332812 4953955 4914979 1242 4953955 4914979 1242 4953955 4914979 1242
Chr2 Normal NT_039210.1 AGGTCAGCCTGATCT 3093216 C330013D05Rik 3091971 3302302 1245 3091971 3191260 1245 3155904 3190658 -62688
Chr7 Normal NT_039413.1 AGGTCGTTTTGACAT 3802636 1110014F24Rik 3801389 3819577 1247 3801389 3819577 1247 3801909 3819577 727
Chr5 Complement NT_039307.1 TTGTCACAGTGACCT 16178480 LOC330124 16179745 16179034 1265 16179728 16179034 1248 16179708 16179073 1228
Chr18 Normal NT_039674.1 AGGTCATTGTGAGCC 50816957 LOC332319 50815709 50843009 1248 50815709 50843009 1248 50815709 50843009 1248
Chr5 Complement NT_039307.1 AGGCCAGGTTGACCA 16317337 2210023K21Rik 16318586 16297068 1249 16318586 16297665 1249 16318537 16298960 1200
Chr5 Complement NT_039318.1 AGGTGGCAGTGACCT 1322674 Atp5j2 1324394 1316039 1720 1323924 1316039 1250 1323847 1316171 1173
Chr13 Normal NT_039588.1 TAGTCAAACTGACCT 213062 LOC212252 211811 212407 1251 211811 212407 1251 211811 212407 1251
Chr10 Normal NT_039502.1 TGGCCAGGATGACCC 5245366 1300003K24Rik 5162039 5281002 83327 5244111 5280995 1255 5253758 5280344 -8392
Chr14 Complement NT_039598.1 AAGTCACCCTGACCA 14126551 A430109M18Rik 14127806 14083570 1255 14127806 14083570 1255 14127505 14083636 954
Chr14 Normal NT_039606.1 AGGTCAGCCTGAGCC 10928183 A930011O12Rik 10926928 10929029 1255 10926928 10929029 1255 10928115 10928387 68
Chr11 Complement NT_039520.1 AGGTCAAGGTGAACA 27972387 Cd68 27973733 27971794 1346 27973642 27971951 1255 27973642 27971951 1255



Chr5 Normal NT_039312.1 TGATCAGGATGACCT 8371701 Sca2 8370446 8439914 1255 8370446 8439673 1255 8370446 8439558 1255
Chr6 Complement NT_039343.1 GGGTCCTCATGACCT 10061964 LOC330328 10063220 10017927 1256 10063220 10017927 1256 10063159 10017927 1195
Chr19 Normal NT_039687.1 GGGTCACTGTGGCCC 18011703 LOC329050 18010446 18015333 1257 18010446 18015333 1257 18014724 18015005 -3021
Chr12 Complement NT_039551.1 TGGTCACTGAGACCT 22126637 LOC211194 22127895 22113391 1258 22127895 22113391 1258 22127895 22113391 1258
Chr4 Complement NT_039290.1 TGGTCAGTGTTACCC 124184 LOC333891 125442 123396 1258 125442 123396 1258 125368 123396 1184
Chr7 Normal NT_039424.1 AGGTCATCTTCACCA 8060457 LOC272391 8059198 8218498 1259 8059198 8218498 1259 8059198 8218498 1259
Chr18 Normal NT_039674.1 TGGTCAAGGTGACTC 65321437 LOC332333 65320178 65330149 1259 65320178 65330149 1259 65320178 65330149 1259
Chr9 Normal NT_039482.1 AGGTCACCTTGAGCT 6082439 Myrip 6081180 6220243 1259 6081180 6220243 1259 6081214 6220243 1225
Chr9 Complement NT_039474.1 AGGGCAATGTGACCT 4535042 Pml 4536402 4504426 1360 4536301 4504902 1259 4536216 4506144 1174
Chr5 Complement NT_039311.1 TGGTCACAAAGACCT 2945410 4833444A01Rik 2946671 2933816 1261 2946671 2933816 1261 2942460 2934684 -2950
Chr6 Complement NT_039341.1 GGGTCACAGCGATCC 7599874 9130009D18Rik 7601180 7557870 1306 7601135 7561952 1261 7600754 7562597 880
Chr15 Normal NT_039621.1 AGGTCAAAGTGTCCG 20539667 LOC268808 20538405 20543975 1262 20538405 20543975 1262 20538405 20543975 1262
Chr9 Normal NT_039473.1 AGGTCAGACTGGCCT 12795121 4930510E17Rik 12793858 12810271 1263 12793858 12810271 1263 12793957 12809079 1164
Chr1 Normal NT_039180.1 AGTTCAAAATGACCA 17827547 LOC240761 17826284 17827208 1263 17826284 17827208 1263 17826284 17827208 1263
Chr17 Complement NT_039655.1 GGGACAGACTGACCA 6381927 MGC19067 6383247 6376378 1320 6383191 6376378 1264 6383169 6376886 1242
Chr8 Normal NT_039467.1 AGGTCAACCTGATCT 49562858 LOC270101 49561593 49562073 1265 49561593 49562073 1265 49561980 49562039 878
Chr4 Normal NT_039266.1 ATGTCAGGGTGACCT 13543674 LOC194224 13542408 13548658 1266 13542408 13548658 1266 13548009 13548464 -4335
Chr18 Normal NT_039674.1 AGGTCAAGGCGAACC 41926377 A930012L18Rik 41925110 41940442 1267 41925110 41940442 1267 41925584 41932635 793
Chr14 Complement NT_039598.1 TGGTCAAGGTCACCC 10320118 Prcad-pending 10321496 10300894 1378 10321385 10300894 1267 10321330 10302441 1212
Chr17 Complement NT_039656.1 TGGTCACCGTGTCCT 2196397 S3-12-pending 2197664 2192446 1267 2197664 2192446 1267 2197664 2193859 1267
Chr2 Normal NT_039210.1 AGGTCACTGTAACCC 7442794 2310007D09Rik 7441526 7531681 1268 7441526 7460104 1268 7441582 7459618 1212
Chr7 Normal NT_039420.1 GGGTCATACTGACTG 1657091 Nup62 1655488 1670204 1603 1655820 1670204 1271 1667963 1669543 -10872
Chr7 Normal NT_039435.1 AGGTCAGTTTGATCT 5907769 Txnl2 5906496 5937305 1273 5906498 5936893 1271 5906522 5936694 1247
Chr3 Normal NT_039239.1 AGGTCGTTCTGACCA 2443228 LOC329722 2441956 2444482 1272 2441956 2444482 1272 2442782 2443102 446
Chr18 Complement NT_039674.1 GGGTCACATTAACCC 59278695 D930036B08Rik 59280006 59223487 1311 59279968 59223487 1273 59279956 59279585 1261
Chr10 Complement NT_039495.1 TGGGCATGGTGACCC 10159975 LOC211521 10161248 10127376 1273 10161248 10127376 1273 10161248 10127376 1273
Chr3 Normal NT_039240.1 TGGTCAGTTTGACTT 2374981 2410012M04Rik 2373678 2414246 1303 2373707 2414246 1274 2373976 2414000 1005
Chr6 Normal NT_039355.1 GGATCAGCATGACCC 8835345 LOC211136 8834067 8834452 1278 8834067 8834452 1278 8834067 8834452 1278
Chr1 Normal NT_039185.1 GGGCCGGAATGACCT 15242998 Adamts4 15241719 15251934 1279 15241719 15251219 1279 15242110 15250475 888
Chr4 Normal NT_039264.1 AGGTCAAGATGGCCC 8693737 LOC230595 8692458 8703773 1279 8692458 8703773 1279 8692507 8701913 1230
Chr17 Normal NT_039643.1 AGTTCAAGTTGACCT 4438409 LOC328767 4437130 4440045 1279 4437130 4440045 1279 4438022 4438330 387
ChrX Complement NT_039702.1 GGGTCAAAATGGCCC 15753725 2700063P19Rik 15755005 15752354 1280 15755005 15752354 1280 15754527 15753040 802
Chr2 Normal NT_039207.1 GGGTCCTCATGACCT 1461146 LOC227945 1459863 2548292 1283 1459863 1460949 1283 1459863 1460949 1283
Chr2 Complement NT_039212.1 GGGTCAGACTGACCA 2266702 Hrh3 2268167 2263237 1465 2267986 2263237 1284 2267915 2264260 1213
Chr10 Normal NT_039498.1 AGGTTGACTTGACCT 145091 LOC237410 143807 188724 1284 143807 188724 1284 143807 188724 1284
Chr10 Normal NT_039492.1 GGGTCATATTGAACA 21557309 Rtn4ip1 21555742 21601832 1567 21556025 21600841 1284 21556195 21600498 1114
Chr8 Normal NT_039456.1 CTGTCATCCTGACCC 5471654 9530074E10Rik 5470101 5508135 1553 5470369 5508135 1285 5470495 5506750 1159
Chr11 Complement NT_039515.1 TGGTCACAATGTCCT 29878921 1700007I06Rik 29884710 29875380 5789 29880208 29875380 1287 29880149 29875424 1228
Chr8 Complement NT_039456.1 GGGGCGTGATGACCT 536456 Nek3 537779 501342 1323 537744 501342 1288 534231 501724 -2225
Chr5 Complement NT_039308.1 TGATCACACTGACCC 7142498 C230008H04Rik 7143788 7141075 1290 7143788 7141075 1290 7141882 7141562 -616
Chr3 Complement NT_039234.1 AGGTCCCTGCGACCC 26044624 Hs1bp1 26045914 26042684 1290 26045914 26042685 1290 26045808 26042853 1184
Chr7 Normal NT_039395.1 GGGTCCCCTTGACCA 135584 LOC232901 120780 142182 14804 134294 142182 1290 134400 142103 1184
Chr19 Complement NT_039692.1 AGTTCAGTTTGACCT 13588958 Xpnpep1 13590293 13484249 1335 13590248 13542671 1290 13577027 13542872 -11931
Chr1 Normal NT_039185.1 GGGCCAAGATGACCA 15148169 Mpz 15142011 15152420 6158 15146878 15151339 1291 15146878 15151339 1291
Chr6 Complement NT_039356.1 GGGTCAGAATGAACC 305209 Cd4 306505 282981 1296 306505 282981 1296 297950 284534 -7259
Chr11 Complement NT_039526.1 TGGTAATCATGACCT 10248 Myo1c 11544 367 1296 11544 367 1296 4387 2681 -5861
Chr14 Complement NT_039609.1 GGGTCAGCCTGGCCT 23963353 LOC239305 23964650 23934989 1297 23964650 23934989 1297 23937904 23934989 -25449
Chr16 Complement NT_039624.1 TGGTCCTCATGACCT 27291295 LOC328659 27292592 27290477 1297 27292592 27290477 1297 27290832 27290530 -463
Chr9 Complement NT_039472.1 GGGGCACTTTGACCA 7893986 Keap1 7895680 7886079 1694 7895284 7886981 1298 7894057 7887050 71
Chr12 Normal NT_039553.1 CGGTCACGCTGGCCC 4926767 Yy1 4925057 4948934 1710 4925469 4948555 1298 4925497 4947957 1270
Chr13 Normal NT_039586.1 TGGTCATGCTGCCCC 1245861 2400003B06Rik 1244371 1249099 1490 1244562 1249099 1299 1244593 1248511 1268
Chr18 Complement NT_039674.1 TGGTCAGCATGACCC 68552920 LOC332340 68554219 68370452 1299 68554219 68370452 1299 68554219 68370452 1299
Chr15 Complement NT_039621.1 GGGTCACCCCGCCCC 59876976 MOR160-4 59878275 59877358 1299 59878275 59877358 1299 59878275 59877358 1299
Chr4 Complement NT_039266.1 AGGTCACCCTGACAT 13446693 LOC194226 13448006 13442896 1313 13447993 13444285 1300 13447965 13444494 1272
Chr9 Normal NT_039477.1 GGGTCTTTGTGACCG 6962414 Mst1r 6961113 6974605 1301 6961113 6974605 1301 6961369 6974294 1045
Chr3 Complement NT_039226.1 AGGTGGTGTTGACCC 302185 LOC241853 303487 158120 1302 303487 158120 1302 303487 158120 1302
Chr3 Complement NT_039228.1 AGGTCACTCCGACCT 7749426 8430406N16Rik 7750729 7710520 1303 7750729 7710520 1303 7750646 7710863 1220
Chr2 Normal NT_039206.1 AGGTCTCACTGACCC 632228 LOC269265 630925 689486 1303 630925 631779 1303 631248 631736 980
Chr19 Normal NT_039684.1 GGGTCAAGTTGAGCT 2537049 Rps6kb2 2535636 2544998 1413 2535745 2542012 1304 2535745 2541978 1304
Chr12 Complement NT_039563.1 CGGTCATCGTGTCCT 181968 LOC217932 183273 160600 1305 183273 160600 1305 181731 160600 -237
Chr4 Normal NT_039267.1 ATGTCAGGGTGACCT 55613 LOC210961 54293 59467 1320 54307 58073 1306 54334 57863 1279
Chr4 Normal NT_039291.1 ATGTCAGGGTGACCT 12578 LOC280058 11258 16389 1320 11272 14995 1306 11299 14785 1279
Chr10 Complement NT_039495.1 TGGTCAGCCTGATCT 1941595 Chst3 1942902 1933760 1307 1942902 1934268 1307 1936893 1934286 -4702
Chr12 Normal NT_039551.1 GGGTCATTACGACTC 1514222 Pax9 1512886 1528474 1336 1512913 1528474 1309 1513103 1527151 1119
Chr11 Normal NT_039520.1 GGATCAGGCTGACCA 18950916 D030073L15Rik 18949606 18953131 1310 18949606 18953131 1310 18950092 18952449 824
Chr4 Complement NT_039266.1 AGGTCACCCTGACAT 13231599 LOC277670 13232911 13226692 1312 13232911 13226692 1312 13227335 13226886 -4264
Chr2 Normal NT_039208.1 GGGTCTGAGTGACCA 21110315 MOR234-3 21109002 21118929 1313 21109002 21109922 1313 21109002 21109922 1313
Chr17 Normal NT_039643.1 AGGTCAACATGAACT 4409613 Zfp52 4408201 4437507 1412 4408300 4437507 1313 4432134 4436972 -22521
Chr1 Complement NT_039170.1 AGGTCATGGTCACCA 46170245 LOC227237 46171559 46165386 1314 46171559 46165386 1314 46171559 46165386 1314
Chr15 Complement NT_039621.1 GGGTCAATGTGCCCC 40662449 Slc16a8 40663763 40660020 1314 40663763 40660020 1314 40662813 40660134 364
Chr15 Normal NT_039621.1 AGGTCAGACTGACTG 46494857 3110048E14Rik 46485285 46519166 9572 46493542 46519166 1315 46501127 46517889 -6270
Chr4 Normal NT_039265.1 GGGTCATGGTCACCA 3708603 Grik3 3707288 3755949 1315 3707288 3755949 1315 3718169 3755692 -9566
Chr14 Normal NT_039609.1 TGGTCAGGGTGACTT 16214847 LOC239255 16213532 16260724 1315 16213532 16260724 1315 16213532 16260724 1315
Chr11 Complement NT_039521.1 GGGCCAGACTGACCT 9856083 1810046J19Rik 9857399 9856154 1316 9857399 9856154 1316 9857375 9856491 1292
Chr2 Complement NT_039205.1 TGGTCATTCTGTCCC 3720452 C030048H21Rik 3721768 3718931 1316 3721768 3718931 1316 3719558 3719208 -894
Chr12 Complement NT_039551.1 GGGTCGTCCTGATCT 24057488 Atp6v1d 24058984 24040155 1496 24058805 24040155 1317 24058805 24040641 1317
Chr11 Normal NT_039520.1 AGGTCATCCTGTCCA 9535384 Col23a1 9533889 9825256 1495 9534066 9825256 1318 9534273 9824212 1111
Chr6 Normal NT_039343.1 GAGTCATGTTGACCA 10128531 V1rc25 10127213 10129451 1318 10127213 10129451 1318 10127966 10128874 565
Chr2 Normal NT_039205.1 CGGTCACTTTGACAT 4488049 5930434B04Rik 4486728 4517639 1321 4486728 4496068 1321 4486774 4495764 1275
Chr8 Complement NT_039467.1 TGGACATTGTGACCC 38955831 LOC330841 38957152 38954892 1321 38957152 38954892 1321 38956996 38956559 1165
Chr14 Complement NT_039609.1 GGGTCTGGGTGACCT 4824502 LOC239217 4825825 4820892 1323 4825825 4820892 1323 4825630 4824647 1128
Chr5 Complement NT_039311.1 AGGTCATCGTGTCCT 70058 LOC231597 71382 70017 1324 71382 70017 1324 71215 70039 1157
Chr2 Complement NT_039206.1 CAGTCAGATTGACCC 24549256 A330104H05Rik 24550581 24544672 1325 24550581 24544672 1325 24550433 24545471 1177
Chr4 Normal NT_039262.1 AGGTCAACATGGCCT 23294349 B430108F07Rik 23293023 23375044 1326 23293023 23375044 1326 23293108 23373870 1241
Chr12 Normal NT_039554.1 AGGTCAGTGTGATCT 103090 LOC217905 101764 115482 1326 101764 115482 1326 101764 115482 1326
Chr11 Complement NT_039515.1 GGGTCACATTGGCCT 3475323 LOC192950 3476651 3475083 1328 3476651 3475083 1328 3475902 3475154 579
Chr10 Normal NT_039491.1 AGGTCAAGTTGACAT 2413454 LOC331591 2412126 2454894 1328 2412126 2454894 1328 2412126 2454894 1328
Chr5 Normal NT_039307.1 AGATCAGGGTGACCG 90237 Tparl 88839 114071 1398 88909 114071 1328 89105 113413 1132
Chr2 Complement NT_039210.1 AGGTCAGGCTGACAG 16022530 B4galt5 16023859 15975737 1329 16023859 15975737 1329 16023708 15976012 1178
Chr1 Normal NT_039185.1 TGGTCAGGGTGACTT 7645342 LOC329284 7644012 7644470 1330 7644012 7644470 1330 7644012 7644470 1330
Chr9 Complement NT_039472.1 AGGTCAAACTGGCCA 21752625 Siat4c 21810312 21745329 57687 21753955 21746106 1330 21753955 21746106 1330
Chr10 Complement NT_039491.1 AAGTCACCCCGACCC 11245396 LOC237300 11246727 11239660 1331 11246727 11239660 1331 11244905 11243412 -491
Chr15 Normal NT_039621.1 GGGTCAAAGTGCCCT 39986394 LOC278689 39985063 39988852 1331 39985063 39988852 1331 39985088 39988852 1306
Chr15 Complement NT_039618.1 TGGTCATCAGGACCT 13328234 LOC328507 13329568 13327762 1334 13329568 13327762 1334 13328071 13327799 -163
Chr18 Complement NT_039674.1 GGGTCACTCTGACCT 43047646 LOC332311 43048980 42997493 1334 43048980 42997493 1334 43048980 42997493 1334



Chr13 Normal NT_039580.1 AGGTCAGAGTGCCCT 9926686 Ogn 9924230 9940707 2456 9925352 9939522 1334 9925391 9939190 1295
Chr15 Normal NT_039621.1 AGGTCACATTGCCCA 46323993 LOC239564 46322655 46323656 1338 46322655 46323656 1338 46322655 46323656 1338
Chr13 Complement NT_039585.1 GGGTAGGAATGACCT 2508976 1700058M13Rik 2510315 2499436 1339 2510315 2499436 1339 2500069 2499788 -8907
Chr17 Complement NT_039641.1 GGGGCAAAGTGACCA 1692152 LOC328749 1693491 1684864 1339 1693491 1684864 1339 1693491 1684864 1339
Chr10 Complement NT_039492.1 AGCTCAGGCTGACCT 20307927 LOC331620 20309266 20227155 1339 20309266 20227155 1339 20309147 20227155 1220
Chr2 Complement NT_039209.1 AGGTCGGCCTCACCC 30193823 A930025D01Rik 30195603 30188148 1780 30195163 30188148 1340 30194437 30189987 614
Chr6 Normal NT_039340.1 GGGTCAAGCTGCCCT 26358078 LOC232665 26356738 26362641 1340 26356738 26362641 1340 26357044 26362341 1034
Chr9 Complement NT_039471.1 TGATCACAATGACCT 1711097 Gria4 1713153 1335478 2056 1712438 1337699 1341 1712193 1337731 1096
Chr14 Normal NT_039596.1 GGGTCAGGCTGCCCC 1887830 Morf-pending 1886475 2058039 1355 1886489 2058039 1341 1903496 2056780 -15666
Chr15 Normal NT_039621.1 AGGTCACCACGACAT 52206078 LOC239598 52204735 52229122 1343 52204735 52229122 1343 52204735 52229122 1343
Chr13 Complement NT_039585.1 AGGTAATGCTGACCC 280343 Hist2h2aa1 281687 278834 1344 281687 278834 1344 280518 280177 175
ChrX Complement NT_039711.1 AGGTCTGTCTGACCA 6736417 LOC212731 6737761 6735343 1344 6737761 6735343 1344 6737685 6737380 1268
Chr4 Complement NT_039261.1 AGGTCTGTCTGACCA 3421730 LOC230178 3423074 3420707 1344 3423074 3420707 1344 3422999 3422694 1269
Chr5 Complement NT_039305.1 GGGTCAGCATGACGA 11032778 LOC330081 11034122 11030339 1344 11034122 11030339 1344 11033541 11033011 763
Chr7 Normal NT_039433.1 CTGTCAGAGTGACCT 16112759 Prkcb 16111252 16457901 1507 16111415 16452131 1344 16111463 16451290 1296
Chr17 Normal NT_039658.1 TTGTCAGAATGACCT 22022360 LOC210760 22021014 22057441 1346 22021014 22057441 1346 22021014 22057441 1346
Chr10 Complement NT_039496.1 GAGTCATTCTGACCC 7503746 Sirt6 7505092 7499231 1346 7505092 7499231 1346 7505028 7499855 1282
Chr4 Normal NT_039262.1 GGTTCACATTGACCA 27131644 Ifna5 27130296 27130866 1348 27130296 27130866 1348 27130296 27130865 1348
Chr5 Normal NT_039324.1 TGCTCACTCTGACCC 2936446 LOC210698 2935098 2985425 1348 2935098 2985425 1348 2935098 2985425 1348
Chr4 Normal NT_039265.1 AGGTCAAAATGACCA 4661098 LOC230757 4659749 4663357 1349 4659749 4663357 1349 4661564 4662256 -466
Chr8 Normal NT_039464.1 GGGTCATGGTGGCCC 163291 9430098E02Rik 161941 164276 1350 161941 164276 1350 162263 163662 1028
Chr7 Normal NT_039429.1 TTGTCACACTGACCC 7425637 B230207H15Rik 7423566 7641375 2071 7424287 7641375 1350 7424380 7638913 1257
Chr2 Complement NT_039209.1 CCGTCAGGGTGACCC 46904944 Nkx2-4 46906295 46904765 1351 46906295 46904765 1351 46906295 46904765 1351
Chr13 Complement NT_039575.1 CGGTCAAAGTTACCC 445390 LOC238488 446743 435053 1353 446743 435053 1353 446743 435053 1353
Chr11 Normal NT_039521.1 GGGTCAGGGTGACCC 16716275 Mrc2 16714884 16773383 1391 16714921 16772207 1354 16715025 16772163 1250
Chr8 Normal NT_039461.1 AGGTCATTGTGAACA 8440747 LOC234319 8439391 8441741 1356 8439391 8441741 1356 8439391 8441741 1356
Chr4 Complement NT_039264.1 AGGTCAGTTTGTCCT 1707003 LOC332922 1708359 1687880 1356 1708359 1687880 1356 1708359 1687880 1356
Chr7 Complement NT_039436.1 AGGTCACCCTGCCCC 2209174 1600016N20Rik 2210531 2206546 1357 2210531 2206546 1357 2210531 2206546 1357
Chr13 Normal NT_039578.1 GGGTCAAGCTGTCCA 19723339 Spi10 19721982 19735127 1357 19721982 19735127 1357 19724030 19734528 -691
Chr14 Complement NT_039599.1 AGGTTAGCCTGACCT 4150478 LOC239076 4151836 4151522 1358 4151836 4151522 1358 4151836 4151522 1358
Chr10 Normal NT_039502.1 AGTTCATACTGACCA 4842609 Cdk4 4840607 4844409 2002 4841249 4844035 1360 4841249 4844035 1360
Chr1 Normal NT_039174.1 AGGTTGTGGTGACCC 11691243 LOC332492 11689883 11710245 1360 11689883 11710245 1360 11689883 11710245 1360
Chr13 Complement NT_039578.1 AGGTCAGACTGAACT 8094433 Skz1-pending 8095794 8074869 1361 8095794 8075533 1361 8084373 8075656 -10060
Chr10 Normal NT_039500.1 GGGTCAATGTGACTG 24067212 A630014C11Rik 24065850 24105784 1362 24065850 24105784 1362 24066714 24105100 498
ChrX Normal NT_039719.1 AGGTCAGCCTGAGCT 1156393 LOC237108 1155030 1159009 1363 1155030 1159009 1363 1155030 1159009 1363
Chr2 Normal NT_039210.1 AGGCCAGGGTGACCT 16097757 1200006P13Rik 16096393 16190847 1364 16096393 16149316 1364 16096428 16148811 1329
Chr4 Normal NT_039264.1 AGGTCAGGCTGACAT 1428111 LOC332921 1426747 1427115 1364 1426747 1427115 1364 1426747 1427115 1364
Chr7 Normal NT_039436.1 AGATCAGCATGACCA 1659376 MOR253-4 1658012 1658971 1364 1658012 1658971 1364 1658012 1658971 1364
Chr2 Complement NT_039209.1 GGGACAGAATGACCT 44367959 Rbbp9 44369398 44360846 1439 44369323 44362366 1364 44369323 44362367 1364
Chr1 Complement NT_039184.1 TGGTCAAAGTGATCT 2342473 LOC226494 2343838 2304077 1365 2343838 2304077 1365 2343838 2304077 1365
Chr8 Normal NT_039467.1 GGGTGGAGTTGACCT 32758957 LOC234676 32757592 32777178 1365 32757592 32777178 1365 32757592 32777178 1365
Chr8 Complement NT_039457.1 TGGTCATCTTGTCCT 2929501 A730069N07Rik 2930881 2827331 1380 2930867 2827331 1366 2917078 2828315 -12423
Chr14 Normal NT_039609.1 AAGTCAGGCTGACCA 25028051 LOC332058 25026684 25077254 1367 25026684 25077254 1367 25026684 25077254 1367
Chr5 Complement NT_039333.1 CGGTCACCCTGATCT 153439 Tparl 154876 129509 1437 154806 129509 1367 154610 130167 1171
Chr8 Normal NT_039467.1 GGGCCACAGCGACCT 10901835 4933434I20Rik 10900467 10934130 1368 10900467 10931212 1368 10900481 10931055 1354
Chr3 Normal NT_039234.1 TGGTCACTTGGACCC 938115 LOC207879 936747 955583 1368 936747 955583 1368 939632 954639 -1517
Chr18 Normal NT_039674.1 TGGTCATAATGACAC 19399818 4921517O11Rik 19398449 19400223 1369 19398449 19400223 1369 19398593 19398868 1225
Chr7 Normal NT_039429.1 GGGTGGCCCTGACCC 15966927 LOC330599 15965558 15974233 1369 15965558 15974233 1369 15965670 15970826 1257
Chr2 Normal NT_039209.1 GGGACAGTGCGACCC 9355039 Bdnf 9335650 9559129 19389 9353669 9385202 1370 9384353 9385102 -29314
Chr7 Normal NT_039413.1 AGCTCGCCTTGACCT 2352686 Neud4 2351316 2354660 1370 2351316 2354660 1370 2352833 2353728 -147
Chr16 Normal NT_039624.1 CGGTCAGCTTTACCT 35378406 2610033C09Rik 35376998 35405426 1408 35377034 35405426 1372 35378364 35405187 42
Chr8 Complement NT_039467.1 GGGTCACCATGACAC 37774227 LOC270093 37775599 37769951 1372 37775599 37769951 1372 37775570 37769951 1343
Chr18 Complement NT_039678.1 GGGTCAGGGTCACCG 185480 LOC269045 186853 173366 1373 186853 173366 1373 186202 173746 722
Chr1 Complement NT_039190.1 GGGCCACACTGACCT 716335 2810432O22Rik 717710 444657 1375 717710 444657 1375 706258 444780 -10077
Chr12 Normal NT_039549.1 AGGTCAATATGAGCT 6408494 LOC331824 6407118 6670704 1376 6407118 6670704 1376 6407118 6670704 1376
Chr9 Normal NT_039480.1 AGGCCAGAACGACCC 2064540 C730036H08 2063158 2084792 1382 2063158 2084792 1382 2063583 2084351 957
Chr9 Complement NT_039474.1 GGGACAGGATGACCC 11822888 LOC330963 11824271 11810084 1383 11824271 11810084 1383 11810452 11810174 -12436
Chr10 Normal NT_039506.1 CCGTCAACATGACCC 10882 Aire 9498 23044 1384 9498 23044 1384 9555 22831 1327
ChrX Normal NT_039723.1 GGGTCATGCTGACCA 63701 LOC237140 62317 65482 1384 62317 65482 1384 0 0 63701
Chr2 Complement NT_039202.1 GGGGCGTTATGACCC 8049826 LOC329338 8051213 8047128 1387 8051213 8047128 1387 8051213 8047128 1387
Chr7 Complement NT_039413.1 GGGCCGTGCTGACCT 3623576 LOC269894 3624964 3615256 1388 3624964 3615256 1388 3624839 3618249 1263
Chr11 Complement NT_039520.1 TGGGCAACTTGACCC 27885515 MGC28622 27886904 27869335 1389 27886904 27869335 1389 27886632 27869359 1117
Chr17 Complement NT_039655.1 TGGTCACAGTGAGCC 8174210 2510027D20Rik 8175601 8173965 1391 8175601 8173965 1391 8175582 8174154 1372
Chr14 Complement NT_039599.1 GGGTCAAAATAACCC 6819740 LOC277161 6821131 6818070 1391 6821131 6818070 1391 6821131 6818070 1391
Chr18 Complement NT_039674.1 AGTTCATATTGACCT 68552826 LOC332340 68554219 68370452 1393 68554219 68370452 1393 68554219 68370452 1393
ChrX Normal NT_039711.1 AGGTTATTTTGACCC 9259837 LOC333558 9258444 9356537 1393 9258444 9356537 1393 9258444 9356537 1393
Chr6 Normal NT_039343.1 GGGTCAAGTTGACAT 1066564 D330028D13Rik 1065082 1086930 1482 1065169 1086302 1395 1065252 1085910 1312
Chr10 Complement NT_039496.1 TGGTCAGGGTGCCCC 6706098 LOC237403 6707493 6705724 1395 6707493 6705724 1395 6707493 6705724 1395
Chr17 Complement NT_039655.1 AGGTCACACTGACCC 5989742 0610041D19Rik 5991151 5966882 1409 5991138 5966882 1396 5972793 5967419 -16949
Chr9 Complement NT_039474.1 AGCTCAGTCTGACCT 10419792 LOC333399 10421188 10378189 1396 10421188 10378189 1396 10421188 10378189 1396
Chr17 Normal NT_039643.1 TGGTCAACTTGACCT 4438527 LOC328767 4437130 4440045 1397 4437130 4440045 1397 4438022 4438330 505
Chr2 Normal NT_039210.1 AGGTCACTTTGAACA 7171304 LOC329549 7169906 7181666 1398 7169906 7172553 1398 7171832 7172131 -528
Chr6 Normal NT_039341.1 GGGTCACCCCGACTC 4152155 Stra8 4149960 4170011 2195 4150757 4170011 1398 4157410 4169839 -5255
Chr15 Complement NT_039621.1 AGCTCAGCCTGACCT 61509266 1700030F18Rik 61510665 61497255 1399 61510665 61497255 1399 61508849 61497358 -417
Chr17 Complement NT_039657.1 GGCTCAGCATGACCT 6080932 LOC272701 6082332 6041886 1400 6082332 6041886 1400 6082332 6041886 1400
Chr3 Normal NT_039227.1 GGGTGAGGGCGACCT 7239364 LOC269415 7237963 7449594 1401 7237963 7449594 1401 7237963 7449594 1401
Chr2 Normal NT_039205.1 TGGTCACGCTGATCT 4515473 LOC329370 4514071 4585761 1402 4514071 4517639 1402 4515909 4516214 -436
Chr9 Normal NT_039482.1 GGGCCAGTTCGACCC 5725835 1700019L13Rik 5724432 5726077 1403 5724432 5726077 1403 5725308 5725592 527
Chr3 Complement NT_039230.1 GGGTCATGCTTACCC 2295414 LOC329640 2296820 2293650 1406 2296820 2293650 1406 2296263 2295964 849
Chr17 Complement NT_039650.1 GGGTCAGGGTGACAT 2118078 MOR218-9 2119484 2118546 1406 2119484 2118546 1406 2119484 2118546 1406
Chr17 Complement NT_039666.1 GGGTCAGGGTGACAT 283351 MOR218-9 284757 283819 1406 284757 283819 1406 284757 283819 1406
Chr9 Complement NT_039477.1 AGGTCAGGCTTACCC 7112664 BC003945 7124961 7106574 12297 7114071 7106574 1407 7114019 7110739 1355
Chr11 Normal NT_039520.1 TGGTCAGTTTGCCCT 6980119 Gnb2-rs1 6978420 6984585 1699 6978712 6984423 1407 6978808 6984389 1311
Chr1 Complement NT_039185.1 AGGCCAACATGACCA 15276862 Usp21 15279262 15273257 2400 15278270 15273504 1408 15278250 15273514 1388
Chr6 Normal NT_039360.1 GGGTCAGATTCACCA 349776 LOC232466 348367 399240 1409 348367 399240 1409 348367 399240 1409
Chr17 Normal NT_039658.1 AGGACACAGTGACCA 17343611 LOC328868 17342202 17343815 1409 17342202 17343815 1409 17342466 17342831 1145
ChrX Normal NT_039700.1 GGGTCAGTGTGTCCT 1099891 4930557A04Rik 1098478 1099026 1413 1098478 1099026 1413 1098525 1098911 1366
Chr10 Normal NT_039491.1 AGGTAAGGGTGACCC 14486860 Sgk 14476854 14490644 10006 14485447 14490641 1413 14485502 14489579 1358
Chr10 Complement NT_039492.1 TGGTCAGCATGGCCC 13283376 LOC215906 13284790 13281605 1414 13284790 13281605 1414 13284475 13283471 1099
ChrX Normal NT_039700.1 AGGCCAAGGTGACCG 12655477 LOC331392 12654063 12657820 1414 12654063 12657820 1414 12654138 12657338 1339
Chr11 Complement NT_039520.1 AGGTCACGCAGACCT 21057955 LOC213946 21059370 21057797 1415 21059370 21057797 1415 21058510 21058088 555
Chr4 Complement NT_039266.1 AGGCCAGCTTGACCT 6935856 LOC242711 6937276 6929824 1420 6937276 6929824 1420 6937276 6929824 1420
Chr9 Normal NT_039477.1 TGGTCAGTCTGAGCC 6453051 Cacna2d2 6451630 6581361 1421 6451630 6581076 1421 6452087 6579482 964
Chr10 Complement NT_039496.1 GGGTCATGTTGACGG 3895619 Aire 3897041 3883138 1422 3897041 3883138 1422 3896984 3883351 1365
Chr6 Complement NT_039341.1 GGGCCACAATGACCT 11891098 MGC7793 11892545 11869967 1447 11892520 11869991 1422 11890570 11871312 -528



Chr11 Normal NT_039515.1 TGGTCAATTAGACCT 26334466 AW011752 26332903 26379649 1563 26333042 26379098 1424 26333352 26378518 1114
Chr4 Complement NT_039264.1 AGGTCATAATGACTG 1965107 LOC242573 1966533 1959672 1426 1966533 1959672 1426 1960626 1959886 -4481
Chr12 Complement NT_039551.1 GGATCAGCCTGACCT 22126468 LOC211194 22127895 22113391 1427 22127895 22113391 1427 22127895 22113391 1427
Chr17 Complement NT_039655.1 AGGTGATTGTGACCA 3204122 Mep1a 3205578 3176763 1456 3205549 3177223 1427 3205534 3177391 1412
Chr18 Complement NT_039678.1 TGGTCATAGTGACTC 5319466 LOC225817 5320894 5320167 1428 5320894 5320167 1428 5320680 5320366 1214
Chr6 Complement NT_039340.1 TGGTGACAATGACCT 10381690 8430437G11Rik 10383202 10355907 1512 10383121 10357740 1431 10378504 10358005 -3186
Chr17 Normal NT_039662.1 GGGTCCTGCTGACCC 1087289 Dom3z 1085820 1088005 1469 1085856 1088005 1433 1086172 1087910 1117
Chr14 Normal NT_039614.1 AAGTCAAAATGACCT 1186787 LOC193589 1185353 1185928 1434 1185353 1185928 1434 1185353 1185928 1434
Chr7 Normal NT_039433.1 GGGCCATAACGACCT 22288545 Slc5a2 22287108 22293856 1437 22287111 22293622 1434 22287121 22293610 1424
Chr4 Normal NT_039268.1 AGGTCATCCTGACCC 2048816 Catnbip1 2047299 2095877 1517 2047380 2095588 1436 2074792 2093415 -25976
Chr4 Normal NT_039259.1 AGATCAGGCTGACCA 9894545 D4Ertd174e 9880568 9916216 13977 9893109 9916216 1436 9893114 9916075 1431
Chr14 Complement NT_039595.1 TGGTCATGGTGACCA 734359 LOC238923 735795 719007 1436 735795 719007 1436 735795 719007 1436
Chr9 Complement NT_039473.1 GGGTCTGGCCGACCT 6787714 LOC244840 6789150 6745215 1436 6789150 6745215 1436 6789150 6745215 1436
Chr2 Complement NT_039205.1 AGGTCAGCCTGATCT 10056522 9430097D07Rik 10057959 10056459 1437 10057959 10056459 1437 10057060 10056473 538
Chr5 Complement NT_039314.1 AGGTGACAGCGACCT 4919691 Cyln2 4921132 4858082 1441 4921132 4858082 1441 4903867 4859476 -15824
Chr4 Normal NT_039260.1 AGGTCACCTGGACCT 79266 LOC329829 77824 80729 1442 77824 80729 1442 79720 80118 -454
Chr10 Normal NT_039492.1 GGGTCACTTTGTCCA 23031145 Bves 23029702 23032990 1443 23029702 23032990 1443 23029702 23029820 1443
Chr5 Normal NT_039301.1 AGGCCAATGTGACCA 286821 Kcnk3 285378 287422 1443 285378 287422 1443 286610 287140 211
Chr4 Normal NT_039258.1 GTGTCACTGTGACCA 2819284 Sdcbp 2817770 2848404 1514 2817841 2847770 1443 2829212 2846684 -9928
Chr19 Normal NT_039692.1 AGGTCAGAACGGCCT 19333263 Pnliprp1 19331819 19394316 1444 19331819 19347102 1444 19332057 19347061 1206
Chr5 Normal NT_039318.1 AGGGCGTGGTGACCT 1216380 Arpc1a 1214915 1240730 1465 1214935 1240730 1445 1222312 1240389 -5932
Chr10 Normal NT_039500.1 AGCTCACTGTGACCA 7984266 C630016B22Rik 7920711 7997539 63555 7982818 7995836 1448 7986158 7994750 -1892
Chr2 Normal NT_039210.1 GGGTGAACACGACCC 15123660 5031425F14Rik 15122211 15241066 1449 15122211 15124074 1449 15123153 15123446 507
ChrX Complement NT_039712.1 TGTTCAACTTGACCT 59488 LOC213428 60937 33258 1449 60937 33258 1449 60937 33258 1449
Chr17 Normal NT_039658.1 AGGTCAAGTTGGCCT 12148574 LOC225021 12147125 12149101 1449 12147125 12149101 1449 12147142 12148590 1432
Chr17 Normal NT_039655.1 GGGTCACCGCGACAT 5466758 LOC328823 5465308 5496953 1450 5465308 5496953 1450 5484757 5494580 -17999
Chr9 Normal NT_039482.1 TGATCACAGTGACCC 7260597 LOC215464 7259146 7329139 1451 7259146 7329139 1451 7259146 7329139 1451
Chr11 Complement NT_039521.1 AGGTCACCTTGACTA 27383024 Recql5 27384961 27344066 1937 27384475 27344146 1451 27384387 27344527 1363
Chr8 Normal NT_039462.1 AGGTCGCAATGACAC 5857838 1300017C10Rik 5856385 5859325 1453 5856385 5859325 1453 5856533 5859248 1305
Chr4 Normal NT_039266.1 TGTTCAGCCTGACCT 2163292 Eya3 2161810 2247659 1482 2161838 2246230 1454 2184663 2244112 -21371
Chr1 Complement NT_039189.1 AGGTCAGCCTGAGCT 3584265 LOC332548 3585720 3550346 1455 3585720 3550346 1455 3585720 3550346 1455
Chr19 Normal NT_039692.1 GTGTCAACTTGACCA 16977725 Casp7 16976267 17023602 1458 16976267 17023602 1458 16984010 17022420 -6285
Chr5 Normal NT_039311.1 TGGTCATTTTGCCCT 2300311 Tfip11 2298851 2310554 1460 2298851 2310554 1460 2300453 2309823 -142
Chr12 Normal NT_039548.1 TGGTCACTCTGGCCT 8788426 2810423G08Rik 8786876 9014900 1550 8786963 8889108 1463 8787002 8887881 1424
Chr19 Normal NT_039692.1 AGGTCAGATTGAACA 178167 AI266900 77718 200861 100449 176703 200861 1464 176707 200526 1460
Chr5 Complement NT_039305.1 AGGTCAGTCCGACGT 3872276 AI853319 3873740 3861476 1464 3873740 3861476 1464 3868870 3862766 -3406
Chr18 Complement NT_039674.1 GGGTCACCATGACTG 8965867 LOC211204 8967331 8960513 1464 8967331 8960513 1464 8967331 8960513 1464
Chr18 Complement NT_039678.1 AGGGCAACTTGACCT 3677467 LOC225805 3678931 3677075 1464 3678931 3677075 1464 3678914 3678339 1447
Chr1 Complement NT_039170.1 GTGTCACCATGACCT 8577712 LOC226955 8579177 8566755 1465 8579177 8566755 1465 8579177 8566755 1465
Chr19 Complement NT_039683.1 GGGTCATGCAGACCC 180558 0610006K04Rik 182083 178841 1525 182024 178841 1466 181705 178866 1147
Chr3 Normal NT_039242.1 ATGTCATTGTGACCA 14713226 Mcoln3 14711646 14731778 1580 14711759 14730618 1467 14711761 14730570 1465
Chr15 Complement NT_039618.1 TGTTCATGCTGACCT 2998036 LOC245564 2999504 2998439 1468 2999504 2998439 1468 2999151 2998663 1115
Chr9 Normal NT_039472.1 AGGTCAAATTGATCA 22262228 2610020J05Rik 22254571 22263159 7657 22260758 22263114 1470 22260793 22262895 1435
Chr11 Normal NT_039520.1 GGGTCAGGGTGACCA 15268433 Gria1 15266757 15603449 1676 15266962 15603236 1471 15267225 15603091 1208
Chr8 Complement NT_039467.1 AGGTCAAAATGTCCA 17806085 LOC333323 17807556 17788246 1471 17807556 17788246 1471 17807556 17788246 1471
Chr16 Normal NT_039625.1 AGGTAGCAGTGACCC 27034862 Mrps6 27033391 27164175 1471 27033391 27086871 1471 27033491 27086570 1371
Chr13 Complement NT_039585.1 AGGTAATGCTGACCC 280343 LOC328251 281816 281386 1473 281816 281386 1473 281677 281438 1334
Chr9 Complement NT_039473.1 AGTTCATGCTGACCT 11542353 LOC244869 11543827 11542697 1474 11543827 11542697 1474 11543775 11542894 1422
Chr9 Normal NT_039477.1 CGGTGAAGGTGACCC 5201702 Tlr9 5200226 5204055 1476 5200226 5204055 1476 5200332 5204055 1370
Chr11 Complement NT_039521.1 GGTTCAGTCTGACCA 14367218 C1qrf-pending 14368695 14361967 1477 14368695 14361967 1477 14368695 14361967 1477
Chr8 Normal NT_039467.1 AGGACAAGATGACCC 12406114 2310040G17Rik 12404174 12407832 1940 12404634 12406824 1480 12404641 12406776 1473
Chr13 Complement NT_039589.1 GGGTCACACAGACCT 2187107 LOC328284 2188587 2181159 1480 2188587 2181159 1480 2188446 2181538 1339
Chr18 Complement NT_039674.1 GGGTGGCCGTGACCC 72890647 LOC269037 72892129 72888680 1482 72892129 72888680 1482 72889239 72888910 -1408
Chr3 Normal NT_039252.1 TGTTCAGCTTGACCT 5206 Tenr 3722 52132 1484 3722 52132 1484 3774 52087 1432
Chr7 Normal NT_039399.1 AGGTCACAGAGACCA 155088 Psg30 153603 190981 1485 153603 190981 1485 153603 190981 1485
Chr8 Normal NT_039462.1 AGGTCGCCTTGGCCC 6071246 LOC270057 6069713 6082650 1533 6069758 6082650 1488 6069816 6082099 1430
Chr7 Complement NT_039400.1 CGGTCATCCTGACCT 860560 Gemin7 862531 853409 1971 862051 853593 1491 854312 853923 -6248
Chr11 Complement NT_039515.1 GTGTCACGCTGACCT 3345982 2310015K15Rik 3347477 3344865 1495 3347477 3344865 1495 3346127 3345756 145
Chr8 Normal NT_039462.1 AGGTCACCGTGAGCA 5970475 LOC211241 5968980 5978387 1495 5968980 5978387 1495 5968980 5978387 1495
Chr2 Complement NT_039205.1 TGGTCAAAGTGGCCC 4391622 Surf1 4393316 4390167 1694 4393117 4390222 1495 4393117 4390222 1495
Chr17 Normal NT_039649.1 GGGTCCTGCTGACCC 11297786 Dom3z 11296254 11298502 1532 11296290 11298502 1496 11296606 11298407 1180
Chr12 Complement NT_039539.1 AGGTCAACAGGACCA 5819562 LOC208941 5821060 5814754 1498 5821060 5814754 1498 5820282 5819995 720
Chr1 Complement NT_039183.1 AGGTTAGGACGACCT 593064 Rgs13 594659 555954 1595 594562 556062 1498 588768 556788 -4296
Chr10 Normal NT_039495.1 CTGTCACACTGACCC 9776873 B130039D23Rik 9775374 9853736 1499 9775374 9853736 1499 9775374 9853736 1499
Chr6 Normal NT_039370.1 CGGTCATTCTGTCCT 88524 1810009J06Rik 87007 90662 1517 87024 90567 1500 87024 90567 1500
Chr8 Complement NT_039460.1 TGGTCAAGTTGACAC 6721278 LOC244479 6722778 6608594 1500 6722778 6608594 1500 6722778 6608594 1500
Chr5 Normal NT_039314.1 AGGTCACCATGAGCA 5520263 Tbl2 5518725 5531706 1538 5518763 5529174 1500 5518777 5528721 1486
Chr7 Normal NT_039433.1 AGATCAGGCTGACCT 21986589 LOC233908 21985025 21999792 1564 21985088 21999565 1501 21985099 21999364 1490
Chr7 Normal NT_039452.1 AGATCAGGTTGACCT 89968 LOC333635 88467 89779 1501 88467 89779 1501 89267 89596 701
Chr14 Complement NT_039606.1 AGGTCAGCATGGCCA 1303636 LOC268746 1318254 1281595 14618 1305138 1281653 1502 1296271 1281653 -7365
Chr8 Complement NT_039467.1 TGGTCAGGCTGACTT 36235484 LOC333340 36236987 36159464 1503 36236987 36159464 1503 36236987 36159464 1503
Chr10 Complement NT_039500.1 AGGCCAAGCTGACCA 5704583 LOC237454 5706087 5691451 1504 5706087 5691451 1504 5706087 5691451 1504
Chr11 Normal NT_039520.1 TGGTCAGGTTGTCCT 19105626 Map2k3 19104121 19124865 1505 19104121 19124865 1505 19104287 19123911 1339
Chr7 Complement NT_039416.1 TGGTCATAATGACTC 226000 LOC243940 227506 113574 1506 227506 113574 1506 227506 113574 1506
ChrX Normal NT_039742.1 GGTTCAGTGTGACCC 42067 LOC333639 40561 61159 1506 40561 61159 1506 40625 60637 1442
Chr19 Normal NT_039687.1 AGGTCAGAGAGACCT 1204556 D19Wsu55e 1203002 1213306 1554 1203048 1213306 1508 1203206 1212882 1350
Chr9 Complement NT_039471.1 GGGTCATACTGACAA 6824258 LOC244681 6825767 6823040 1509 6825767 6823040 1509 6825767 6823040 1509
Chr5 Normal NT_039302.1 GGGTAGTGGTGACCT 1493714 LOC330066 1492205 1495442 1509 1492205 1495442 1509 1493801 1494130 -87
Chr8 Normal NT_039457.1 AGTTCATAATGACCT 913049 Tnks 911540 912697 1509 911540 912697 1509 911540 912112 1509
Chr12 Complement NT_039553.1 GGGACAGCCTGACCG 546379 Gsc 547980 545862 1601 547889 545862 1510 547768 546144 1389
Chr14 Complement NT_039609.1 GGTTCATAATGACCT 21908840 LOC239283 21910351 21909338 1511 21910351 21909338 1511 21910351 21909338 1511
Chr16 Normal NT_039624.1 AGGTCAGCTTGACGG 7801768 Tnfrsf17 7800257 7806516 1511 7800257 7806516 1511 7800401 7806406 1367
Chr11 Normal NT_039521.1 AGGTCAGAGTGACCA 12136682 1700007H20Rik 12135169 12135812 1513 12135169 12135812 1513 12135183 12135689 1499
Chr12 Normal NT_039553.1 GGGACAAGGTGACCT 8940811 LOC217887 8939298 8946250 1513 8939298 8946250 1513 8939370 8945708 1441
Chr7 Normal NT_039426.1 GGATCAAGTTGACCT 44150 LOC277924 42637 47333 1513 42637 47333 1513 42801 44453 1349
Chr11 Normal NT_039520.1 AGGTCACACTGAGCT 31272651 Atp2a3 31270995 31302864 1656 31271136 31301762 1515 31271179 31301576 1472
Chr2 Complement NT_039210.1 AGGTCTGGCTGACCT 2504712 1700021O15Rik 2506228 2491124 1516 2506228 2491124 1516 2506151 2491146 1439
Chr14 Complement NT_039609.1 AGGTCAAAAAGACCT 24867246 5730419O14Rik 24868870 24805251 1624 24868764 24805251 1518 24836796 24819431 -30450
Chr11 Complement NT_039521.1 AGGTCATGCTGATCT 12182653 Hcrt 12184171 12182933 1518 12184171 12182933 1518 12184081 12183034 1428
Chr4 Normal NT_039286.1 TGGTCAAGGTGCCCC 28892 LOC333645 27373 32652 1519 27373 32652 1519 27373 32652 1519
Chr8 Normal NT_039455.1 AGGTTGCAGTGACCC 7382698 LOC244285 7381178 7393947 1520 7381178 7393947 1520 7381178 7393947 1520
Chr6 Complement NT_039353.1 TGGTCTTAATGACCC 2196089 LOC243529 2197612 2196163 1523 2197612 2196163 1523 2197102 2196536 1013
Chr7 Complement NT_039437.1 TGGTCATCCTGCCCC 3010533 AU040576 3012060 2862106 1527 3012060 2862106 1527 2907604 2863462 -102929
Chr14 Complement NT_039606.1 AGGTGATAATGACCA 5768034 LOC239122 5769563 5742644 1529 5769563 5742644 1529 5769563 5742644 1529
Chr1 Complement NT_039186.1 AGGTCAGGTGGACCA 1882732 Chml 1884262 1882397 1530 1884262 1882397 1530 1884262 1882397 1530



Chr11 Complement NT_039520.1 AGGCCATTCTGACCA 4486988 6430511D02Rik 4488554 4370084 1566 4488519 4372316 1531 4467855 4372526 -19133
Chr2 Normal NT_039202.1 ATGTCATACTGACCA 12480043 LOC227588 12478510 12478794 1533 12478510 12478794 1533 12478510 12478794 1533
Chr18 Normal NT_039674.1 TGGTAAACATGACCT 21837782 Statip1 21835120 21871065 2662 21836249 21871065 1533 21836249 21870826 1533
Chr5 Normal NT_039305.1 AGGTCAGTTTGACCC 27562058 Klb-pending 27560498 27596324 1560 27560523 27596324 1535 27560524 27596018 1534
Chr17 Complement NT_039655.1 AGATCAGGCTGACCT 5440956 1600014C23Rik 5442492 5441512 1536 5442492 5441512 1536 5442441 5441673 1485
Chr7 Normal NT_039433.1 TGGTCCCAGTGACCC 10065822 Nucb2 10064285 10100530 1537 10064285 10100530 1537 10081849 10100425 -16027
Chr3 Complement NT_039238.1 GGGCCAGCCTGACCT 2402330 2010003I19Rik 2403906 2387599 1576 2403868 2387599 1538 2391938 2388227 -10392
Chr13 Normal NT_039580.1 AGGGCACCCTGACCT 2933044 LOC218194 2930469 3206058 2575 2931505 3206058 1539 2932601 3206027 443
Chr1 Normal NT_039173.1 TGGGCAAAGTGACCC 6319310 LOC329210 6317769 6321021 1541 6317769 6321021 1541 6317937 6318302 1373
Chr17 Normal NT_039657.1 GGGTCACCCTGATCA 2343906 LOC212806 2342364 2372007 1542 2342364 2372007 1542 2342364 2372007 1542
Chr2 Complement NT_039212.1 AGGTTGTGATGACCC 3301258 Kcnq2 3302849 3243212 1591 3302801 3276068 1543 3302716 3277209 1458
Chr12 Complement NT_039551.1 CTGTCACTGTGACCT 24102750 Plek2 24104294 24086040 1544 24104294 24086040 1544 24104276 24086523 1526
Chr4 Complement NT_039262.1 TGGTCATGCTGATCT 1274736 Ambp 1276281 1265418 1545 1276281 1265418 1545 1276194 1265514 1458
Chr17 Normal NT_039649.1 TGGTCATCCTGACTC 1019661 3300002N10Rik 1018115 1030320 1546 1018115 1030320 1546 1018393 1029713 1268
Chr5 Normal NT_039305.1 AGGTAGGACTGACCT 29240997 LOC269654 29239450 29268387 1547 29239450 29266816 1547 29244262 29266440 -3265
Chr8 Complement NT_039467.1 GGGTCAGGCAGACCC 44795136 2310061C15Rik 44796684 44764751 1548 44796684 44764751 1548 44786437 44765194 -8699
Chr6 Complement NT_039340.1 GGCTCAATGTGACCC 14004234 LOC232599 14005783 13911684 1549 14005783 13911684 1549 14005743 14005369 1509
Chr3 Normal NT_039239.1 TGGTCCAGCTGACCT 8036103 2010308M01Rik 8030518 8050395 5585 8034553 8049379 1550 8034757 8048943 1346
Chr17 Complement NT_039643.1 AGGTCATTTTTACCC 3205006 LOC268927 3206557 3205989 1551 3206557 3205989 1551 3206557 3205989 1551
Chr3 Normal NT_039228.1 TGTTCAGCTTGACCT 8202593 Tenr 8201040 8248881 1553 8201040 8248880 1553 8201092 8248836 1501
ChrX Normal NT_039711.1 AGCTCAGGCTGACCT 11229110 Atp7a 11185054 11285646 44056 11227553 11282479 1557 11227566 11282393 1544
Chr3 Complement NT_039230.1 AGGGCGTGGTGACCC 8499195 F630111L10Rik 8500752 8498278 1557 8500752 8498278 1557 8499952 8499611 757
Chr5 Complement NT_039312.1 AGGCCACCGTGACCA 261298 MGC38046 262977 256371 1679 262855 256371 1557 258379 257537 -2919
Chr6 Normal NT_039343.1 GGGTCACAGTGACCT 647514 LOC231942 645956 647581 1558 645956 647581 1558 645956 647581 1558
Chr7 Normal NT_039429.1 GGGGCACAGTGACCC 17219746 LOC233552 17218188 17300168 1558 17218188 17300168 1558 17263018 17299298 -43272
Chr10 Normal NT_039498.1 GGGTCACCTTGACAT 953653 C4st-pending 952094 1160464 1559 952094 1160464 1559 952461 1159909 1192
Chr10 Complement NT_039496.1 TGGTCATGGTGTCCT 3507483 LOC268311 3509042 3508352 1559 3509042 3508352 1559 3509017 3508871 1534
Chr12 Normal NT_039539.1 GGGTCATTTTGAGCT 14020842 Rock2 14018961 14109974 1881 14019283 14102255 1559 14019283 14102255 1559
Chr13 Normal NT_039586.1 AGGTCATCCTGGCCC 1246122 2400003B06Rik 1244371 1249099 1751 1244562 1249099 1560 1244593 1248511 1529
Chr1 Normal NT_039170.1 AGATCAAGCTGACCT 43207886 LOC332450 43206325 43232007 1561 43206325 43232007 1561 43206325 43232007 1561
Chr19 Normal NT_039692.1 TAGTCACCCTGACCC 14408237 1110018J23Rik 14406675 14430608 1562 14406675 14430608 1562 14406722 14417144 1515
Chr3 Normal NT_039242.1 GGGTCACCCTGACTC 11268626 C430041M20 11267064 11310952 1562 11267064 11310952 1562 11284396 11310175 -15770
Chr9 Normal NT_039477.1 CAGTCAAGCTGACCC 6634888 Hyal3 6633325 6639377 1563 6633325 6639377 1563 6636787 6638844 -1899
Chr15 Normal NT_039620.1 GGGTAGTGGTGACCT 4525052 LOC332082 4523488 4586099 1564 4523488 4586099 1564 4523617 4586099 1435
Chr17 Complement NT_039656.1 TGGTCACCGTGTCCT 2196100 S3-12-pending 2197664 2192446 1564 2197664 2192446 1564 2197664 2193859 1564
Chr1 Normal NT_039170.1 GGGTCACTTTGACAA 52545936 Bcs1l 52544331 52548444 1605 52544370 52548187 1566 52545560 52548072 376
Chr6 Complement NT_039353.1 GGCTCAGACTGACCT 940022 Gcl 941744 900156 1722 941590 900156 1568 941556 901309 1534
Chr6 Complement NT_039356.1 AGGTCAGCGTGAGCA 580101 Gapd 581670 577920 1569 581670 577920 1569 579219 578098 -882
Chr6 Normal NT_039341.1 CGGTCATTCTGTCCT 10218249 1810009J06Rik 10216662 10220317 1587 10216679 10220222 1570 10216679 10220222 1570
Chr7 Normal NT_039385.1 CGCTCACTGTGACCT 1041996 LOC232815 1040425 1041926 1571 1040425 1041926 1571 1040425 1041926 1571
ChrX Complement NT_039716.1 TGATCATTCTGACCC 4340637 LOC237068 4342209 4341328 1572 4342209 4341328 1572 4342203 4341403 1566
Chr1 Normal NT_039180.1 AGGTCAACCTGATCT 6204524 LOC210330 6202951 6317524 1573 6202951 6317524 1573 6202951 6317524 1573
Chr2 Normal NT_039206.1 AGGTCACAGTGACAG 2578022 LOC329392 2576449 2632569 1573 2576449 2577411 1573 2576966 2577244 1056
Chr4 Complement NT_039264.1 AGGTCATCATGTCCT 16067905 Dmbx1 16071315 16060799 3410 16069479 16063628 1574 16069479 16063628 1574
Chr14 Normal NT_039606.1 TGGTCACTTTGCCCC 11785049 LOC239150 11783473 11816608 1576 11783473 11816608 1576 11783473 11816608 1576
Chr19 Complement NT_039684.1 TGGTCTCCGTGACCT 1286963 4930481A15Rik 1288540 1277693 1577 1288540 1277693 1577 1288229 1277823 1266
Chr7 Normal NT_039413.1 AGTTCATGTTGACCT 238469 0610012P18Rik 235926 260757 2543 236891 260757 1578 242684 260337 -4215
ChrX Normal NT_039708.1 GGCTCAGATTGACCA 977508 9130012G04Rik 975074 983310 2434 975930 983310 1578 976170 982562 1338
ChrX Normal NT_039745.1 GGCTCAGATTGACCA 897127 9130012G04Rik 894693 902929 2434 895549 902929 1578 895789 902181 1338
Chr8 Normal NT_039462.1 AGGTAGCCTTGACCC 4457490 LOC234358 4455911 4483920 1579 4455911 4483362 1579 4456018 4483362 1472
Chr8 Complement NT_039455.1 TTGTCATCCTGACCT 11874416 LOC244317 11875995 11845301 1579 11875995 11845301 1579 11875995 11845301 1579
Chr7 Complement NT_039414.1 CGGTCAAGGTGAACC 1430529 Chst8 1432109 1295096 1580 1432109 1295096 1580 1367316 1295787 -63213
Chr7 Complement NT_039428.1 TGGCCATAGTGACCT 13565350 LOC330567 13566931 13563930 1581 13566931 13563930 1581 13564410 13564111 -940
Chr15 Complement NT_039620.1 GGATCAGCTTGACCC 4199804 4432411E13Rik 4226708 4189679 26904 4201386 4189679 1582 4198545 4190644 -1259
Chr2 Complement NT_039209.1 AGGTTACAGTGACCA 8680796 LOC241609 8682380 8640099 1584 8682380 8640099 1584 8682380 8640099 1584
Chr10 Complement NT_039496.1 GGGTCATGGTGACTT 3571948 LOC327772 3573532 3571081 1584 3573532 3571081 1584 3573528 3571081 1580
Chr7 Complement NT_039433.1 AGGTCAACCTGATCT 3327370 LOC330628 3328955 3327643 1585 3328955 3327643 1585 3328155 3327826 785
Chr12 Complement NT_039539.1 AGGTCCTACTGACCC 8351829 1700034J04Rik 8353415 8352666 1586 8353415 8352666 1586 8353404 8353021 1575
Chr13 Normal NT_039587.1 GGGTCATTTAGACCT 384325 2010111I01Rik 287356 535763 96969 382739 535763 1586 382744 534386 1581
Chr6 Normal NT_039350.1 TGGGCATGGTGACCT 13717829 4930564N15Rik 13716243 13721680 1586 13716243 13721680 1586 13716243 13721680 1586
Chr5 Complement NT_039308.1 GGGTCAGACTGGCCT 3348639 LOC330132 3350225 3217867 1586 3350225 3217867 1586 3350225 3349036 1586
Chr13 Normal NT_039578.1 TGGTCATGATGTCCC 10448407 LOC213856 10446820 10447279 1587 10446820 10447279 1587 10446821 10447231 1586
Chr2 Normal NT_039209.1 TGGTCAGTGGGACCC 27013451 2310003P10Rik 27011863 27062837 1588 27011863 27023646 1588 27012471 27021169 980
Chr9 Normal NT_039474.1 AGGTCAGCGTGAACT 14177371 C230055H22Rik 14175783 14239564 1588 14175783 14239564 1588 14175798 14235227 1573
Chr14 Normal NT_039606.1 AAGTCAAAATGACCT 125060 LOC211027 123472 124327 1588 123472 124327 1588 123586 124171 1474
Chr18 Complement NT_039674.1 AGATCATTTCGACCT 67951779 Poli 67953368 67930705 1589 67953368 67930705 1589 67953274 67930935 1495
Chr12 Normal NT_039551.1 GGGTCAGACTGACAC 31668096 Esrrb 31557258 31720709 110838 31666504 31718152 1592 31666546 31718152 1550
Chr17 Normal NT_039655.1 AGGTCATCCTGAGCT 8331478 LOC211036 8329886 8404582 1592 8329886 8404582 1592 8329886 8404582 1592
Chr1 Complement NT_039185.1 AGATCACTCTGACCG 9545013 1110007A10Rik 9546606 9504229 1593 9546606 9504229 1593 9546461 9505622 1448
Chr2 Complement NT_039209.1 AGGTCACGGTGATCA 30166691 Cpxm1 30168340 30161487 1649 30168285 30161487 1594 30168217 30161615 1526
Chr19 Complement NT_039684.1 AGGTCAGGCGGACCT 367969 LOC240505 369565 364209 1596 369565 364209 1596 367601 365286 -368
Chr11 Normal NT_039515.1 TGGTCAGACTGACAT 8739570 LOC195052 8737972 8745255 1598 8737972 8745255 1598 8738011 8745255 1559
Chr10 Complement NT_039495.1 AGGTAGGCCTGACCC 12156185 LOC270737 12157786 12132961 1601 12157786 12132961 1601 12157786 12132961 1601
Chr4 Normal NT_039264.1 GGGTCAGTGCGCCCC 2270738 LOC332926 2269137 2311214 1601 2269137 2311214 1601 2269137 2311214 1601
Chr8 Normal NT_039455.1 TGGTTATGATGACCT 4735604 LOC244265 4734001 4799614 1603 4734001 4799614 1603 4734001 4799614 1603
Chr5 Normal NT_039312.1 GGCTCATTCTGACCC 604541 Ung 602127 611059 2414 602938 611059 1603 602967 610114 1574
Chr16 Normal NT_039624.1 GGGTTAAAGTGACCC 18246711 AI315068 18219417 18393315 27294 18245107 18393315 1604 18249542 18392910 -2831
Chr14 Normal NT_039598.1 AGGTCAGGCTGACAA 7362185 LOC328375 7360581 7365106 1604 7360581 7365106 1604 7360581 7365106 1604
ChrX Normal NT_039700.1 AGGTCATCCTGATCT 178484 LOC278179 176879 192809 1605 176879 192809 1605 176879 192809 1605
Chr5 Normal NT_039311.1 GGGTCACCATGACTT 1551788 LOC330164 1550183 1556698 1605 1550183 1556698 1605 1556280 1556618 -4492
Chr6 Complement NT_039350.1 AGGTCATATTGACAT 13826955 LOC330364 13828560 13827328 1605 13828560 13827328 1605 13828101 13827604 1146
Chr3 Normal NT_039234.1 AGGTCACACTGACCT 26121647 Tpm3 26119986 26148200 1661 26120042 26139430 1605 26120042 26138400 1605
Chr4 Complement NT_039260.1 GTGTCACTATGACCT 4187195 LOC269533 4189119 4165976 1924 4188802 4165976 1607 4188799 4166491 1604
Chr8 Normal NT_039456.1 CGGACAGGTTGACCT 2875526 LOC244360 2873917 2917905 1609 2873917 2917905 1609 2873917 2917905 1609
Chr3 Complement NT_039246.1 GGGCCAGCCTGACCT 66753 2010003I19Rik 68401 52073 1648 68363 52073 1610 56417 52708 -10336
Chr15 Complement NT_039621.1 TGGTCAACTTGACCA 50859987 AI451006 50861597 50856878 1610 50861597 50856878 1610 50861323 50857465 1336
Chr15 Complement NT_039621.1 CGGACAGGATGACCC 37153404 LOC239540 37155014 37153268 1610 37155014 37153268 1610 37155014 37153268 1610
Chr6 Complement NT_039340.1 TGGTCAGAAAGACCT 3320234 Shfdg1 3321844 3301549 1610 3321844 3301549 1610 3321812 3301708 1578
Chr12 Complement NT_039548.1 GGGTCAGTTGGACCC 2018928 Ubce7ip4-pending 2020540 1911835 1612 2020540 1915317 1612 1944460 1915421 -74468
Chr11 Complement NT_039521.1 AGCTCAGAACGACCT 11017201 2310040M23Rik 11018814 11018056 1613 11018814 11018056 1613 11018763 11018353 1562
Chr17 Complement NT_039649.1 AGGTCATCACGAGCC 2731649 Arhgdig 2733312 2731289 1663 2733262 2731289 1613 2733223 2731372 1574
Chr7 Complement NT_039433.1 AGGTCAGGCTGGCCA 20514131 LOC233871 20515745 20507240 1614 20515745 20507240 1614 20515661 20507696 1530
Chr12 Normal NT_039553.1 GGGTCACAGTCACCC 8752939 Adss1 8751281 8772587 1658 8751323 8772572 1616 8751353 8772242 1586
Chr8 Normal NT_039454.1 TGGTCAACTTGGCCC 278584 LOC330691 276968 280617 1616 276968 280617 1616 278583 278960 1
Chr5 Complement NT_039305.1 GGGTCAGTATGAACA 7523302 Qdpr 7524989 7508819 1687 7524922 7508820 1620 7524867 7509338 1565



Chr2 Normal NT_039206.1 AGGTCACAGTGACAG 2770951 LOC269267 2769330 2802465 1621 2769330 2770325 1621 2769439 2769726 1512
Chr16 Complement NT_039625.1 TGGTCATTATGACAT 22321458 4930528H02Rik 22323080 22266538 1622 22323080 22266538 1622 22322935 22268831 1477
Chr2 Complement NT_039208.1 AGGGCAACTTGACCT 17178911 LOC269300 17180533 17169818 1622 17180533 17169818 1622 17180533 17169818 1622
Chr14 Complement NT_039596.1 TTGTCAATTTGACCC 462529 1810063B07Rik 464152 456666 1623 464152 456666 1623 464093 458294 1564
ChrX Normal NT_039708.1 GGGCCATCTTGACCC 977554 9130012G04Rik 975074 983310 2480 975930 983310 1624 976170 982562 1384
ChrX Normal NT_039745.1 GGGCCATCTTGACCC 897173 9130012G04Rik 894693 902929 2480 895549 902929 1624 895789 902181 1384
Chr13 Normal NT_039584.1 AGGGCACATTGACCA 38955 LOC328249 37331 40412 1624 37331 40412 1624 37452 37859 1503
Chr2 Complement NT_039209.1 AGGTCATAATGACTC 4729887 LOC329480 4731511 4718238 1624 4731511 4718238 1624 4718802 4718473 -11085
Chr15 Complement NT_039621.1 TGGTCAGTGTGGCCT 47267933 2210021J22Rik 47270165 47265442 2232 47269558 47265442 1625 47267792 47265872 -141
Chr8 Complement NT_039467.1 TGATCAGGGTGACCC 41409105 LOC208927 41410730 41380981 1625 41410730 41380981 1625 41410730 41380981 1625
Chr5 Complement NT_039311.1 GGGTCAGGGCGAGCT 2613127 LOC209709 2614754 2594491 1627 2614754 2594491 1627 2614754 2594491 1627
Chr17 Complement NT_039650.1 AGGACACTGTGACCA 1995640 LOC328813 1997270 1992917 1630 1997270 1992917 1630 1997270 1992917 1630
Chr1 Normal NT_039173.1 GGGACAAAATGACCT 5758880 4832406C22 5757219 5765002 1661 5757249 5765002 1631 5757379 5763265 1501
Chr12 Complement NT_039553.1 AGGTTGTTTTGACCC 370264 LOC212950 371895 352297 1631 371895 352297 1631 371895 352297 1631
Chr4 Normal NT_039268.1 GGCTCAGGTTGACCT 2198829 LOC242761 2197198 2197668 1631 2197198 2197668 1631 2197198 2197668 1631
Chr17 Complement NT_039661.1 GGGTCACTTTGAACC 324483 LOC333717 326115 325765 1632 326115 325765 1632 326115 325765 1632
Chr16 Normal NT_039624.1 GGGTCATCATCACCT 6895656 Nubp1 6894024 6906505 1632 6894024 6906505 1632 6894053 6905376 1603
Chr4 Complement NT_039266.1 TGGTCACTCTGACCA 3066929 Nudc 3068594 3055156 1665 3068561 3055156 1632 3068497 3055360 1568
Chr1 Complement NT_039189.1 AGGTCTTCCTGACCG 1340175 2810484M10Rik 1341844 1308871 1669 1341808 1308887 1633 1341795 1308963 1620
Chr8 Complement NT_039460.1 GAGTCACAGTGACCA 9847341 LOC234254 9848976 9731008 1635 9848976 9731008 1635 9848976 9731008 1635
Chr9 Normal NT_039477.1 TGGCCAATCTGACCT 5201861 Tlr9 5200226 5204055 1635 5200226 5204055 1635 5200332 5204055 1529
Chr15 Complement NT_039618.1 AGGTGGTGCTGACCT 22402169 0610012A05Rik 22403977 22328498 1808 22403805 22360000 1636 22403643 22332461 1474
Chr11 Complement NT_039520.1 AGGTCACCTTGGCCA 32271588 LOC327962 32273224 32269289 1636 32273224 32269289 1636 32273072 32269289 1484
Chr17 Complement NT_039649.1 AGGTCACACTGCCCC 6522958 LOC332226 6524595 6440150 1637 6524595 6440150 1637 6524595 6440150 1637
Chr11 Normal NT_039521.1 AGGTCTTGACGACCC 10084431 Gsdm 10082780 10096137 1651 10082791 10095304 1640 10084490 10094845 -59
Chr4 Complement NT_039266.1 AGGTCACCCTGACAT 13290917 LOC277668 13292557 13285677 1640 13292557 13285677 1640 13292515 13285986 1598
Chr1 Complement NT_039173.1 GGGTCAGAATGAACA 5160471 Col6a3 5214578 5153026 54107 5162112 5153026 1641 5161954 5153757 1483
Chr15 Complement NT_039621.1 TGGTCAATCTGACCA 38332069 6030449J21 38333711 38318471 1642 38333711 38318471 1642 38326111 38318951 -5958
Chr15 Complement NT_039621.1 TCGTCATAATGACCT 16056400 LOC223582 16058042 16057061 1642 16058042 16057061 1642 16058042 16057061 1642
Chr2 Normal NT_039211.1 AGGTCAGGAAGACCC 713721 LOC241813 712079 732208 1642 712079 727025 1642 712079 727025 1642
Chr2 Complement NT_039205.1 GGGTCAGCCTGTCCT 7319847 LOC227685 7321490 7320153 1643 7321490 7320153 1643 7321450 7320153 1603
Chr14 Normal NT_039606.1 TAGTCAGGGTGACCT 770042 Mrpl52 768399 771333 1643 768399 771333 1643 768420 771312 1622
Chr13 Complement NT_039580.1 AGGGCAGTGTGACCC 9150492 Phf2 9152135 9118524 1643 9152135 9120218 1643 9152135 9120373 1643
Chr11 Complement NT_039515.1 GGGTCACCACGACAT 805074 Tcn2 807170 792329 2096 806720 792329 1646 806593 792785 1519
Chr15 Complement NT_039618.1 AGGTGGTGCTGACCT 22402169 0610012A05Rik 22403977 22328498 1808 22403816 22331976 1647 22403643 22332461 1474
Chr19 Normal NT_039684.1 TGGTCAAACTAACCC 615597 3110057M17Rik 613946 620413 1651 613946 615231 1651 613966 614846 1631
Chr9 Normal NT_039482.1 TGGTCATCTTGGCCT 5068958 Acaa1 5066944 5075942 2014 5067307 5075942 1651 5067344 5075942 1614
Chr4 Complement NT_039266.1 AGGTCACCCTGACAT 13080589 E330017M15 13082241 13069081 1652 13082241 13069081 1652 13071933 13069368 -8656
Chr15 Complement NT_039621.1 AGGTCAACTTAACCT 63594445 LOC332131 63596098 63576362 1653 63596098 63576362 1653 63596098 63576362 1653
Chr16 Complement NT_039625.1 AGGTCATGGTGATCA 4618732 Speer2 4620385 4613513 1653 4620385 4613513 1653 4618279 4613704 -453
Chr11 Complement NT_039520.1 AGGGCGAAATGACCC 33601388 Hic1 33603044 33598093 1656 33603044 33598093 1656 33603044 33598908 1656
Chr2 Complement NT_039208.1 AGGTCACCTTCACCT 16044773 LOC228139 16046429 16009750 1656 16046429 16009750 1656 16046241 16010179 1468
Chr16 Complement NT_039624.1 GGGTAGCCATGACCC 14033269 4930451C15Rik 14034926 14018582 1657 14034926 14018582 1657 14034890 14018898 1621
Chr17 Complement NT_039649.1 AGGTCACCTCGATCT 11430733 LOC193740 11432391 11429600 1658 11432391 11429997 1658 11432164 11430239 1431
Chr17 Complement NT_039662.1 AGGTCACCTCGATCT 1220198 LOC279935 1221856 1219065 1658 1221856 1219462 1658 1221629 1219704 1431
Chr10 Normal NT_039491.1 AGCTCAGTGTGACCT 13874385 LOC237321 13872726 13888789 1659 13872726 13888789 1659 13872726 13888789 1659
Chr2 Complement NT_039208.1 AGGTCACAGTGAGCA 18227736 LOC228238 18229396 18227971 1660 18229396 18227971 1660 18229396 18227971 1660
ChrX Normal NT_039713.1 AGATCACTACGACCC 607119 Nap1l3 605459 608313 1660 605459 608313 1660 605857 607491 1262
Chr8 Normal NT_039467.1 GGGTAGAGCTGACCT 33133066 AI448583 33131405 33139360 1661 33131405 33139360 1661 33135314 33138742 -2248
Chr11 Complement NT_039515.1 CGGTCAATTTGAGCT 31567320 Foxi1 31568981 31565233 1661 31568981 31565233 1661 31568915 31566402 1595
Chr11 Normal NT_039521.1 TGCTCAGCCTGACCT 27734616 Galr2 27732408 27735384 2208 27732955 27735130 1661 27732955 27735130 1661
Chr4 Complement NT_039266.1 AGGTCACGAAGACCA 9934498 LOC329969 9936161 9933515 1663 9936161 9933515 1663 9935728 9935237 1230
Chr7 Normal NT_039429.1 GGGTCATTATGATCA 23168008 MOR36-1 23166345 23167334 1663 23166345 23167334 1663 23166345 23167334 1663
Chr17 Complement NT_039656.1 TGGTCACGGTGTCCT 2196001 S3-12-pending 2197664 2192446 1663 2197664 2192446 1663 2197664 2193859 1663
Chr1 Normal NT_039172.1 TGGTCAGGCTGAACC 4395661 A030014E15Rik 4393997 4394792 1664 4393997 4394792 1664 4394064 4394426 1597
Chr8 Complement NT_039467.1 GGGACACTTTGACCT 51193642 LOC234852 51195331 51186837 1689 51195309 51186837 1667 51195243 51188296 1601
Chr17 Normal NT_039658.1 TTGTCAACATGACCC 22388596 4921524J06Rik 22386928 22389342 1668 22386928 22389342 1668 22386975 22389215 1621
Chr13 Complement NT_039590.1 AGGCCACCATGACCT 9181783 LOC218523 9183451 9146398 1668 9183451 9146398 1668 9183451 9146398 1668
Chr10 Normal NT_039491.1 AGGTGAATATGACCT 12437159 LOC237315 12435490 12457848 1669 12435490 12457848 1669 12435490 12457848 1669
Chr4 Normal NT_039266.1 TGTTCACGTTGACCT 2700793 WAVE2 2653258 2722482 47535 2699124 2719257 1669 2699236 2718627 1557
Chr13 Complement NT_039586.1 GGGACACATTGACCT 5423738 LOC238663 5425408 5419588 1670 5425408 5419588 1670 5425376 5419632 1638
Chr3 Normal NT_039227.1 AGGTAACACTGACCT 674951 LOC329604 673281 675458 1670 673281 675458 1670 674925 675233 26
Chr10 Normal NT_039492.1 AGGTCACAACGACTT 1365093 Vnn3 1363422 1381822 1671 1363422 1381822 1671 1363504 1381640 1589
Chr11 Complement NT_039521.1 TGGTCAGGGTGAACC 10191578 Nr1d1 10193804 10186362 2226 10193251 10186362 1673 10193177 10186649 1599
Chr6 Normal NT_039341.1 CAGTCAGGTTGACCT 11536555 Clcn1 11534881 11562950 1674 11534881 11562950 1674 11534963 11562472 1592
Chr11 Complement NT_039521.1 GGGCCGGAGTGACCC 18891261 1110020B03Rik 18893035 18633671 1774 18892936 18634343 1675 18892175 18634890 914
Chr8 Complement NT_039467.1 TGTTCATTCTGACCT 32239211 LOC234663 32240888 32215770 1677 32240888 32215770 1677 32240642 32218856 1431
Chr8 Normal NT_039457.1 GGGTCAGGTTGATCA 3081719 LOC244428 3080042 3091382 1677 3080042 3091382 1677 3080042 3091382 1677
Chr2 Complement NT_039210.1 GGGTCACTATGCCCG 12601624 LOC241770 12603302 12537341 1678 12603302 12537341 1678 12603302 12537341 1678
Chr2 Normal NT_039211.1 AGTTCAGGCTGACCT 3252696 Vapb 3250897 3614132 1799 3251018 3289869 1678 3251018 3289869 1678
Chr7 Complement NT_039400.1 AGGTCATATTGTCCA 568918 LOC232941 570598 567225 1680 570598 567225 1680 570576 567616 1658
Chr5 Complement NT_039307.1 AGGTAGGGATGACCT 12794529 LOC243092 12796209 12795889 1680 12796209 12795889 1680 12796209 12795889 1680
Chr1 Complement NT_039186.1 AGGTCAACCTGACCT 2165116 LOC269147 2166796 2159493 1680 2166796 2159493 1680 2166718 2160040 1602
Chr13 Normal NT_039589.1 GGGTCCTTATGACCC 12420912 LOC331951 12419231 12429630 1681 12419231 12429630 1681 12419231 12429630 1681
Chr3 Complement NT_039234.1 AGGTTGTGATGACCT 18764354 Lrat 18766035 18757074 1681 18766035 18757469 1681 18765777 18759038 1423
Chr17 Normal NT_039658.1 AGGTCAGCCTGATCT 12498040 LOC225022 12496357 12506608 1683 12496357 12506608 1683 12498685 12506040 -645
Chr10 Normal NT_039500.1 GGGCCATTTTGACCA 27006947 LOC331678 27005263 27215208 1684 27005263 27215208 1684 27005294 27215208 1653
Chr13 Normal NT_039579.1 AGGTCACCATGATCT 876809 LOC238571 875124 887266 1685 875124 887266 1685 875124 887266 1685
Chr4 Normal NT_039264.1 GGGACATCATGACCC 7767742 LOC272082 7766056 7804853 1686 7766056 7804853 1686 7766056 7804853 1686
Chr17 Normal NT_039655.1 GGGTCATTATGTCCA 7957248 Trem1 7955517 7967715 1731 7955562 7967715 1686 7955573 7967429 1675
Chr11 Normal NT_039521.1 GGGTCATCTTGACCC 26305199 3200002M13Rik 26303487 26322003 1712 26303512 26320552 1687 26314956 26320132 -9757
Chr17 Normal NT_039643.1 AGGTAAGTTTGACCT 4160419 V1rf4 4158732 4159736 1687 4158732 4159736 1687 4158732 4159736 1687
Chr16 Complement NT_039624.1 TCGTCACTATGACCC 43144580 LOC208182 43146268 43145729 1688 43146268 43145729 1688 43146268 43145729 1688
Chr7 Complement NT_039395.1 GGGTCACAGCGACTT 523897 2600011L02Rik 525586 516287 1689 525586 516287 1689 525424 516287 1527
Chr6 Normal NT_039347.1 AGCTCATAGTGACCT 539679 LOC243465 537990 538575 1689 537990 538575 1689 537990 538575 1689
Chr10 Complement NT_039496.1 AGGTCAGGATGCCCA 6513951 Btbd2 6518963 6512851 5012 6515642 6512859 1691 6515598 6513764 1647
Chr9 Normal NT_039474.1 AGGTCAGACTGAGCC 5969738 LOC235427 5968046 6004307 1692 5968046 6004307 1692 5968114 6003997 1624
Chr11 Complement NT_039520.1 GGGTCAGCCTCACCT 28657894 Alox15 28659597 28651733 1703 28659587 28652125 1693 28659587 28652125 1693
Chr12 Complement NT_039549.1 AGGCCACGATGACCG 3050268 LOC217515 3051961 3048805 1693 3051961 3048805 1693 3051477 3050662 1209
Chr7 Normal NT_039433.1 GGGTCAAGGGGACCT 19367495 LOC333242 19365801 19414526 1694 19365801 19414526 1694 19365824 19414526 1671
Chr5 Complement NT_039312.1 AGGTCACTGTGGCCT 7312640 Dtx1 7330982 7299135 18342 7314336 7299135 1696 7314040 7300014 1400
ChrX Complement NT_039711.1 GGGTCATCTCGAACC 7316709 Cited1 7318407 7313625 1698 7318407 7313625 1698 7314866 7313701 -1843
Chr2 Normal NT_039205.1 GGGTCACCATGTCCC 7871949 0610011H20Rik 7870088 7925667 1861 7870250 7878361 1699 7870271 7877012 1678
Chr8 Complement NT_039467.1 CTGTCAGCATGACCT 32239189 LOC234663 32240888 32215770 1699 32240888 32215770 1699 32240642 32218856 1453
Chr14 Complement NT_039609.1 AGGTCAACATGACAG 20348389 LOC239271 20350089 20256589 1700 20350089 20256589 1700 20350089 20256589 1700



Chr13 Complement NT_039578.1 GGGTCAACTTGACAC 16729768 LOC331918 16731468 16686188 1700 16731468 16686188 1700 16731468 16686188 1700
Chr12 Complement NT_039551.1 AGGTCAGTGGGACCT 29371171 C130039O16 29372872 29338430 1701 29372872 29338430 1701 29372872 29338430 1701
Chr7 Normal NT_039385.1 AGGTGATGCTGACCC 821231 LOC243821 819527 834499 1704 819527 834499 1704 821135 834317 96
Chr11 Normal NT_039515.1 AGGTCAGCCCGAGCC 8621302 LOC270818 8619598 8635332 1704 8619598 8635332 1704 8619598 8635332 1704
Chr4 Complement NT_039261.1 AGGACAAATTGACCA 8433835 LOC332889 8435539 8405098 1704 8435539 8405098 1704 8435539 8405098 1704
Chr17 Normal NT_039649.1 GGATCGTCCTGACCC 210017 Cldn6 208312 211367 1705 208312 211367 1705 209989 210648 28
Chr13 Complement NT_039578.1 GGGTCAAATTCACCT 10973508 LOC328209 10975213 10832198 1705 10975213 10832198 1705 10975041 10833726 1533
ChrX Complement NT_039700.1 AGTTCAGCCTGACCT 12253663 Uxt 12255424 12245069 1761 12255368 12245327 1705 12255181 12245374 1518
Chr8 Complement NT_039467.1 AGGTCACAGTGACAG 37838814 Chst4 37840926 37830410 2112 37840520 37830410 1706 37832236 37831070 -6578
Chr2 Complement NT_039206.1 GAGTCAGTGTGACCA 1561653 LOC329389 1563359 1561037 1706 1563359 1561037 1706 1563359 1561037 1706
Chr15 Normal NT_039621.1 CGGTCATCGTGGCCT 50282604 LOC223773 50280896 50284077 1708 50280896 50284077 1708 50281279 50282130 1325
Chr3 Normal NT_039242.1 TGGTCACTCAGACCT 24124556 LOC329779 24122848 24198462 1708 24122848 24198462 1708 24122848 24198462 1708
Chr11 Complement NT_039520.1 TGGTTAATTTGACCT 29615547 LOC237828 29617256 29550096 1709 29617256 29550096 1709 29617256 29550096 1709
Chr10 Complement NT_039500.1 AGGTCAACTTGATCC 13737199 LOC237499 13738909 13725005 1710 13738909 13725005 1710 13738909 13725005 1710
Chr9 Normal NT_039471.1 AGGTCACAGTGACAC 5681566 LOC330881 5679856 5681927 1710 5679856 5681927 1710 5681367 5681678 199
Chr7 Complement NT_039433.1 AGATCAAGTTGACCT 20988317 D830044I16Rik 20990618 20986242 2301 20990030 20986242 1713 20989907 20989404 1590
Chr15 Normal NT_039618.1 AGGTCAATATGAACA 13062263 LOC271256 13060550 13183679 1713 13060550 13183679 1713 13060550 13183679 1713
Chr5 Complement NT_039308.1 CGGTCATGATGACCA 13933005 LOC231594 13934720 13932628 1715 13934720 13932628 1715 13934720 13932628 1715
Chr6 Normal NT_039358.1 AGGTCACTCTGTCCC 756855 LOC333162 755140 782345 1715 755140 782345 1715 755140 782345 1715
Chr1 Complement NT_039185.1 AGGTCAGGCTGACTT 14880778 Dusp12 14882494 14870531 1716 14882494 14871222 1716 14882439 14871442 1661
ChrX Normal NT_039716.1 CGGTCTCGCTGACCT 5060238 LOC331538 5058522 5063184 1716 5058522 5063184 1716 5062441 5062773 -2203
Chr17 Normal NT_039649.1 AGGTCATTACGTCCC 9013968 4732474A20Rik 9012251 9054368 1717 9012251 9054368 1717 9029585 9053527 -15617
Chr11 Normal NT_039521.1 AGGTGGTTATGACCT 32881777 9030012M21 32880060 32889946 1717 32880060 32889946 1717 32880122 32888419 1655
Chr9 Complement NT_039472.1 AGCTCAGGCTGACCT 8571521 Rab3d 8573300 8562609 1779 8573238 8562627 1717 8571049 8565601 -472
Chr4 Complement NT_039266.1 GGGTCAGGTTGACAG 6424644 C1qa 6426364 6423435 1720 6426364 6423435 1720 6425354 6423671 710
Chr3 Normal NT_039238.1 AGGTCAGTCTGGCCT 895737 Tcfl1 893987 905881 1750 894016 905881 1721 894043 905725 1694
Chr6 Complement NT_039347.1 GGGTCAGCATCACCT 538307 LOC232072 540029 539454 1722 540029 539454 1722 540016 539454 1709
Chr8 Normal NT_039455.1 AGGTCAAGAAGACCC 110371 1810033B17Rik 108647 112150 1724 108647 112150 1724 108673 111236 1698
Chr5 Complement NT_039314.1 GGGTGAATATGACCA 4982329 Wbscr5 4984053 4969065 1724 4984053 4969065 1724 4977951 4971634 -4378
Chr5 Normal NT_039318.1 TGGTCTTGTTGACCC 304683 LOC231876 302958 313334 1725 302958 313334 1725 302974 311303 1709
Chr8 Normal NT_039467.1 AGGTGATATTGACCA 22321754 6330544B05Rik 22319872 22332204 1882 22320027 22327692 1727 22320136 22326390 1618
Chr2 Complement NT_039207.1 AGGTCAGCGTGAGCA 552011 LOC195492 553739 538307 1728 553739 538307 1728 553739 538307 1728
Chr3 Normal NT_039227.1 AGGTCATCCAGACCC 9396471 LOC332735 9394743 9423610 1728 9394743 9423610 1728 9394743 9423610 1728
Chr2 Complement NT_039212.1 GGGACAAACTGACCC 2435499 Cables2-pending 2437260 2422304 1761 2437229 2423525 1730 2437229 2423807 1730
Chr9 Complement NT_039474.1 GGGTCAAGATTACCT 243063 LOC270162 244794 181839 1731 244794 181839 1731 216889 182296 -26174
Chr4 Normal NT_039264.1 TTGTCAACTTGACCT 8950298 LOC329914 8948567 8950861 1731 8948567 8950861 1731 8950421 8950816 -123
ChrX Complement NT_039708.1 GTGTCAAACTGACCT 973166 2310005K03Rik 975495 966380 2329 974898 966380 1732 970392 966731 -2774
ChrX Complement NT_039745.1 GTGTCAAACTGACCT 892785 2310005K03Rik 895114 885972 2329 894517 885972 1732 890004 886323 -2781
Chr4 Normal NT_039266.1 GGGTCTCACTGACCC 5384999 Nssr 5382854 5397004 2145 5383266 5397004 1733 5383334 5394293 1665
Chr10 Complement NT_039492.1 AGGTCAGGATGACAG 22346751 LOC213785 22348485 22279775 1734 22348485 22279775 1734 22348485 22279775 1734
Chr19 Complement NT_039692.1 ATGTCAGTTTGACCC 15779724 2410077I05Rik 15781460 15761871 1736 15781460 15761871 1736 15781312 15766083 1588
Chr7 Complement NT_039429.1 AGGTCATTTTGACTT 7689137 4921513D09Rik 7690873 7653028 1736 7690873 7653028 1736 7690504 7653385 1367
Chr8 Normal NT_039467.1 GGGTGACCTTGACCC 57018342 LOC234881 57016606 57019797 1736 57016606 57019797 1736 57016657 57019797 1685
Chr9 Normal NT_039474.1 AGGTCATTAAGACCG 21742715 Bcl2l10 21740921 21744832 1794 21740978 21744832 1737 21741095 21744325 1620
Chr2 Normal NT_039209.1 TGATCACATTGACCC 25006867 Dutp 25004671 25034577 2196 25005130 25015903 1737 25005153 25014818 1714
Chr2 Normal NT_039210.1 AGGTCAGCGTGGCCT 13481459 4921517A06Rik 13479721 13501406 1738 13479721 13496666 1738 13479883 13496228 1576
Chr3 Normal NT_039235.1 CGGTCATCGTGGCCT 204825 LOC229549 203087 206301 1738 203087 206301 1738 204498 205022 327
Chr4 Normal NT_039258.1 AGCTCAGGCTGACCC 11807046 AI790744 11805303 11826251 1743 11805303 11826251 1743 11805479 11822877 1567
Chr16 Normal NT_039625.1 AGGTCATGCTGACCA 25272002 LOC332202 25270259 25294129 1743 25270259 25294129 1743 25270259 25294129 1743
Chr7 Normal NT_039447.1 AGGTCACTGTCACCC 14467 Ercc2 12454 26023 2013 12722 24775 1745 12722 24775 1745
Chr18 Normal NT_039674.1 AGGTCGACGTGACAT 58277988 LOC207408 58276242 58282862 1746 58276242 58282862 1746 58276542 58282070 1446
ChrX Complement NT_039718.1 AGGTCATCGTGACTA 5432838 LOC270660 5434584 5432294 1746 5434584 5432294 1746 5434227 5433376 1389
Chr7 Complement NT_039433.1 AGGTCAGTTTGAGCT 11718698 2610207I05Rik 11720446 11706427 1748 11720446 11706427 1748 11720427 11710658 1729
Chr7 Normal NT_039407.1 GGGTGGGGCTGACCT 1744854 MGC32391 1742655 1744958 2199 1743106 1744958 1748 1743615 1744784 1239
Chr8 Normal NT_039467.1 AGGTCATGATGATCA 38907983 4930402E16Rik 38906233 38948652 1750 38906233 38948652 1750 38913445 38946590 -5462
Chr1 Complement NT_039170.1 GGGTCAAATTGTCCT 15098763 9530018I07Rik 15100514 15096775 1751 15100514 15096775 1751 15100138 15099647 1375
Chr11 Complement NT_039521.1 GGCTCACACTGACCT 32496326 Cd7 32498077 32495410 1751 32498077 32495410 1751 32498024 32495702 1698
Chr8 Normal NT_039467.1 AGGTCACTGCGACTT 19315033 LOC234550 19313282 19363998 1751 19313282 19363998 1751 19313282 19363998 1751
Chr10 Normal NT_039500.1 AGGTCACCTTGACCT 1210197 LOC270760 1208446 1213703 1751 1208446 1213703 1751 1208446 1213703 1751
Chr9 Normal NT_039472.1 GGGTCAAAGTGTCCC 7686654 Icam4 7684900 7686039 1754 7684900 7685940 1754 7684900 7685940 1754
Chr2 Normal NT_039206.1 CTGTCATGGTGACCC 637031 D230039K05Rik 635276 690887 1755 635276 689486 1755 635335 689486 1696
Chr11 Complement NT_039520.1 AGTTCACTTTGACCT 40820865 LOC327977 40822620 40818076 1755 40822620 40818076 1755 40820095 40819721 -770
Chr6 Normal NT_039343.1 AGGTGACTGTGACCA 5746942 1700026N20Rik 5684562 6008127 62380 5745186 6008127 1756 5745739 6006578 1203
Chr15 Complement NT_039621.1 TGGTCAATGAGACCC 37578980 AA591047 37580736 37569041 1756 37580736 37576635 1756 37580721 37577830 1741
Chr7 Complement NT_039418.1 AGGTCACAGTGAGCG 353757 LOC234441 355513 353690 1756 355513 353690 1756 354772 354272 1015
Chr10 Complement NT_039498.1 TGGTCAGAGTGGCCT 3477131 LOC327787 3478887 3459077 1756 3478887 3459077 1756 3478887 3459077 1756
Chr16 Normal NT_039625.1 TGGTCATGGTGACCT 21836209 LOC239923 21834450 21926181 1759 21834450 21926181 1759 21834450 21926181 1759
Chr9 Complement NT_039482.1 CGATCATATTGACCT 6705108 LOC215455 6706868 6666268 1760 6706868 6666268 1760 6706868 6666268 1760
Chr9 Normal NT_039474.1 AGGTAAGGCTGACCT 867583 Idh3a 865788 883992 1795 865822 883121 1761 865849 882697 1734
Chr2 Complement NT_039210.1 GGGTCTCACTGACCA 12535101 LOC329556 12536862 12533196 1761 12536862 12533196 1761 12534558 12534208 -543
Chr18 Complement NT_039674.1 ATGTCACAGTGACCT 2134270 LOC271487 2136033 2104133 1763 2136033 2104133 1763 2136033 2104133 1763
Chr8 Normal NT_039467.1 GGGTCACAGTGTCCT 50554874 Ris2 50553084 50558623 1790 50553111 50558202 1763 50553125 50557723 1749
Chr5 Normal NT_039307.1 TTGTCACAGTGACCT 16178480 Vdp-pending 16176696 16241702 1784 16176717 16241702 1763 16176877 16240845 1603
Chr17 Complement NT_039649.1 CTGTCATCTTGACCT 795633 LOC328775 797398 795760 1765 797398 795760 1765 796971 795785 1338
Chr2 Normal NT_039211.1 GGGTCACATAGACCA 1844041 2010011I20Rik 1842221 1879084 1820 1842273 1850533 1768 1842298 1849438 1743
Chr1 Normal NT_039170.1 TGGTCAGTGTGAGCT 18344638 4932415O19 18342870 18430426 1768 18342870 18430426 1768 18343408 18429159 1230
Chr9 Complement NT_039474.1 AAGTCACAGTGACCC 4534530 Pml 4536402 4504426 1872 4536301 4504902 1771 4536216 4506144 1686
Chr13 Complement NT_039590.1 TGGTCTTACTGACCT 7363981 1190005P08Rik 7365756 7340545 1775 7365756 7340545 1775 7365747 7341064 1766
Chr10 Normal NT_039495.1 AGCTCAGGCTGACCT 3237046 MGC25719 3234678 3342387 2368 3235271 3342387 1775 3241806 3340429 -4760
Chr13 Complement NT_039589.1 GGGTAGTACTGACCT 17022640 LOC193500 17024416 17024081 1776 17024416 17024081 1776 17024416 17024081 1776
Chr11 Normal NT_039515.1 CGGGCAGGTTGACCT 1774379 Fmip 1772602 1806124 1777 1772602 1806124 1777 1777070 1805997 -2691
Chr16 Normal NT_039625.1 AGGTCATGGAGACCC 22820140 4930590A17Rik 22789437 22853136 30703 22818362 22853136 1778 22852795 22853094 -32655
Chr2 Normal NT_039212.1 AGATCATACTGACCT 2284915 C130070J12Rik 2283094 2340049 1821 2283137 2326222 1778 2300840 2325355 -15925
Chr2 Normal NT_039217.1 AGGTCAGAATGTCCT 31333 LOC333765 29551 96151 1782 29551 30960 1782 30239 30721 1094
Chr7 Complement NT_039433.1 AGGTCACTCTGAGCT 21135989 2410027J01Rik 21137969 21123016 1980 21137772 21123016 1783 21137728 21123268 1739
Chr5 Complement NT_039314.1 AGGTCAACCTGAGCT 6745355 Cutl1 6942695 6627395 197340 6747138 6646082 1783 6737110 6647971 -8245
Chr6 Normal NT_039350.1 GGGTCAGGTTGCCCT 13070201 Gcs1 13068343 13071545 1858 13068418 13071545 1783 13068418 13071545 1783
Chr6 Normal NT_039356.1 AGGTGGCTGTGACCC 3333227 1110014F12Rik 3331296 3400015 1931 3331443 3397027 1784 3356590 3396836 -23363
Chr4 Normal NT_039260.1 GGGACAGGCTGACCT 2989522 1300002K09Rik 2987594 3025782 1928 2987738 3025782 1784 2987856 3024177 1666
Chr6 Complement NT_039356.1 GGGGCACGTTGACCG 2072310 Kcna1 2074094 2069679 1784 2074094 2070954 1784 2072637 2071150 327
Chr19 Normal NT_039687.1 AGGTCTCATTGACCA 6708674 Gnaq 6706685 6967399 1989 6706888 6967399 1786 6706923 6967061 1751
Chr5 Normal NT_039316.1 AGGTCAGATTGATCT 3823621 C330006K01Rik 3818757 3833945 4864 3821834 3833945 1787 3823015 3832721 606
ChrX Complement NT_039715.1 AGGTAGGCCTGACCT 5237489 Btk 5239278 5198350 1789 5239278 5198350 1789 5230111 5198703 -7378
Chr17 Normal NT_039658.1 CTGTCAACTTGACCT 7379399 Ehd3 7377609 7404843 1790 7377609 7404838 1790 7377980 7403293 1419
Chr8 Complement NT_039460.1 TGGTCACCATGACTC 2433651 LOC330756 2435441 2431789 1790 2435441 2431789 1790 2432269 2431997 -1382



Chr5 Complement NT_039312.1 CGGTCAATCTGACAT 1950404 LOC330175 1952195 1950292 1791 1952195 1950292 1791 1951350 1951078 946
Chr9 Complement NT_039482.1 GGGTCAGCAGGACCC 5565018 Scn11a 5566809 5495183 1791 5566809 5495183 1791 5561237 5495670 -3781
Chr18 Complement NT_039674.1 GGGTAGCTCTGACCC 11880604 LOC332283 11882397 11880326 1793 11882397 11880326 1793 11882397 11880326 1793
Chr17 Complement NT_039649.1 TGGGCAGATTGACCT 11659567 Tnf 11661370 11658748 1803 11661362 11658756 1795 11661206 11659511 1639
Chr17 Complement NT_039662.1 TGGGCAGATTGACCT 1449886 Tnf 1451689 1449067 1803 1451681 1449075 1795 1451525 1449830 1639
Chr17 Normal NT_039650.1 AGGTCACGGAGACCA 1074870 LOC224754 1073071 1124654 1799 1073071 1124654 1799 1073071 1124654 1799
Chr17 Complement NT_039661.1 AGGCCAGCATGACCT 476005 LOC333724 477804 476325 1799 477804 476325 1799 476951 476538 946
Chr11 Normal NT_039521.1 TGGTCACATTGACAC 14525733 2010015A21Rik 14523932 14534433 1801 14523932 14534433 1801 14525797 14533895 -64
Chr11 Complement NT_039520.1 AGGTCAACCTGAGCT 34675377 2700085E05Rik 34677250 34655035 1873 34677181 34655035 1804 34677169 34655491 1792
Chr5 Complement NT_039334.1 TGGTCACTGTGACCG 224813 LOC333783 226617 165347 1804 226617 165347 1804 204503 175289 -20310
Chr10 Normal NT_039513.1 AGGTCAATCTGAGCC 148262 Cradd 146419 296875 1843 146455 296868 1807 147669 295937 593
Chr8 Complement NT_039455.1 GGGTCAGGGTGGCCA 389528 Cd209c-pending 399269 384766 9741 391338 384766 1810 390383 384824 855
Chr3 Normal NT_039230.1 AGGTCAAGCAGACCA 1867702 LOC229276 1865891 1867120 1811 1865891 1867120 1811 1866349 1866939 1353
ChrX Normal NT_039700.1 GGGTCACTGTGAACA 178690 LOC278179 176879 192809 1811 176879 192809 1811 176879 192809 1811
Chr7 Normal NT_039407.1 GGGTCAAGCTGGCCT 1736714 2310004L02Rik 1734902 1741018 1812 1734902 1741018 1812 1736418 1740360 296
Chr16 Complement NT_039624.1 AGTTCATCGTGACCC 13602165 Sdf2l1 13604026 13601796 1861 13603977 13601796 1812 13603964 13602161 1799
Chr10 Complement NT_039502.1 AGCTCAATGTGACCC 4896651 LOC216440 4898465 4872996 1814 4898465 4876465 1814 4898449 4876721 1798
Chr4 Complement NT_039262.1 AGGTGAGCATGACCA 24204255 LOC269552 24206073 24166809 1818 24206073 24166809 1818 24206073 24166809 1818
Chr5 Complement NT_039316.1 GGTTCAGGGTGACCC 2219306 2410011D02Rik 2221126 2207133 1820 2221126 2207133 1820 2221026 2207464 1720
Chr11 Complement NT_039521.1 AGGCCAACCTGACCT 27712903 2610024I03Rik 27725601 27696636 12698 27714724 27696636 1821 27712364 27697172 -539
Chr10 Complement NT_039500.1 GGCTCAGATTGACCT 8731675 Cradd 8733757 8583751 2082 8733496 8583758 1821 8732282 8584689 607
Chr5 Normal NT_039301.1 TGGCCAGCCTGACCC 537457 1110039B18Rik 533095 541861 4362 535634 540958 1823 536052 540287 1405
Chr18 Complement NT_039674.1 AGGCCACTCTGACCT 71187875 8430417G19Rik 71189699 71187643 1824 71189699 71187643 1824 71189309 71188944 1434
Chr6 Complement NT_039343.1 TGGTCAGTGTGAACC 6613403 LOC213761 6615227 6604273 1824 6615227 6604273 1824 6615227 6604273 1824
Chr11 Normal NT_039521.1 AGGTCAACCTGACTC 16825716 LOC217243 16823892 16830995 1824 16823892 16830995 1824 16824205 16830952 1511
Chr2 Normal NT_039212.1 TGCTCACTCTGACCT 616535 LOC332711 614711 1141764 1824 614711 653897 1824 614711 653897 1824
Chr5 Normal NT_039302.1 AGGTCACTGTGACAT 1494030 LOC330066 1492205 1495442 1825 1492205 1495442 1825 1493801 1494130 229
Chr17 Normal NT_039649.1 AGGGCAACCTGACCT 11010171 Notch4 11008284 11032865 1887 11008346 11032865 1825 11008462 11032354 1709
Chr17 Normal NT_039662.1 AGGGCAACCTGACCT 814948 Notch4 813061 837265 1887 813123 837265 1825 813239 836754 1709
Chr5 Complement NT_039302.1 AGGTAAACCTGACCG 3007679 4631428G15 3009505 2999579 1826 3009505 2999579 1826 3008893 2999707 1214
Chr8 Complement NT_039464.1 AAGTCAGCACGACCT 418774 C630025L14 426035 417512 7261 420600 417512 1826 418107 417776 -667
Chr1 Complement NT_039186.1 GGTTCAAAGTGACCC 13939 LOC192690 15765 10376 1826 15765 10376 1826 15765 10376 1826
Chr13 Complement NT_039586.1 GGCTCACAACGACCT 5397816 1700013B16Rik 5399644 5393586 1828 5399644 5393586 1828 5399597 5394298 1781
Chr2 Normal NT_039206.1 AGGTCTTTTTGACCA 3200679 LOC332586 3198851 3229096 1828 3198851 3215724 1828 3198851 3215724 1828
Chr2 Normal NT_039209.1 AGCTCAGAATGACCT 18738830 LOC269335 18737000 18768626 1830 18737000 18737509 1830 18737066 18737206 1764
Chr11 Complement NT_039521.1 GAGTCATTGTGACCC 6234248 LOC276973 6236078 6231228 1830 6236078 6231228 1830 6235811 6231324 1563
Chr17 Normal NT_039666.1 AGGACACTGTGACCA 337232 LOC280270 335402 344373 1830 335402 344373 1830 335402 344373 1830
Chr7 Normal NT_039413.1 AGTTCAGGCTGACCT 3323106 1700020L13Rik 3321275 3331420 1831 3321275 3331420 1831 3321586 3330925 1520
Chr5 Complement NT_039308.1 GGGTGAAGACGACCT 9642188 E430029F06 9644019 9452040 1831 9644019 9452040 1831 9641440 9453177 -748
Chr4 Normal NT_039265.1 AGGACAGGCTGACCT 1153886 Bmp8b 1152050 1178986 1836 1152054 1172980 1832 1152240 1171426 1646
Chr7 Complement NT_039420.1 TGGTCATCCTGGCCC 3095511 Ush1c 3097344 3054212 1833 3097344 3054212 1833 3097318 3054577 1807
Chr6 Normal NT_039341.1 GGGTCATATTTACCT 11655074 LOC269847 11653240 11654557 1834 11653240 11654557 1834 11653240 11654557 1834
Chr6 Normal NT_039353.1 GGGTCAACTTGACAC 19893089 LOC243607 19891254 19968713 1835 19891254 19968713 1835 19891254 19968713 1835
Chr9 Normal NT_039473.1 AGGTCAGCCTGATCT 575721 LOC330931 573886 575504 1835 573886 575504 1835 573886 575504 1835
Chr12 Complement NT_039551.1 AGCTCAGGTTGACCT 25278675 LOC328131 25280512 25217270 1837 25280512 25217270 1837 25220362 25220075 -58313
Chr5 Complement NT_039308.1 GGGTGAAGACGACCT 9642188 Mpa2 9644025 9410762 1837 9644025 9410762 1837 9641458 9411466 -730
Chr2 Normal NT_039209.1 GGGTCACTCTGAGCT 44348157 2810411G20Rik 44346263 44409286 1894 44346319 44353718 1838 44346409 44357234 1748
Chr4 Complement NT_039266.1 AGGCCAGCTTGACCT 6956197 Ela3b 6958035 6948523 1838 6958035 6948527 1838 6958016 6948591 1819
Chr4 Normal NT_039268.1 AGGTCAGTTTAACCT 2768476 Eno1 2766104 2778258 2372 2766638 2778258 1838 2768865 2777938 -389
Chr2 Normal NT_039210.1 GGGTCAGACTGACCT 12113754 MGC28116 12111889 12246343 1865 12111916 12127389 1838 12111984 12127365 1770
ChrX Complement NT_039718.1 AGGTCCACTTGACCA 2860078 LOC278202 2861918 2849288 1840 2861918 2849288 1840 2861918 2849288 1840
Chr18 Normal NT_039674.1 GGGTAGGGGTGACCT 62429934 Nedd4l 62292219 62624102 137715 62428094 62622340 1840 62565189 62622016 -135255
Chr19 Complement NT_039689.1 AGGCCACTCTGACCA 5792569 LOC269083 5794411 5735340 1842 5794411 5735340 1842 5794411 5791662 1842
Chr2 Complement NT_039205.1 AGGTCATCCTGTCCA 3021878 Traf2 3023720 2994772 1842 3023720 2994772 1842 3015843 2996200 -6035
Chr4 Normal NT_039260.1 AGGCCAGGTTGACCT 2939749 Aldh1b1 2937827 2943379 1922 2937905 2943379 1844 2941242 2942801 -1493
Chr6 Normal NT_039350.1 GGGTCACCCTGACTT 11994223 LOC232146 11991749 12044763 2474 11992379 12044763 1844 12022824 12043829 -28601
Chr1 Complement NT_039182.1 AGGTCAACTTGATCC 332593 LOC214421 334439 324758 1846 334439 324758 1846 334439 324758 1846
Chr12 Normal NT_039551.1 TTGTCATTGTGACCT 13880013 LOC238227 13878167 13957974 1846 13878167 13957974 1846 13878167 13957974 1846
Chr10 Normal NT_039500.1 GGGTCACCATGCCCT 7303482 4930471D02Rik 7301634 7306432 1848 7301634 7306432 1848 7304943 7305218 -1461
Chr15 Normal NT_039621.1 AGGTCATGGTGTCCA 51074638 Acr 51072750 51079048 1888 51072786 51078852 1852 51072786 51078852 1852
Chr4 Complement NT_039265.1 CAGTCAGAATGACCT 3615659 LOC215143 3617513 3555756 1854 3617513 3555756 1854 3617513 3555756 1854
Chr15 Complement NT_039621.1 TGGTCATTTGGACCT 53081990 LOC239606 53083844 53052833 1854 53083844 53052833 1854 53083710 53054070 1720
Chr12 Complement NT_039539.1 GGGTCGCGCAGACCT 8333851 9530020I12Rik 8335706 8333693 1855 8335706 8333693 1855 8334052 8333777 201
Chr4 Normal NT_039268.1 AGGGCAGGCTGACCA 8669824 LOC230996 8667969 8685241 1855 8667969 8685241 1855 8675012 8683494 -5188
Chr8 Normal NT_039467.1 CGGTCTGCCTGACCC 4557457 LOC330803 4555602 4557263 1855 4555602 4557263 1855 4555795 4556085 1662
Chr2 Normal NT_039209.1 GGGTCACTCTGAGCT 44348157 2810411G20Rik 44346263 44409286 1894 44346301 44357809 1856 44346409 44357234 1748
Chr12 Complement NT_039553.1 TTGTCACATTGACCC 4966195 LOC214663 4968164 4958180 1969 4968051 4958180 1856 4967987 4959032 1792
Chr11 Complement NT_039536.1 AGGTAAAACTGACCT 132748 2210403B10Rik 134784 132554 2036 134606 132865 1858 134606 132865 1858
Chr14 Normal NT_039606.1 GGGTCACAAGGACCT 1713673 LOC219082 1711815 1726313 1858 1711815 1726313 1858 1711815 1726313 1858
Chr12 Normal NT_039548.1 AGGACAGTTTGACCT 6762204 LOC331815 6760346 6827779 1858 6760346 6827779 1858 6760346 6827779 1858
Chr11 Normal NT_039515.1 AGGTCAGTTTTACCT 1937427 2210403B10Rik 1935387 1937635 2040 1935565 1937324 1862 1935565 1937324 1862
Chr13 Normal NT_039573.1 AGATCAGGCTGACCC 310939 Gdi3 308911 337952 2028 309077 336076 1862 309107 336053 1832
Chr12 Normal NT_039563.1 AGGTCAGTCTGACAG 1442887 LOC213614 1441024 1544706 1863 1441024 1544706 1863 1441024 1544706 1863
Chr1 Complement NT_039188.1 GGGTCAGCATGATCA 1425414 LOC226740 1427279 1425931 1865 1427279 1425931 1865 1427252 1426770 1838
Chr4 Complement NT_039266.1 ATGTCGGGCTGACCC 8269938 5730509E04Rik 8271804 8244474 1866 8271804 8253175 1866 8256000 8255167 -13938
Chr17 Complement NT_039657.1 GGGTCACCCTGACTG 230616 Nrtn 232483 226131 1867 232483 226131 1867 227283 226218 -3333
Chr2 Complement NT_039209.1 GGATCAGGCTGACCT 21095596 LOC228563 21104007 21089293 8411 21097466 21095992 1870 21097428 21096195 1832
Chr9 Normal NT_039482.1 GGGTCAAACTGCCCT 6328196 LOC215452 6326325 6331660 1871 6326325 6331660 1871 6326325 6331660 1871
Chr1 Complement NT_039170.1 AGGTCAGCCTGAGCT 36843896 4733401O11Rik 36845769 36767697 1873 36845769 36770242 1873 36818549 36770554 -25347
Chr6 Normal NT_039356.1 AGGTCGTAGTGAACT 2849215 LOC330424 2847342 2848539 1873 2847342 2848539 1873 2847465 2847743 1750
Chr8 Complement NT_039467.1 TGTTCATCTTGACCT 38955278 LOC330841 38957152 38954892 1874 38957152 38954892 1874 38956996 38956559 1718
Chr5 Normal NT_039314.1 GGGCCAGCCTGACCT 65341 1810010E01Rik 63444 68640 1897 63466 66181 1875 63493 65993 1848
Chr2 Normal NT_039206.1 TGGTCATGTTGACCG 1354489 Gsn 1326531 1651648 27958 1352614 1378064 1875 1354086 1377838 403
Chr18 Normal NT_039674.1 GGGTCACTTTGACTT 42828098 Kcnn2 42535017 42952958 293081 42826223 42952816 1875 42826223 42952478 1875
Chr13 Normal NT_039590.1 TGGTCACAGTGATCC 16140568 LOC271156 16138693 16159352 1875 16138693 16159352 1875 16138693 16159352 1875
Chr5 Normal NT_039299.1 GGGCCACAATGACCA 7649337 LOC242879 7647460 7676773 1877 7647460 7676773 1877 7647460 7676773 1877
Chr2 Normal NT_039205.1 AGGGCAGGCTGACCA 7714012 LOC241296 7712133 7738293 1879 7712133 7736632 1879 7712133 7736632 1879
Chr19 Complement NT_039692.1 GGGTCAGGTTGACAA 20407369 LOC329079 20409252 20406560 1883 20409252 20406560 1883 20409067 20408762 1698
ChrX Normal NT_039708.1 AGGTCATCATGTCCA 965902 Rpl10 963978 966296 1924 964019 966286 1883 964164 966229 1738
ChrX Normal NT_039745.1 AGGTCATCATGTCCA 885494 Rpl10 883570 885888 1924 883611 885878 1883 883756 885821 1738
Chr19 Normal NT_039687.1 TTGTCATGGTGACCT 14533849 6430513E09Rik 14531965 14540489 1884 14531965 14540489 1884 14532019 14540286 1830
Chr1 Normal NT_039185.1 GGGTAGAAATGACCT 8713009 Dpt 8711034 8738656 1975 8711122 8738656 1887 8711122 8737626 1887
Chr10 Normal NT_039506.1 GGCTCAACATGACCA 11386 Aire 9498 23044 1888 9498 23044 1888 9555 22831 1831
Chr3 Complement NT_039229.1 GGGGCAAAGTGACCT 7636798 LOC241992 7638686 7580446 1888 7638686 7580446 1888 7638686 7580446 1888
Chr5 Normal NT_039300.1 TGGTCAAGATGGCCT 4192173 LOC242915 4190284 4195793 1889 4190284 4195793 1889 4190284 4195793 1889



Chr2 Normal NT_039209.1 AGATCAGGCTGACCT 11920587 1110036B12Rik 11918650 12019879 1937 11918693 11919622 1894 11918748 11919177 1839
Chr2 Complement NT_039209.1 TGGTCAGCATCACCT 20473679 2610507N02Rik 20476383 20472225 2704 20475575 20472225 1896 20472737 20472402 -942
Chr2 Normal NT_039205.1 TGGTCATCCTGACTT 974505 LOC269245 972607 974056 1898 972607 974056 1898 973726 973977 779
Chr5 Normal NT_039329.1 AGGTTGTTTTGACCC 140655 LOC330252 138756 139674 1899 138756 139674 1899 138978 139256 1677
Chr15 Complement NT_039621.1 AGTTCACGGTGACCA 63215347 LOC223908 63217247 63215992 1900 63217247 63215992 1900 63217247 63215992 1900
Chr1 Normal NT_039172.1 TGGTCCTCCTGACCT 243690 Kcne4 241598 244864 2092 241789 244864 1901 242477 242989 1213
Chr17 Normal NT_039655.1 AGGTCAGCCTGAGCT 6422529 Pex6 6420628 6434850 1901 6420628 6434850 1901 6420665 6434634 1864
Chr4 Normal NT_039266.1 ATGTCAGGGTGACCT 13480317 LOC194225 13478414 13485554 1903 13478414 13485554 1903 13478456 13485239 1861
Chr8 Normal NT_039461.1 TGCTCACTGTGACCC 3814536 LOC234292 3812633 3814488 1903 3812633 3814488 1903 3812633 3814488 1903
Chr13 Complement NT_039590.1 AGGTCAGCCAGACCT 3254751 B230331L10Rik 3256686 3029916 1935 3256655 3029921 1904 3256510 3031534 1759
Chr10 Complement NT_039496.1 TGGCCAGGGTGACCT 6513738 Btbd2 6518963 6512851 5225 6515642 6512859 1904 6515598 6513764 1860
Chr13 Normal NT_039578.1 TGCTCATACTGACCT 11397939 LOC328210 11396033 11410077 1906 11396033 11410077 1906 11408138 11409990 -10199
Chr11 Complement NT_039520.1 AGGCCAGGCTGACCT 36608235 Nek8 36610200 36599631 1965 36610141 36600675 1906 36610131 36600675 1896
Chr16 Complement NT_039624.1 TGGTCAGTCTAACCC 7270193 Tnp2 7272099 7271574 1906 7272099 7271574 1906 7272099 7272019 1906
Chr7 Complement NT_039433.1 GGGACGTTGTGACCT 21275639 2410015N17Rik 21277573 21273842 1934 21277546 21273842 1907 21277502 21273914 1863
Chr14 Normal NT_039596.1 AGGTAATGGTGACCA 680219 4933433B15Rik 678280 700349 1939 678312 700349 1907 684187 699643 -3968
Chr17 Normal NT_039655.1 AGGTCAATATGAACT 3371160 Cyp39a1 3368998 3453253 2162 3369253 3452669 1907 3369328 3451796 1832
Chr5 Complement NT_039308.1 GGGTCTTTCTGACCC 4836797 LOC243150 4838704 4786896 1907 4838704 4786896 1907 4838704 4786896 1907
Chr9 Complement NT_039472.1 AAGTCAATGTGACCC 1700870 LOC244698 1702777 1644252 1907 1702777 1644252 1907 1702777 1644252 1907
Chr2 Normal NT_039210.1 AGGTGACGGTGACCA 18579067 LOC228911 18577159 18826753 1908 18577159 18764279 1908 18577236 18762732 1831
Chr4 Normal NT_039259.1 AGGTTGTGGTGACCC 17942844 Nfx1 17940917 17995121 1927 17940934 17995121 1910 17940981 17994819 1863
Chr1 Normal NT_039170.1 GGGTCATTCTGTCCC 37355856 Fzd7 37353944 37356699 1912 37353944 37356699 1912 37354802 37356520 1054
Chr12 Normal NT_039553.1 AGGTCGATAAGACCC 3605416 3110018I06Rik 3603503 3604507 1913 3603503 3604507 1913 3603528 3603890 1888
Chr7 Normal NT_039433.1 GGGTAGAGATGACCT 12434296 LOC330638 12432383 12477952 1913 12432383 12477952 1913 12432398 12477869 1898
Chr11 Normal NT_039520.1 TGGCCATGATGACCC 25636594 LOC331750 25634680 25685283 1914 25634680 25685283 1914 25634680 25685283 1914
Chr13 Complement NT_039590.1 AGGTCAACCTGAGCT 8131169 AW049390 8133084 8089862 1915 8133084 8089862 1915 8132701 8128005 1532
Chr2 Normal NT_039210.1 ATGTCACTACGACCT 2468398 LOC228795 2466481 2530574 1917 2466481 2483734 1917 2466625 2483734 1773
Chr2 Complement NT_039208.1 AGTTCAGGCTGACCT 22191046 Nr1h3 22192998 22181909 1952 22192963 22181957 1917 22191506 22182183 460
Chr17 Complement NT_039649.1 GGGTCAAAGTGGCCC 2368587 Stub1 2371000 2368101 2413 2370504 2368233 1917 2370449 2368481 1862
Chr7 Normal NT_039413.1 TGGTCAATTTGCCCT 3323193 1700020L13Rik 3321275 3331420 1918 3321275 3331420 1918 3321586 3330925 1607
Chr11 Normal NT_039520.1 GGGTCAGTGTGAACT 46748226 LOC277041 46746308 46760868 1918 46746308 46760868 1918 46746308 46760868 1918
Chr5 Normal NT_039308.1 GGGTCAGACTGAACA 9910343 LOC243180 9908424 9954110 1919 9908424 9954110 1919 9908424 9954110 1919
Chr18 Normal NT_039674.1 GGGGCAGCACGACCC 65834707 LOC280487 65832770 65838669 1937 65832786 65838666 1921 65834932 65837349 -225
Chr4 Normal NT_039264.1 GTGTCACTCTGACCC 7229504 D030010E02 7227582 7238439 1922 7227582 7238439 1922 7228399 7237929 1105
Chr3 Normal NT_039240.1 AGGTCAGTCTGAACT 1390660 Olfm3 1388451 1609874 2209 1388736 1609874 1924 1388856 1607476 1804
Chr10 Normal NT_039495.1 AGGTCAGAGGGACCC 4807142 3110049J23Rik 4805024 4840668 2118 4805217 4840668 1925 4820860 4839609 -13718
Chr7 Normal NT_039433.1 TGGTCAACCTGGCCC 20992842 D7Bwg0575e 20990813 20995020 2029 20990917 20995020 1925 20991284 20994200 1558
Chr18 Normal NT_039674.1 AGGTCATGGTAACCT 64711902 Impa2 64709940 64739595 1962 64709977 64739595 1925 64710159 64739264 1743
Chr10 Complement NT_039496.1 TGGTCATGTTGAGCC 3895115 Aire 3897041 3883138 1926 3897041 3883138 1926 3896984 3883351 1869
Chr9 Complement NT_039473.1 TGGTCAGGATGACTC 2660203 AL024221 2662129 2643498 1926 2662129 2643498 1926 2661791 2644792 1588
Chr11 Complement NT_039520.1 AGCTCAGAATGACCT 45003513 LOC327988 45005439 45003495 1926 45005439 45003495 1926 45004660 45004289 1147
Chr5 Complement NT_039300.1 TGGTCAGGGTGACTT 3796304 LOC332993 3798231 3797959 1927 3798231 3797959 1927 3798231 3797959 1927
Chr6 Complement NT_039341.1 AGGTCATAATGCCCG 336018 LOC232683 338029 337172 2011 337946 337172 1928 337824 337282 1806
Chr19 Complement NT_039683.1 AGGTCATCTTGACTA 25052 Rps6ka4 27008 15470 1956 26982 15470 1930 26928 16320 1876
Chr13 Complement NT_039578.1 TGGTCACTTTGAGCT 7995654 LOC328197 7997588 7984105 1934 7997588 7984105 1934 7988660 7984105 -6994
Chr16 Complement NT_039624.1 AGGTTAAGTTGACCA 61251791 Epha3 61253726 60938691 1935 61253726 60938691 1935 61253616 60939604 1825
Chr7 Complement NT_039433.1 TGGGCAAAGTGACCC 12157648 C630024K23Rik 12159608 12110630 1960 12159586 12121371 1938 12159539 12122099 1891
Chr7 Complement NT_039429.1 AGTTCAGTGTGACCA 3996982 LOC330584 3998920 3958285 1938 3998920 3958285 1938 3998920 3958285 1938
Chr17 Complement NT_039641.1 TGGTTACAATGACCT 862487 Tcte3 864474 850046 1987 864425 850046 1938 856362 850046 -6125
Chr11 Complement NT_039521.1 AGGTCAAGGTAACCT 32478744 LOC238022 32480683 32462151 1939 32480683 32462151 1939 32480683 32462151 1939
Chr5 Complement NT_039312.1 TGGCCATGTTGACCC 11046130 LOC272223 11048069 11031974 1939 11048069 11031974 1939 11047843 11031974 1713
Chr9 Normal NT_039474.1 GGGGCAAGATGACCC 17678021 LOC208609 17676081 17749576 1940 17676081 17749576 1940 17689352 17749576 -11331
Chr6 Complement NT_039350.1 AGGACACAGTGACCT 15431342 LOC330369 15433282 15430828 1940 15433282 15430828 1940 15431195 15430845 -147
Chr14 Complement NT_039599.1 AGGTCAAACAGACCT 503505 5730420B22Rik 505477 420014 1972 505446 420014 1941 499500 421274 -4005
Chr10 Complement NT_039502.1 AGGTCAAAGTGAACG 6334433 Rpl41 6339121 6335516 4688 6336374 6335678 1941 6336359 6335786 1926
Chr2 Complement NT_039209.1 TGGTCAGGGTGTCCC 28350131 LOC329512 28352073 28321306 1942 28352073 28321306 1942 28352073 28321306 1942
Chr1 Normal NT_039180.1 AGGTCAGGGTGACAT 17795529 Tnnt2 17793527 17809442 2002 17793587 17809442 1942 17798057 17809254 -2528
Chr17 Normal NT_039649.1 GGGCCATCATGACCT 8075557 1500032D16Rik 8073613 8084821 1944 8073613 8084821 1944 8073712 8084750 1845
Chr17 Normal NT_039649.1 GGGTCAAAGTGGCCC 2368587 2610003J06Rik 2366463 2369362 2124 2366643 2369360 1944 2366662 2368186 1925
Chr2 Complement NT_039209.1 GGGTCATCCTGAGCA 18489574 A430105I19 18491518 18486355 1944 18491518 18486355 1944 18491509 18489371 1935
Chr14 Normal NT_039602.1 AGGCCAGGCTGACCT 620254 5730589K01Rik 618309 633320 1945 618309 633320 1945 618395 632072 1859
Chr6 Normal NT_039341.1 AGGTAACTATGACCT 7797741 LOC192196 7795608 7853789 2133 7795793 7853789 1948 7796122 7852674 1619
Chr18 Complement NT_039674.1 TAGTCATGATGACCT 27881528 LOC269002 27883476 27882923 1948 27883476 27882930 1948 27883445 27882962 1917
Chr5 Complement NT_039318.1 TGGTCAGTTTTACCT 232366 LOC272245 234314 220846 1948 234314 220846 1948 234314 220846 1948
Chr15 Complement NT_039621.1 AGGTCTGCCTGACCC 28485061 Siat4a 28549313 28478039 64252 28487009 28479490 1948 28487003 28479856 1942
Chr5 Normal NT_039307.1 GGATCAAGTTGACCA 2397062 LOC243068 2395112 2395741 1950 2395112 2395741 1950 2395112 2395741 1950
Chr15 Complement NT_039621.1 AGGCCAGCCTGACCT 37388235 MGC37569 37390188 37388966 1953 37390188 37388966 1953 37389925 37389062 1690
Chr15 Normal NT_039621.1 GGGTCAGAGTGAACA 36162339 LOC332108 36160384 36178874 1955 36160384 36178874 1955 36160388 36178874 1951
Chr4 Complement NT_039265.1 TGGTCAAGTTGGCCC 5361966 Gja4 5363922 5361306 1956 5363922 5361306 1956 5362851 5361850 885
Chr17 Complement NT_039655.1 GGGTGATGATGACCC 2391325 4632435A09Rik 2393285 2357775 1960 2393285 2357775 1960 2377740 2363358 -13585
Chr7 Normal NT_039413.1 GGGTCAAGGTCACCT 3170286 LOC233060 3168326 3176526 1960 3168326 3176526 1960 3168390 3174264 1896
Chr2 Normal NT_039205.1 AGATCACATTGACCA 10091261 Siat7f 10081984 10117126 9277 10089301 10101805 1960 10090346 10101803 915
Chr18 Normal NT_039674.1 AGGCCAGCCTGACCT 20315336 LOC211977 20313375 20349549 1961 20313375 20349549 1961 20313375 20349549 1961
Chr1 Normal NT_039186.1 TAGTCAACATGACCT 584154 MOR267-7 582192 583121 1962 582192 583121 1962 582192 583121 1962
Chr1 Complement NT_039170.1 TAGTCATTCTGACCT 42945955 Crygd 42966866 42933655 20911 42947919 42946459 1964 42947919 42946526 1964
Chr11 Normal NT_039521.1 TGGTCAGTTTCACCC 29935696 D230014K01Rik 29933242 29945970 2454 29933732 29945970 1964 29933758 29944279 1938
Chr2 Normal NT_039210.1 AGGTCAAGGTGAGCA 1572697 LOC228788 1570732 1651009 1965 1570732 1586489 1965 1570784 1576636 1913
Chr8 Normal NT_039456.1 CTGTCATACTGACCC 332792 LOC244342 330827 336033 1965 330827 336033 1965 330827 336033 1965
Chr17 Complement NT_039649.1 CTGTCAATCTGACCC 204403 Tnfrsf12a 206392 204254 1989 206368 204254 1965 206344 204798 1941
Chr12 Complement NT_039553.1 GGGTCGGGCTGAGCC 9081129 LOC328166 9083095 9078946 1966 9083095 9078946 1966 9080399 9079896 -730
Chr9 Complement NT_039472.1 AGGTCAGTGTGACAC 8620992 LOC244728 8622959 8618341 1967 8622959 8618341 1967 8622959 8618341 1967
Chr18 Complement NT_039675.1 GGGTGAAAGCGACCT 16248 LOC212132 18217 7551 1969 18217 7551 1969 18217 7551 1969
Chr4 Normal NT_039262.1 TGGTCAGTCTGACAC 22038439 A330015D16Rik 22036468 22106466 1971 22036468 22106466 1971 22036558 22106243 1881
Chr11 Complement NT_039520.1 TGGTCAGGATGCCCC 30574420 LOC237831 30576391 30553331 1971 30576391 30553331 1971 30576391 30553331 1971
Chr5 Normal NT_039308.1 AGGTTAAAGTGACCA 963729 Anxa3 961757 1014892 1972 961757 1014892 1972 965781 1014484 -2052
Chr5 Normal NT_039312.1 GGGACATGCTGACCC 4750940 Bid3 4730574 4749446 20366 4748967 4749446 1973 0 0 4750940
ChrX Complement NT_039715.1 GGGTGACCATGACCC 5255225 Gla 5257368 5244333 2143 5257198 5244518 1973 5257174 5246029 1949
Chr5 Normal NT_039308.1 GGGTCATACTGCCCC 12861975 LOC330155 12860001 12860417 1974 12860001 12860417 1974 12860027 12860380 1948
Chr18 Normal NT_039674.1 AGATCAGCATGACCC 34274222 Pcdha@ 34204652 34462024 69570 34272247 34462024 1975 34204652 34459623 69570
Chr1 Complement NT_039184.1 TGGTCATTCTGCCCT 6210290 LOC207251 6212266 6204022 1976 6212266 6204022 1976 6212266 6204022 1976
Chr11 Normal NT_039520.1 AGGTCATTCTGGCCG 34093014 Myo1c 34085075 34108157 7939 34091038 34106169 1976 34091047 34106161 1967
Chr4 Complement NT_039266.1 AGGTCATGGTGGCCA 11548777 2900090M10Rik 11550755 11544620 1978 11550755 11544620 1978 11550683 11544700 1906
Chr3 Complement NT_039234.1 AGGTCAGGCTGACAA 20168103 Trim2 20170081 20022196 1978 20170081 20025534 1978 20072517 20026929 -95586
Chr14 Complement NT_039606.1 AAGTCACCCTGACCC 22220192 LOC210787 22222174 22187292 1982 22222174 22187292 1982 22220602 22187292 410
Chr17 Normal NT_039657.1 GTGTCAAGTTGACCA 7096237 LOC224933 7094255 7094804 1982 7094255 7094804 1982 7094289 7094603 1948



Chr4 Complement NT_039262.1 TGGTCAACCTGACCC 8117843 LOC242497 8119826 8090424 1983 8119826 8090424 1983 8119826 8090424 1983
Chr2 Complement NT_039208.1 AGGTGAAACTGACCA 17190348 MOR185-4 17192331 17191387 1983 17192331 17191387 1983 17192331 17191387 1983
Chr8 Complement NT_039467.1 TGGTCACCCTGACCA 12587374 Vmd2l1-pending 12590174 12582937 2800 12589357 12582937 1983 12589170 12583293 1796
Chr6 Complement NT_039350.1 AGGTGGTTGTGACCT 2550184 C330008I15Rik 2555768 2523282 5584 2552168 2523282 1984 2552150 2524018 1966
Chr7 Complement NT_039434.1 ATGTCACTCTGACCT 1431431 LOC244224 1433415 1394661 1984 1433415 1394661 1984 1433415 1394661 1984
Chr2 Complement NT_039208.1 AGCTCAAACTGACCA 20733026 MOR231-10 20735010 20734087 1984 20735010 20734087 1984 20735010 20734087 1984
Chr19 Normal NT_039692.1 AGGTCAACATGATCT 6593315 Elovl3 6591330 6593901 1985 6591330 6593901 1985 6591330 6593009 1985
Chr18 Normal NT_039674.1 GGGTCCCAGTGACCT 9268413 Sudd 9266278 9294118 2135 9266428 9292744 1985 9266428 9292744 1985
Chr12 Normal NT_039551.1 GGGTGGTCATGACCC 22032182 Fntb 22030194 22112284 1988 22030194 22112284 1988 22030235 22111310 1947
Chr14 Complement NT_039596.1 GGGTCGAGATGACCC 523590 Kcnk5 563029 520526 39439 525578 520529 1988 525578 522049 1988
Chr7 Normal NT_039420.1 TGTTCACAGTGACCC 2126405 LOC243965 2124417 2130423 1988 2124417 2130423 1988 2124417 2130077 1988
Chr1 Normal NT_039171.1 AGCTCGTATTGACCT 243345 Des 241356 248726 1989 241356 248726 1989 241430 248062 1915
Chr19 Complement NT_039684.1 TGGTCAACTTGACAC 2761951 Unc93b 2763965 2749828 2014 2763942 2749828 1991 2763910 2750225 1959
Chr14 Normal NT_039609.1 TGGACAGAATGACCC 20728809 Cldn10 20659161 20747304 69648 20726810 20746144 1999 20659447 20746144 69362
ChrX Complement NT_039715.1 AGTTCAACATGACCT 5255199 Gla 5257368 5244333 2169 5257198 5244518 1999 5257174 5246029 1975
Chr17 Complement NT_039658.1 AGGTCAGCCTGAACT 12071242 9030616F16 12073242 12033044 2000 12073242 12033044 2000 12073232 12033385 1990
ChrX Complement NT_039703.1 AGGTCAGCCTGATCT 1347653 Rbmx 1349653 1339965 2000 1349653 1342647 2000 1348292 1344367 639
Chr9 Normal NT_039480.1 AGGTCGCTGTGAACT 443670 LOC245030 441669 446868 2001 441669 446868 2001 441669 446868 2001
Chr11 Complement NT_039515.1 GGGTCATTAGGACCA 20579376 1110064P04Rik 20581870 20571726 2494 20581381 20572392 2005 20580660 20574241 1284
Chr11 Complement NT_039521.1 GGGTCATTGTTACCC 11684629 2410039E07Rik 11686687 11683591 2058 11686634 11683619 2005 11686512 11683779 1883
Chr5 Normal NT_039308.1 TGGACACAGTGACCT 11773658 4921521K07Rik 11771652 11775142 2006 11771652 11775142 2006 11772910 11774460 748
Chr13 Normal NT_039589.1 TGGTCAGATTGACAC 7854606 2810465F10Rik 7852599 8499560 2007 7852599 8499560 2007 8111324 8497701 -256718
Chr10 Normal NT_039496.1 TGGTCAACCTGACCT 6576155 LOC208240 6573797 6575445 2358 6574147 6575445 2008 6574181 6575286 1974
Chr3 Normal NT_039234.1 CAGTCAGGGTGACCT 215773 LOC329663 213765 492228 2008 213765 492228 2008 213801 490654 1972
Chr12 Complement NT_039553.1 TGGTCAAAAGGACCT 4128994 Bcl11b 4131003 4041232 2009 4131003 4041232 2009 4130732 4042991 1738
Chr6 Complement NT_039367.1 TGGTCACTTTGCCCC 116750 LOC194345 118759 118232 2009 118759 118232 2009 118759 118232 2009
Chr7 Normal NT_039414.1 GGGTCAATCTGAGCA 2218567 BC016493 2216557 2258944 2010 2216557 2239395 2010 2222074 2238764 -3507
Chr4 Normal NT_039259.1 GGGTTAGATTGACCT 1366448 LOC212377 1364438 1458981 2010 1364438 1458981 2010 1364443 1458681 2005
Chr11 Normal NT_039515.1 TGGTCAGGTAGACCC 2667802 Dbnl 2665747 2678221 2055 2665789 2678221 2013 2665819 2677258 1983
Chr11 Complement NT_039521.1 AGCTCAAAATGACCA 24229038 LOC328029 24231051 24224778 2013 24231051 24224778 2013 24231033 24225237 1995
Chr6 Normal NT_039341.1 TGCTCAAGTTGACCT 6542460 LOC330285 6540447 6542929 2013 6540447 6542929 2013 6541382 6541729 1078
Chr13 Normal NT_039578.1 GGGTCTGTCTGACCA 8002744 Zfp96 8000731 8057681 2013 8000731 8057681 2013 8051507 8057370 -48763
Chr6 Complement NT_039340.1 AGGTCACGGTGCCCA 26097422 AW455481 26099438 26089256 2016 26099438 26089256 2016 26097884 26089768 462
Chr11 Normal NT_039520.1 GGGTGGCTATGACCC 16046952 Galnt9 15920889 16061487 126063 16044936 16061487 2016 16044957 16060155 1995
Chr3 Complement NT_039227.1 CTGTCAACATGACCC 4273563 Hps3 4275591 4236232 2028 4275580 4236900 2017 4275546 4237183 1983
Chr14 Normal NT_039609.1 GGATCAAGTTGACCA 21522897 LOC223238 21520879 21526560 2018 21520879 21526560 2018 21520940 21521365 1957
Chr5 Complement NT_039318.1 TGGTGAGGATGACCT 232296 LOC272245 234314 220846 2018 234314 220846 2018 234314 220846 2018
Chr1 Normal NT_039170.1 GGGTCTGGCTGACCG 52546390 Bcs1l 52544331 52548444 2059 52544370 52548187 2020 52545560 52548072 830
Chr14 Complement NT_039606.1 AGGTCACACTTACCC 16795955 LOC328440 16803199 16792196 7244 16797976 16792196 2021 16797481 16792397 1526
Chr6 Normal NT_039369.1 GAGTCATACTGACCC 84472 Tpi 82451 86271 2021 82451 86148 2021 82741 85594 1731
Chr10 Normal NT_039501.1 AGGTCAAGCTGACAG 2417651 4921513I03Rik 2415628 2428683 2023 2415628 2428683 2023 2428287 2428628 -10636
Chr11 Complement NT_039521.1 GGGACACGCTGACCC 10507988 AU016405 10510011 10486388 2023 10510011 10486390 2023 10506802 10488890 -1186
Chr9 Normal NT_039474.1 AGGTCAAAGTGACAC 18967065 D130086K05Rik 18965040 18967554 2025 18965040 18967554 2025 18965347 18965718 1718
Chr13 Complement NT_039590.1 AGGTGACAATGACCA 5209399 Hexb 5211510 5184659 2111 5211424 5189594 2025 5211415 5189715 2016
Chr12 Complement NT_039551.1 TTGTCAATATGACCC 2367375 Foxa1 2369402 2364073 2027 2369402 2364073 2027 2369175 2365465 1800
Chr11 Complement NT_039520.1 AAGTCAATTTGACCT 1600180 Pttg1 1602477 1596472 2297 1602207 1596491 2027 1601896 1597286 1716
Chr9 Normal NT_039472.1 AGGTCGGTGTGACCC 336558 Mtmr2 334530 392666 2028 334530 391983 2028 335441 391722 1117
Chr7 Normal NT_039433.1 TGGTCAACCTGGCCC 20992842 D7Bwg0575e 20990813 20995020 2029 20990813 20995019 2029 20991284 20994200 1558
Chr8 Normal NT_039456.1 TGTTCATCTTGACCC 5408907 MGC27952 5406856 5422372 2051 5406878 5422372 2029 5408091 5419584 816
Chr13 Normal NT_039578.1 AGGTGAAGCCGACCC 6277966 Sfrp4 6275858 6285748 2108 6275937 6285575 2029 6276187 6285133 1779
Chr15 Normal NT_039621.1 TGGTCACGCTGTCCT 25285294 4933426G20Rik 25283262 25287628 2032 25283262 25287628 2032 25283298 25287103 1996
Chr4 Normal NT_039266.1 GGGTCTTACCGACCC 6998372 Hspg2 6996338 7099005 2034 6996338 7099005 2034 6996379 7098150 1993
Chr10 Normal NT_039501.1 AGGTCACAGTGACCA 3441729 LOC268351 3439694 3440989 2035 3439694 3440989 2035 3440322 3440621 1407
Chr4 Complement NT_039264.1 AGGTCATTCAGACCA 15385130 LOC230638 15387166 15385990 2036 15387166 15385990 2036 15387166 15385990 2036
Chr8 Normal NT_039467.1 GGGTCAGCTTGAGCA 33133442 AI448583 33131405 33139360 2037 33131405 33139360 2037 33135314 33138742 -1872
Chr8 Normal NT_039462.1 GGGTAAGGCTGACCT 2441932 LOC244499 2439895 2559782 2037 2439895 2559782 2037 2439895 2559782 2037
Chr1 Complement NT_039185.1 TGGTCAATGTGACGT 14386799 6330408P19Rik 14388837 14317443 2038 14388837 14317443 2038 14388792 14328682 1993
Chr18 Complement NT_039674.1 CGGTCAATGTGACAT 27732742 LOC225328 27734780 27734168 2038 27734780 27734168 2038 27734639 27734286 1897
Chr17 Complement NT_039649.1 AGGTCACAGTGCCCA 8876103 Akap8 8878154 8860677 2051 8878142 8861656 2039 8878104 8862258 2001
Chr11 Normal NT_039521.1 CGGCCACGATGACCT 32245214 Gps1 32242934 32247761 2280 32243174 32247761 2040 32243795 32247403 1419
Chr16 Normal NT_039624.1 AGGTCCTCCTGACCC 7382162 LOC328626 7380121 7381612 2041 7380121 7381612 2041 7381077 7381355 1085
Chr12 Complement NT_039549.1 TGTTCAAGATGACCC 2276840 LOC331821 2278881 2216837 2041 2278881 2216837 2041 2278881 2216837 2041
Chr5 Normal NT_039318.1 TGCTCACCTTGACCT 2778 Eif2ak1 736 26764 2042 736 26764 2042 762 26203 2016
Chr9 Normal NT_039472.1 TGGTCACATTGTCCT 15597280 LOC330909 15595238 15598468 2042 15595238 15598468 2042 15597258 15597533 22
Chr18 Complement NT_039678.1 GGGTCATAGTGTCCA 6273451 LOC225822 6275495 6238255 2044 6275495 6238255 2044 6275495 6238255 2044
Chr10 Normal NT_039499.1 GGGTCAGACTGACAA 440423 Timp3 438379 487662 2044 438379 487662 2044 438696 483859 1727
Chr1 Complement NT_039184.1 AGGTCAGGCTGACTC 5545618 Lamc2 5548092 5485165 2474 5547663 5485165 2045 5547632 5485452 2014
Chr9 Normal NT_039471.1 GGGTCATTTTGTCCT 5969782 LOC330882 5967737 5971719 2045 5967737 5971719 2045 5968081 5968428 1701
Chr6 Complement NT_039350.1 GAGTCAGCCTGACCG 13410415 B430006D22Rik 13412461 13351816 2046 13412461 13351816 2046 13358156 13351948 -52259
Chr16 Normal NT_039624.1 AGGTAATGTTGACCC 17420660 LOC239748 17418614 17419552 2046 17418614 17419552 2046 17418614 17419552 2046
Chr17 Complement NT_039655.1 AGGTTAGCCTGACCT 5735257 Vegfa 5737304 5725742 2047 5737304 5727289 2047 5734278 5727604 -979
Chr3 Complement NT_039230.1 GGGTTATTTTGACCA 8555967 Gpr86 8558016 8555040 2049 8558016 8555040 2049 8557489 8556476 1522
Chr21 Complement NT_039762.1 CAGTCATTATGACCT 59456 LOC195686 61505 40582 2049 61505 40582 2049 61505 40582 2049
Chr6 Normal NT_039340.1 ATGTCACTGTGACCT 26707080 4631427C17Rik 26705030 26707172 2050 26705030 26707172 2050 26705070 26705665 2010
Chr12 Normal NT_039551.1 AGGTGATCATGACCA 30418264 LOC217715 30416214 30423361 2050 30416214 30423226 2050 30416295 30422893 1969
ChrX Complement NT_039719.1 GGGTGGATATGACCC 2003335 2610028I09Rik 2005386 1993675 2051 2005386 1993675 2051 1998732 1993820 -4603
Chr19 Complement NT_039687.1 GGGGCAGGGTGACCA 553410 LOC269060 555463 552677 2053 555463 552677 2053 555399 555076 1989
Chr11 Normal NT_039520.1 TGGTCAATTTGACTC 32800250 LOC216940 32798196 32799134 2054 32798196 32799134 2054 32798196 32799134 2054
Chr10 Complement NT_039496.1 AGGTCATGGTCACCT 7419466 Gna11 7421692 7407138 2226 7421521 7407138 2055 7421465 7407333 1999
Chr2 Complement NT_039210.1 TGGTCAAAGTGTCCT 3257087 Pxmp4 3259168 3242522 2081 3259142 3243066 2055 3259109 3243307 2022
Chr9 Normal NT_039477.1 CAGTCAAGCTGACCC 6634888 Nat6 6632832 6636065 2056 6632832 6636065 2056 6634926 6635870 -38
Chr7 Complement NT_039413.1 AGGTCATGCTGGCCA 3496356 C330019F22Rik 3498550 3490850 2194 3498413 3490850 2057 3497742 3490850 1386
Chr7 Normal NT_039420.1 CGGTGACAGTGACCT 1861433 Rras 1859352 1863006 2081 1859375 1863006 2058 1859378 1862726 2055
Chr17 Normal NT_039657.1 GGGTCAGTATGACAA 5978801 LOC213114 5976742 6041249 2059 5976742 6041249 2059 5976742 6041249 2059
Chr2 Normal NT_039205.1 GGGTCGTCATGGCCC 8522605 LOC332583 8520546 8694048 2059 8520546 8527647 2059 8520546 8527647 2059
Chr6 Complement NT_039353.1 AGGTCAGTTTGACTA 11517641 LOC232286 11519701 11510834 2060 11519701 11510834 2060 11517044 11510918 -597
Chr9 Normal NT_039477.1 AGCTCAAGGTGACCC 7401290 Gpx1 7399007 7400369 2283 7399229 7400369 2061 7399266 7400089 2024
Chr7 Normal NT_039420.1 AGGCCAGTCTGACCT 421583 C630016O21Rik 419521 433144 2062 419521 433144 2062 424068 431106 -2485
Chr11 Complement NT_039521.1 AGGGCAGTGTGACCT 27261586 Caskin2-pending 27265138 27250463 3552 27263649 27250848 2063 27263449 27251456 1863
Chr11 Normal NT_039521.1 CTGTCACATTGACCT 12493426 Naglu 12491115 12498888 2311 12491363 12498888 2063 12491363 12498682 2063
Chr4 Normal NT_039268.1 GTGTCAAGCTGACCT 3363428 LOC332962 3361364 3372019 2064 3361364 3372019 2064 3361364 3372019 2064
Chr2 Normal NT_039207.1 AGGTAAAAATGACCG 6775029 LOC271793 6772964 6969616 2065 6772964 6795846 2065 6772964 6795846 2065
Chr2 Normal NT_039222.1 AGATCAGACTGACCT 49749 2010009K05Rik 47683 80079 2066 47683 68399 2066 59427 68022 -9678
Chr10 Normal NT_039500.1 TGGTCAGCATGCCCT 25448728 4921508O11Rik 25446661 25471410 2067 25446661 25471410 2067 25446683 25470552 2045
Chr19 Normal NT_039684.1 GGCTCGGGCTGACCT 2531029 AI790298 2528961 2534660 2068 2528961 2534660 2068 2532660 2533652 -1631



Chr18 Complement NT_039674.1 TAGTCACTTTGACCT 32890846 Slc23a2 32892917 32880128 2071 32892917 32885317 2071 32892917 32885317 2071
Chr2 Normal NT_039202.1 AGGGCATGATGACCA 7135397 5430408M01Rik 7133250 7231482 2147 7133323 7231482 2074 7133373 7231290 2024
Chr3 Complement NT_039239.1 AGGTCATCACGTCCT 1608261 D030020G18Rik 1610336 1586128 2075 1610336 1586128 2075 1609137 1590945 876
ChrX Normal NT_039700.1 ATGTCATCTTGACCC 2563816 LOC236661 2561741 2562062 2075 2561741 2562062 2075 2561741 2562062 2075
Chr1 Normal NT_039174.1 GGGGCACGCTGACCA 14831 9330166I04 12754 17838 2077 12754 17838 2077 14659 17685 172
Chr7 Complement NT_039418.1 AGATCATGCTGACCT 168803 LOC269902 170880 70961 2077 170880 70961 2077 82478 71727 -86325
Chr10 Complement NT_039510.1 AGGTCATCTAGACCA 199504 LOC333837 201581 186078 2077 201581 186078 2077 201581 186078 2077
Chr18 Complement NT_039674.1 AGGTAAGCATGACCA 21762665 MGC36325 21764837 21722152 2172 21764743 21724696 2078 21764690 21724928 2025
Chr1 Complement NT_039170.1 GGGTCAACTTGACAT 15546533 1500032H18Rik 15548616 15533038 2083 15548616 15537126 2083 15548519 15537504 1986
Chr13 Complement NT_039578.1 AGGGCACTGTGACCG 8066903 LOC218060 8068987 8068640 2084 8068987 8068640 2084 8068987 8068640 2084
Chr15 Normal NT_039617.1 GGGTCAGAATGGCCT 3411366 LOC332064 3409282 3410819 2084 3409282 3410819 2084 3409282 3410819 2084
Chr9 Normal NT_039474.1 GGGTAAGGTTGACCC 4637521 LOC330952 4635436 4638936 2085 4635436 4638936 2085 4638353 4638835 -832
Chr17 Complement NT_039649.1 GGGTCATGATGACAA 9510397 Cypf13 9512524 9489184 2127 9512483 9489184 2086 9512124 9489184 1727
Chr11 Normal NT_039521.1 GGGACAAGATGACCA 13465302 D11Ertd736e 13463214 13477318 2088 13463214 13477318 2088 13463292 13475914 2010
Chr7 Normal NT_039433.1 GGGTCGATGTGACCA 14660442 Otoa 14658353 14737959 2089 14658353 14737959 2089 14666345 14737801 -5903
ChrX Complement NT_039719.1 TGCTCATTGTGACCT 305370 LOC333588 307460 281951 2090 307460 281951 2090 307460 281951 2090
Chr15 Normal NT_039621.1 AGGTGAACTTGACCT 64040984 Sp1 64038894 64065284 2090 64038894 64065284 2090 64038982 64063638 2002
Chr2 Complement NT_039210.1 GGGTCAACCTCACCC 13452245 Tncs 13454335 13451767 2090 13454335 13451767 2090 13454271 13451908 2026
Chr9 Normal NT_039472.1 TGGTCAAAATGACCA 7205508 LOC235031 7203415 7217829 2093 7203415 7217829 2093 7203415 7217829 2093
Chr10 Complement NT_039502.1 AGGTCATTCTGACCC 6461516 LOC211389 6463611 6459433 2095 6463611 6459433 2095 6461698 6460055 182
Chr10 Complement NT_039501.1 AGGTCAAGGTCACCG 2630535 LOC237582 2632630 2627604 2095 2632630 2627604 2095 2632630 2627604 2095
Chr3 Normal NT_039227.1 TGGTCAGTGTGTCCC 7784504 LOC332734 7782409 7893622 2095 7782409 7893622 2095 7782409 7893622 2095
Chr16 Complement NT_039624.1 TGGTCACCGTGGCCC 53304057 D16Ertd454e 53306154 53302100 2097 53306154 53302100 2097 53303650 53302406 -407
ChrX Complement NT_039709.1 GGGTCAGAGTGACTG 7937842 LOC236884 7939939 7875998 2097 7939939 7875998 2097 7939939 7875998 2097
Chr18 Complement NT_039674.1 AGGTAACCCTGACCA 35632812 LOC240219 35634909 35633811 2097 35634909 35633811 2097 35634909 35633811 2097
Chr8 Complement NT_039462.1 GGGTCATTTTGAGCA 6099150 4632416I05Rik 6101248 6096693 2098 6101248 6096693 2098 6100929 6097502 1779
Chr15 Complement NT_039618.1 AGGTCGTAGCGACCC 1996365 Salpr-pending 1998465 1994768 2100 1998465 1994768 2100 1997758 1996340 1393
Chr2 Complement NT_039209.1 TGGACAGACTGACCT 26638015 Trpm7 26640166 26555471 2151 26640116 26555471 2101 26639881 26556732 1866
Chr13 Complement NT_039587.1 GGCTCAAGATGACCT 1449224 5730408I21Rik 1451364 1419331 2140 1451326 1419331 2102 1451232 1419506 2008
ChrX Complement NT_039726.1 AGGTCAGGCTGAACC 9392769 LOC245695 9394871 9377508 2102 9394871 9377508 2102 9394871 9377508 2102
Chr17 Complement NT_039655.1 TGGTCAGTTTGAACT 6033666 Abcc10 6035769 6011117 2103 6035769 6011305 2103 6035697 6011374 2031
Chr9 Complement NT_039473.1 AGGTCATTGGGACCC 13135728 Acat1 13137885 13108330 2157 13137831 13109496 2103 13137784 13110353 2056
Chr8 Complement NT_039467.1 AGGTCATGGAGACCT 33225786 2700055K07Rik 33227920 33223998 2134 33227890 33223998 2104 33225128 33224337 -658
Chr3 Complement NT_039230.1 GGGTCACCTTTACCT 13208336 LOC242066 13210440 13205939 2104 13210440 13205939 2104 13210440 13205939 2104
Chr7 Complement NT_039395.1 AGGCCAACTTGACCT 233283 LOC243842 235387 210083 2104 235387 210083 2104 235387 210083 2104
Chr6 Complement NT_039356.1 GGGTCAGTATGACTC 229964 Tpi 232069 228249 2105 232069 228372 2105 231779 228926 1815
Chr10 Complement NT_039502.1 AGATCACTCTGACCC 4988326 Pip5k2c 4990477 4975943 2151 4990432 4976964 2106 4990386 4977939 2060
Chr5 Complement NT_039315.1 GGGTCAAGTTCACCT 894723 Mcmd7 896830 889556 2107 896830 889556 2107 896724 889687 2001
Chr7 Normal NT_039429.1 AGGTCACTGTGCCCT 18354742 Ucp2 18349242 18358055 5500 18352635 18355332 2107 18352705 18355232 2037
Chr13 Complement NT_039575.1 AGGTAAGCATGACCC 1420115 Chrm3 1422223 932727 2108 1422223 932727 2108 935111 933342 -485004
Chr2 Complement NT_039210.1 AGGTCACATAGACCA 4806706 Nfs1 4808814 4788278 2108 4808814 4788278 2108 4808769 4788893 2063
Chr11 Normal NT_039520.1 AGCTCGGGATGACCT 10130349 LOC327921 10128240 10129068 2109 10128240 10129068 2109 10128671 10129036 1678
Chr5 Normal NT_039299.1 TGGTCACTCTGCCCT 7080841 A930031L14Rik 7078731 7613121 2110 7078731 7613121 2110 7078850 7610890 1991
Chr14 Complement NT_039599.1 GGGTCAGGTAGACCG 6819020 LOC277161 6821131 6818070 2111 6821131 6818070 2111 6821131 6818070 2111
Chr8 Normal NT_039467.1 AGGTCAGGCTGGCCT 21721856 AW061076 21719742 21721043 2114 21719742 21721043 2114 21719767 21720057 2089
Chr11 Complement NT_039521.1 TGGTCAGGTTGACCA 26412208 LOC268504 26414323 26407747 2115 26414323 26407747 2115 26414323 26407747 2115
Chr15 Normal NT_039621.1 AGGGCATGCTGACCA 49119991 AW049604 49034576 49252235 85415 49117874 49252235 2117 49117980 49250178 2011
Chr18 Complement NT_039674.1 AGGTCGGGGTGACTC 451509 LOC225112 453627 452151 2118 453627 452151 2118 453627 452151 2118
Chr2 Complement NT_039209.1 TGGTCACCAGGACCC 17069044 Rasgrp1 17071447 17010250 2403 17071163 17010900 2119 17071155 17010945 2111
Chr13 Complement NT_039579.1 GGTTCAGTGTGACCA 5166031 AL022641 5168518 5139965 2487 5168151 5139965 2120 5163112 5141278 -2919
Chr19 Complement NT_039692.1 AGGCCAAGGTGACCT 1998764 LOC226119 2000887 1856759 2123 2000887 1856896 2123 1903084 1857088 -95680
Chr9 Normal NT_039477.1 AGGTCACACTCACCC 5183499 Ptk9l 5181241 5192785 2258 5181376 5192761 2123 5181393 5192393 2106
Chr2 Complement NT_039212.1 GGGTCTTGGTGACCA 2451518 4732416F18 2453643 2441410 2125 2453643 2441410 2125 2448611 2441707 -2907
Chr10 Normal NT_039498.1 GGGTGGTTCTGACCC 1303891 LOC236554 1301764 1302817 2127 1301764 1302817 2127 1301791 1302614 2100
Chr14 Complement NT_039595.1 GGGACACAGTGACCT 6433186 2400006A19Rik 6461553 6426562 28367 6435314 6426565 2128 6435260 6426667 2074
Chr11 Complement NT_039521.1 AGCTCAGCTTGACCT 13313882 Meox1 13316055 13299212 2173 13316010 13299218 2128 13315706 13300308 1824
Chr7 Complement NT_039413.1 AGATCAGGCTGACCT 3689156 3100004P22Rik 3706281 3682069 17125 3691285 3682069 2129 3691185 3682175 2029
Chr2 Normal NT_039202.1 GGGTCGGGGTGACTC 8889909 LOC227572 8887779 8958667 2130 8887779 8958667 2130 8887779 8958667 2130
Chr3 Complement NT_039239.1 AGATCACAATGACCT 3052068 Atp1a1 3054226 3025720 2158 3054199 3025720 2131 3053956 3026051 1888
Chr4 Normal NT_039264.1 TGGTCAGTGTCACCT 17712453 Prnpip1 17696023 17819964 16430 17710322 17819963 2131 17734802 17819506 -22349
ChrX Complement NT_039718.1 TGGTCACTCTGTCCC 561963 Irs4 564095 560705 2132 564095 560705 2132 564095 560705 2132
Chr1 Normal NT_039170.1 AGGTCTGTTTGACCC 33166945 LOC269191 33164813 33165375 2132 33164813 33165351 2132 33164923 33165269 2022
Chr11 Complement NT_039515.1 GGCTCAATGTGACCA 9655302 LOC211398 9657436 9641974 2134 9657436 9641974 2134 9657436 9641974 2134
Chr9 Complement NT_039475.1 GGGTCATTCTGTCCA 5441171 LOC244951 5443305 5429652 2134 5443305 5429652 2134 5443305 5429652 2134
Chr4 Normal NT_039263.1 GGGTCATGATGCCCA 10306077 LOC329900 10303942 10304731 2135 10303942 10304731 2135 10303954 10304307 2123
Chr7 Complement NT_039434.1 GTGTCAAGCTGACCA 298842 Ate1 300978 170827 2136 300978 173469 2136 300915 173706 2073
Chr12 Normal NT_039551.1 GTGTCAAGATGACCA 4123562 LOC217616 4121425 4122299 2137 4121425 4122299 2137 4121425 4122299 2137
Chr2 Normal NT_039205.1 AGGTCCACATGACCC 10064339 LOC227733 10062202 10081969 2137 10062202 10066046 2137 10062319 10065815 2020
Chr2 Normal NT_039210.1 TGGCCAGACTGACCT 6976985 LOC269384 6974845 7054429 2140 6974845 7000635 2140 6975009 7000289 1976
Chr15 Normal NT_039621.1 AGGTCAACGTCACCA 37986516 A230108P17 37984373 38004036 2143 37984373 38004036 2143 38001683 38003878 -15167
Chr12 Complement NT_039551.1 TGGTCGTTCTGACCT 29273868 LOC217699 29276011 29273607 2143 29276011 29273607 2143 29276011 29273607 2143
Chr9 Normal NT_039474.1 TGTTCAATCTGACCC 24042372 D930047P17 24039996 24059667 2376 24040228 24059667 2144 24053324 24059179 -10952
Chr8 Complement NT_039462.1 AGGTGAGGCTGACCA 5170543 BC031407 5252815 5164801 82272 5172688 5164988 2145 5169442 5166175 -1101
Chr7 Normal NT_039435.1 AGGTCATCTTGGCCT 7330172 D7Ertd753e 7327913 7364693 2259 7328027 7364693 2145 7328058 7364135 2114
Chr14 Complement NT_039606.1 GGGTAAAAATGACCT 3753210 Cryl1 3755404 3631741 2194 3755358 3631783 2148 3755323 3632197 2113
Chr9 Complement NT_039474.1 AGGTCAAATTGACTC 24906759 E330016A19Rik 24908907 24896188 2148 24908907 24897006 2148 24908748 24901119 1989
Chr10 Normal NT_039491.1 TGGGCAGGGTGACCC 3936979 LOC215777 3934831 3979584 2148 3934831 3979584 2148 3936092 3979584 887
Chr2 Complement NT_039209.1 GGGTTAGTATGACCT 10320233 LOC329488 10322382 10318736 2149 10322382 10318736 2149 10322324 10319018 2091
Chr9 Normal NT_039477.1 AGGTCCTTTTGACCC 7847386 Wasbp 7845199 7855188 2187 7845237 7855188 2149 7845305 7854557 2081
Chr2 Complement NT_039205.1 AGGTCAGTCTGATCT 7678206 2010009K05Rik 7680356 7659637 2150 7680356 7659637 2150 7668615 7660013 -9591
Chr2 Complement NT_039210.1 AGGTAGCTCTGACCC 1435979 Fkh3 1438129 1436819 2150 1438129 1436819 2150 1438052 1437063 2073
Chr2 Complement NT_039210.1 GGGTCACTGTGCCCA 4012497 LOC228812 4014648 3935470 2151 4014648 3935470 2151 4014619 3954281 2122
Chr19 Normal NT_039684.1 AGGCCAGGATGACCT 2260671 Arhd 2258518 2272483 2153 2258518 2272483 2153 2258591 2271853 2080
Chr10 Complement NT_039494.1 AGGTCGTAATGACTT 782160 LOC214654 784317 709458 2157 784317 709458 2157 784317 709458 2157
Chr7 Complement NT_039429.1 TGGTCAGGCTGGCCT 10800330 LOC244133 10802489 10732511 2159 10802489 10732511 2159 10802489 10732511 2159
Chr4 Normal NT_039261.1 AGGTCAGCTTGACAG 4802553 LOC230195 4800393 4801318 2160 4800393 4801318 2160 4800393 4801318 2160
Chr6 Normal NT_039340.1 AGCTCAAAATGACCA 17402680 LOC232619 17400520 17400948 2160 17400520 17400948 2160 17400520 17400948 2160
Chr19 Normal NT_039684.1 GGCTCGGGCTGACCT 2531029 LOC329022 2528869 2529390 2160 2528869 2529390 2160 2528911 2529390 2118
Chr12 Complement NT_039551.1 AGGTCAAAGTGACAA 26803437 1500012F11Rik 26805641 26784087 2204 26805599 26784092 2162 26801923 26784357 -1514
Chr10 Complement NT_039495.1 GGGGCATAATGACCA 3959039 2700063A19Rik 3961205 3958700 2166 3961205 3958700 2166 3960047 3959199 1008
Chr5 Normal NT_039331.1 GGGTCTTTTCGACCC 16063 2700038N03Rik 13896 14931 2167 13896 14931 2167 14057 14710 2006
Chr6 Normal NT_039355.1 TGGTCACCCAGACCC 4414035 Ogg1 4411757 4419152 2278 4411868 4419152 2167 4412083 4418899 1952
ChrX Normal NT_039737.1 GGATCAAGTTGACCA 22964 LOC280118 20796 26219 2168 20796 26219 2168 21685 23034 1279
Chr11 Normal NT_039520.1 AGGCCAATGTGACCT 40483181 Ccl7 40481012 40482801 2169 40481012 40482801 2169 40481064 40482370 2117
Chr8 Complement NT_039467.1 AGGTCAGCCTGAGCT 12256362 4930511N13Rik 12258532 12242441 2170 12258532 12242441 2170 12247810 12243604 -8552



Chr11 Complement NT_039520.1 AGGCCGGCGTGACCT 36120246 LOC331761 36122416 36119356 2170 36122416 36119356 2170 36122416 36119356 2170
Chr2 Normal NT_039210.1 AGGTCATTGTGACCT 614021 1700127B04Rik 611844 655211 2177 611849 615914 2172 611855 615306 2166
Chr1 Normal NT_039172.1 GGGTCACTGTGAACT 3804605 4930418P06Rik 3779721 3903343 24884 3802433 3901044 2172 3803722 3900933 883
Chr1 Normal NT_039170.1 TGGTCATCCTGACAT 38950163 LOC213120 38947991 38948542 2172 38947991 38948542 2172 38947991 38948542 2172
Chr1 Complement NT_039170.1 GGGTCACGTTTACCC 51592711 LOC241104 51594884 51535474 2173 51594884 51535474 2173 51594884 51535474 2173
Chr7 Normal NT_039428.1 TGGTCACCCCGACCT 12717100 LOC330563 12714927 12716579 2173 12714927 12716579 2173 12715990 12716262 1110
Chr3 Complement NT_039234.1 CAGTCATCATGACCC 25299761 Efna1 25303283 25294068 3522 25301936 25294546 2175 25301874 25294824 2113
Chr17 Complement NT_039649.1 AGGTCAACCTGAGCT 1380298 1110025H10Rik 1382474 1381012 2176 1382474 1381012 2176 1382213 1381530 1915
Chr2 Complement NT_039208.1 GGGTCACCATGACAT 24458013 Kai1 24460690 24416889 2677 24460189 24416889 2176 24435228 24417643 -22785
Chr1 Complement NT_039183.1 AGGTCAGAGCGACCA 592386 Rgs13 594659 555954 2273 594562 556062 2176 588768 556788 -3618
Chr6 Complement NT_039347.1 GAGTCACCATGACCA 530594 LOC232070 532771 532117 2177 532771 532117 2177 532771 532117 2177
Chr12 Normal NT_039548.1 GGGTCACAGTGACAT 932075 LOC328066 929898 1001684 2177 929898 1001684 2177 1000313 1000588 -68238
Chr11 Normal NT_039521.1 AGGTCAGAATGTCCT 14260708 2310056K19Rik 14258083 14260271 2625 14258530 14260271 2178 14258897 14260203 1811
Chr1 Complement NT_039173.1 AGGTCAAGCAGACCT 7890396 AA960365 7892574 7820804 2178 7892574 7822631 2178 7855535 7823036 -34861
Chr11 Normal NT_039520.1 TAGTCATTCTGACCC 6775800 LOC194969 6773620 6774153 2180 6773620 6774153 2180 6773620 6774153 2180
Chr3 Complement NT_039230.1 GGGTGACCTTGACCT 795426 Set7 797661 756507 2235 797606 757183 2180 797559 757190 2133
Chr2 Complement NT_039208.1 AGGTGGTGGTGACCC 21901005 Ndufs3 21903187 21892996 2182 21903187 21892996 2182 21903007 21893070 2002
Chr2 Normal NT_039204.1 AAGTCACCCTGACCA 893471 LOC241246 891288 947161 2183 891288 947161 2183 891288 947161 2183
Chr6 Complement NT_039343.1 AGGTCAGCCTGAGCT 6596488 LOC330321 6598671 6526133 2183 6598671 6526133 2183 6587332 6526206 -9156
Chr18 Normal NT_039675.1 CTGTCAAGGTGACCT 1207327 LOC225744 1205143 1214682 2184 1205143 1214682 2184 1205779 1214451 1548
Chr15 Complement NT_039621.1 AGGTCACTTTGCCCA 35277580 LOC239531 35279764 35193839 2184 35279764 35193839 2184 35271823 35262737 -5757
ChrX Complement NT_039700.1 AGGTCACCCAGACCT 3258797 LOC333493 3260981 3170014 2184 3260981 3170014 2184 3260981 3170014 2184
Chr7 Complement NT_039420.1 AGATCAGGCTGACCT 2355666 Nucb 2358407 2338610 2741 2357850 2340380 2184 2357838 2341109 2172
Chr18 Complement NT_039674.1 GGGTCATTTTTACCA 9999315 Osbpl1a 10044400 9893720 45085 10001501 9893720 2186 9927032 9894591 -72283
Chr11 Normal NT_039522.1 AGGTCAGTTTGAGCA 56717 Ccl6 54433 59658 2284 54530 59658 2187 54579 58725 2138
Chr19 Normal NT_039684.1 GGGTCAGGGTGAGCT 2417240 0710001P18Rik 2415051 2427690 2189 2415051 2427690 2189 2415214 2427535 2026
Chr6 Normal NT_039340.1 AGGTCAGCCTGCCCT 14142722 Cav 14140426 14175533 2296 14140531 14173535 2191 14140531 14173535 2191
Chr17 Complement NT_039655.1 AGGTCGTGGGGACCC 5308654 LOC328822 5310846 5310435 2192 5310846 5310435 2192 5310835 5310435 2181
Chr8 Complement NT_039467.1 AGGTCCTGCTGACCT 54887408 LOC213079 54889605 54888536 2197 54889605 54888536 2197 54889502 54888963 2094
Chr4 Normal NT_039268.1 GGGTCAGGCAGACCC 5009968 Nphp4 5006335 5092811 3633 5007771 5092763 2197 5014035 5092407 -4067
Chr10 Complement NT_039496.1 AGGTCACAATGAGCG 6705295 LOC237403 6707493 6705724 2198 6707493 6705724 2198 6707493 6705724 2198
Chr14 Normal NT_039596.1 GGGTCATCCTGAGCT 2185247 1110053F04Rik 2183047 2184545 2200 2183047 2184545 2200 2183321 2183746 1926
Chr15 Normal NT_039621.1 AGGTCATTGTGACCT 35908958 Bai1 35906757 35967582 2201 35906757 35967582 2201 35906986 35967002 1972
Chr11 Complement NT_039520.1 TGCTCAAACTGACCT 42014399 Ccl6 42016697 42011502 2298 42016600 42011502 2201 42016551 42012435 2152
Chr14 Normal NT_039609.1 AGATCAAATTGACCT 23926400 LOC223262 23924199 23927929 2201 23924199 23927929 2201 23924221 23924514 2179
Chr5 Complement NT_039332.1 GGGTCAGAAAGACCT 176114 LOC333626 178316 126711 2202 178316 126711 2202 178287 128381 2173
Chr14 Normal NT_039606.1 TGGTCATTTTGACCT 5772103 1500031K13Rik 5769900 5914710 2203 5769900 5914710 2203 5825720 5914506 -53617
Chr6 Complement NT_039353.1 AGGACGCAGTGACCT 3083924 Abtb1 3086579 3080177 2655 3086127 3080177 2203 3086084 3080506 2160
Chr6 Complement NT_039350.1 GGGTCAATTTGATCA 13487399 Actg2 13489605 13466287 2206 13489602 13466287 2203 13480818 13466301 -6581
Chr2 Complement NT_039209.1 AAGTCACCCTGACCC 30351232 Avp 30353447 30351516 2215 30353436 30351572 2204 30353436 30351572 2204
Chr10 Complement NT_039491.1 AGGTCAGGCTGACCA 6895198 LOC215797 6897403 6882547 2205 6897403 6882547 2205 6895327 6882574 129
Chr3 Normal NT_039226.1 AGCTCAGGATGACCA 7071582 Fabp5 7069376 7073381 2206 7069376 7073381 2206 7069410 7072890 2172
Chr8 Normal NT_039455.1 AGGTCACACTGGCCA 12394461 LOC244321 12392254 12406109 2207 12392254 12406109 2207 12392254 12406109 2207
Chr3 Normal NT_039226.1 AGATCACTGTGACCC 27390 LOC229022 25182 152839 2208 25182 152839 2208 25182 152839 2208
Chr14 Normal NT_039606.1 AGGTCACTGTGTCCA 10169268 LOC328429 10167060 10170309 2208 10167060 10170309 2208 10168318 10168599 950
Chr7 Complement NT_039433.1 AGGTGATGCTGACCT 21945415 Prss8 21947675 21943248 2260 21947624 21943248 2209 21947412 21943856 1997
Chr19 Normal NT_039692.1 GGGTCACTGTGAGCC 3784707 LOC269086 3782496 3783955 2211 3782496 3783955 2211 3782698 3783384 2009
Chr9 Complement NT_039476.1 GGGTAGAATTGACCT 9759782 LOC331011 9761993 9690505 2211 9761993 9690505 2211 9691130 9690831 -68652
Chr13 Normal NT_039589.1 GGGCCAGGGTGACCG 4789298 Mrpl36 4787087 4788255 2211 4787087 4788255 2211 4787451 4787759 1847
Chr9 Complement NT_039477.1 AAGTCAAGATGACCC 5417117 Acy1 5419329 5414059 2212 5419329 5414072 2212 5418815 5414157 1698
Chr16 Complement NT_039625.1 AGATCAGGCTGACCT 26743437 LOC268908 26745653 26734192 2216 26745653 26734192 2216 26745645 26734192 2208
Chr4 Complement NT_039265.1 AGATCACCCTGACCA 377530 LOC329936 379746 378863 2216 379746 378863 2216 379746 378863 2216
Chr14 Complement NT_039606.1 AGGTCAGACTGGCCT 9749158 Blk 9751445 9698855 2287 9751375 9699166 2217 9713652 9699410 -35506
Chr4 Normal NT_039265.1 AGGTCATGGTGACTC 1154271 Bmp8b 1152050 1178986 2221 1152054 1172980 2217 1152240 1171426 2031
Chr15 Normal NT_039618.1 AGGTCATTCTGATCT 4417050 LOC239338 4414833 4415435 2217 4414833 4415435 2217 4414833 4415435 2217
Chr5 Normal NT_039312.1 TGGTCATCCTCACCC 7992815 LOC330184 7990598 7993057 2217 7990598 7993057 2217 7992679 7993017 136
Chr5 Normal NT_039310.1 AGGTCAGAATGATCT 9110 2310001H12Rik 6657 10408 2453 6892 10408 2218 6986 10012 2124
Chr10 Normal NT_039500.1 GGGTCTCTTTGACCT 24068070 A630014C11Rik 24065850 24105784 2220 24065850 24105784 2220 24066714 24105100 1356
Chr12 Complement NT_039539.1 GGGACATAATGACCA 2797241 LOC238047 2799461 2741242 2220 2799461 2741242 2220 2799461 2741242 2220
Chr6 Normal NT_039369.1 GGGTCAGCCTGGCCT 120322 Lrpb7 118101 127948 2221 118101 127948 2221 118691 127209 1631
Chr13 Normal NT_039578.1 GGGGCATTCTGACCA 15720395 LOC195247 15718172 15736588 2223 15718172 15736588 2223 15718172 15736588 2223
Chr9 Normal NT_039472.1 AGGTCTATCTGACCA 9133468 E130103I17Rik 9131234 9544469 2234 9131244 9544465 2224 9146340 9544084 -12872
Chr17 Normal NT_039649.1 GGGTCTGCATGACCA 3886160 LOC328785 3883935 3885379 2225 3883935 3885379 2225 3884802 3885191 1358
Chr2 Normal NT_039208.1 AGGTCAAATTTACCT 13166917 C630007C17Rik 13164691 13416694 2226 13164691 13167801 2226 13165449 13167356 1468
Chr1 Complement NT_039182.1 AGGTCATTGTGATCC 428698 Cfh 430925 372119 2227 430925 372132 2227 430925 372579 2227
ChrX Normal NT_039726.1 AGGTCAGCATGAGCT 7282076 Piga 7279849 7293975 2227 7279849 7293975 2227 7282708 7291958 -632
Chr10 Complement NT_039491.1 TGGTCAGGCTGAGCT 11471921 Tnfaip3 11477771 11463290 5850 11474149 11465105 2228 11474149 11465105 2228
Chr4 Complement NT_039258.1 GGGTCAGCCTGTCCT 16598163 1620401A02Rik 16600393 16555214 2230 16600393 16555214 2230 16600285 16556023 2122
Chr4 Complement NT_039266.1 GGGTCACAATAACCT 11836306 9030409G11Rik 11867730 11730720 31424 11838537 11769141 2231 11838479 11769958 2173
Chr11 Normal NT_039521.1 AGGTCTTGACGACCC 10067424 2200001G21Rik 10065192 10076393 2232 10065192 10076382 2232 10067640 10076184 -216
Chr12 Normal NT_039548.1 AGGTCATGTGGACCA 2075807 Tyki 2073272 2083944 2535 2073575 2082238 2232 2073575 2082238 2232
Chr6 Normal NT_039343.1 AGGTGGTGTTGACCC 9279191 LOC269745 9276958 9277869 2233 9276958 9277869 2233 9276958 9277869 2233
Chr9 Complement NT_039477.1 AGGTCTTGCTGACCT 6646859 LOC331025 6649093 6645859 2234 6649093 6645859 2234 6649055 6645859 2196
Chr9 Complement NT_039482.1 AGGTCAGCCTGCCCA 187674 LOC331036 189908 188323 2234 189908 188323 2234 189376 189065 1702
Chr16 Complement NT_039624.1 AGGTCCAGGTGACCC 26646965 LOC239812 26649200 26595647 2235 26649200 26595647 2235 26649200 26595647 2235
Chr1 Normal NT_039172.1 GGATCAAGTTGACCA 1472466 LOC277274 1470230 1475606 2236 1470230 1475606 2236 1471117 1473129 1349
Chr5 Normal NT_039315.1 GGGTCTTTTCGACCC 27060 2700038N03Rik 24823 25858 2237 24823 25858 2237 24984 25637 2076
Chr2 Normal NT_039219.1 GGGTCCATATGACCT 28035 Cd59a 25751 56937 2284 25798 44362 2237 34167 43518 -6132
ChrX Complement NT_039726.1 AGGTCAGCCTGATCT 9356420 LOC245693 9358657 9357410 2237 9358657 9357410 2237 9358657 9357410 2237
ChrX Normal NT_039711.1 AGGTAAATATGACCA 5535157 Igbp1 5532907 5554552 2250 5532919 5554552 2238 5533082 5554374 2075
Chr13 Normal NT_039589.1 TGGTCATGTTGACAC 5815006 0610011N22Rik 5812742 5823088 2264 5812766 5819705 2240 5815289 5819147 -283
Chr17 Complement NT_039656.1 AGGTAGAAATGACCT 449616 LOC240116 451856 451482 2240 451856 451482 2240 451856 451482 2240
Chr4 Complement NT_039266.1 GGGTGACCTTGACCA 7845047 1190006F07Rik 7847289 7834427 2242 7847289 7834427 2242 7847234 7834971 2187
Chr2 Complement NT_039208.1 AGATCAGTTTGACCT 21165756 Ora16 21168000 21167092 2244 21168000 21167092 2244 21168000 21167092 2244
Chr1 Normal NT_039194.1 GGGTCAGTATAACCT 71555 Ifi203 69096 91294 2459 69310 91294 2245 73701 89165 -2146
Chr4 Normal NT_039268.1 TGGTCAGGCTCACCT 2118138 Clstn1 2115892 2177439 2246 2115892 2176440 2246 2162990 2176136 -44852
Chr14 Complement NT_039606.1 AGGTCAGCATGGCCA 1332495 LOC328413 1334742 1287964 2247 1334742 1287964 2247 1333066 1316038 571
Chr4 Complement NT_039266.1 TGGTCTGGGTGACCT 7845041 1190006F07Rik 7847289 7834427 2248 7847289 7834427 2248 7847234 7834971 2193
Chr6 Complement NT_039343.1 GGGTCAGATTGCCCG 3931785 Hoxa9 3934033 3930816 2248 3934033 3930816 2248 3932767 3930905 982
Chr4 Complement NT_039258.1 AGGTAAGCCTGACCA 15682220 LOC242339 15684468 15443261 2248 15684468 15443261 2248 15545050 15443261 -137170
Chr19 Normal NT_039689.1 TGGTCAGGGTGTCCC 538468 Tnfrsf6 536220 573747 2248 536220 573747 2248 536269 573301 2199
Chr7 Complement NT_039391.1 TGGTCAATATGAACT 18913 V1rg1 21161 20241 2248 21161 20241 2248 21161 20241 2248
Chr14 Normal NT_039614.1 TGGTGAGTATGACCT 1160902 LOC193588 1158653 1161712 2249 1158653 1161712 2249 1158653 1161712 2249
Chr14 Normal NT_039606.1 TGGTGAGTATGACCT 106175 LOC277137 103925 110286 2250 103925 110286 2250 103925 110286 2250
Chr17 Normal NT_039650.1 AGGCCAAACTGACCT 425336 LOC328808 423086 428207 2250 423086 428207 2250 423720 428088 1616



Chr7 Complement NT_039426.1 AGGTCAACTTGATCT 118226 LOC277925 120477 115065 2251 120477 115065 2251 119589 115744 1363
Chr5 Complement NT_039312.1 GTGTCGACATGACCT 4427448 LOC243248 4429703 4375250 2255 4429703 4375250 2255 4421853 4375250 -5595
Chr6 Complement NT_039347.1 CTGTCATCATGACCT 76424 LOC243456 78680 69676 2256 78680 69676 2256 78680 69676 2256
Chr6 Normal NT_039355.1 TGGTCACTGTGACCT 11734835 Cecr2 11732578 11735228 2257 11732578 11735228 2257 11732842 11733159 1993
Chr12 Normal NT_039551.1 CGGTCCCAGTGACCC 31668761 Esrrb 31557258 31720709 111503 31666504 31718152 2257 31666546 31718152 2215
Chr4 Normal NT_039263.1 AGGTCTTGGTGACCA 9829979 LOC332915 9827722 9866483 2257 9827722 9866483 2257 9827722 9866483 2257
ChrX Normal NT_039701.1 GGATCAAGTTGACCT 820309 LOC277270 818051 819694 2258 818051 819694 2258 818895 819680 1414
Chr14 Complement NT_039599.1 AGGCCACCTTGACCT 602585 Ero1l 604844 570814 2259 604844 570814 2259 604807 572524 2222
Chr6 Normal NT_039355.1 GGGTCACAGCGCCCT 3643879 LOC232327 3641620 3643252 2259 3641620 3643252 2259 3641671 3642159 2208
Chr4 Normal NT_039264.1 GGGTTGTCATGACCC 17712582 Prnpip1 17696023 17819964 16559 17710322 17819963 2260 17734802 17819506 -22220
Chr2 Normal NT_039210.1 AGGTCAGCCTGGCCA 16918172 1700020H17Rik 16915910 16967732 2262 16915910 16916961 2262 16915934 16916683 2238
Chr6 Complement NT_039355.1 AGGGCAAGGTGACCA 11173172 LOC330406 11175436 11168377 2264 11175436 11168377 2264 11174628 11169093 1456
Chr10 Normal NT_039500.1 AGGTCAGTGTGACTT 21250583 LOC331672 21248318 21288235 2265 21248318 21288235 2265 21248318 21288235 2265
Chr6 Normal NT_039356.1 TGGTCAGTCTGGCCT 1133627 MGC38715 1109231 1463422 24396 1131362 1463422 2265 1132569 1462810 1058
Chr18 Complement NT_039674.1 TGGTCCACCTGACCT 6274381 Cx39 6276838 6272636 2457 6276647 6274011 2266 6276647 6274011 2266
Chr4 Complement NT_039258.1 GTGTCAACCTGACCC 1940937 LOC332849 1943203 1896213 2266 1943203 1896213 2266 1943203 1896213 2266
Chr8 Normal NT_039460.1 TGGTCTCAGTGACCT 9868692 Aga 9866425 9878143 2267 9866425 9878143 2267 9866512 9877998 2180
Chr14 Complement NT_039609.1 AGGTCACTTTGACAC 19921135 Dct 19923459 19883608 2324 19923403 19883608 2268 19922996 19883832 1861
Chr14 Complement NT_039599.1 AGGTAACCCTGACCC 6148329 LOC239083 6150598 6132538 2269 6150598 6132538 2269 6145141 6132538 -3188
Chr3 Complement NT_039239.1 GGATCACAGTGACCC 9769383 2610528J18Rik 9771653 9762943 2270 9771653 9762974 2270 9769177 9763078 -206
Chr9 Complement NT_039474.1 AGGTCAAGGTCACCA 15280057 LOC208553 15282327 15247525 2270 15282327 15247525 2270 15282327 15247525 2270
Chr12 Complement NT_039556.1 AGGTCAACTTGATCC 146258 LOC209392 148529 140533 2271 148529 140533 2271 148529 140533 2271
Chr6 Normal NT_039361.1 AAGTCACCCTGACCA 1103158 LOC232541 1100887 1102811 2271 1100887 1102811 2271 1100887 1102811 2271
Chr5 Complement NT_039312.1 AGGTCAGCCTGCCCA 5066303 LOC330182 5068574 5066722 2271 5068574 5066722 2271 5068200 5067790 1897
Chr7 Normal NT_039420.1 GGATCATTGTGACCT 1589787 AI428238 1587299 1616919 2488 1587515 1616919 2272 1593026 1614807 -3239
Chr18 Normal NT_039678.1 GGGTCCTGTTGACCT 2673728 Cyb5 2671397 2699763 2331 2671456 2699756 2272 2671521 2699477 2207
Chr1 Complement NT_039185.1 AGGTCATTATGAACC 14386564 6330408P19Rik 14388837 14317443 2273 14388837 14317443 2273 14388792 14328682 2228
Chr7 Normal NT_039446.1 GGGTCAAGACGGCCT 152036 LOC280621 149763 156310 2273 149763 156310 2273 149872 152477 2164
Chr11 Normal NT_039520.1 TGGCCATGATGACCC 25481040 Myh2 25399974 25560567 81066 25478767 25505060 2273 25480664 25502112 376
Chr14 Normal NT_039595.1 AGGTCACCATCACCG 6662912 Il3ra 6660638 6668314 2274 6660638 6668314 2274 6662078 6668250 834
Chr1 Complement NT_039199.1 ATGTCAGGATGACCA 61088 LOC280415 63372 62759 2284 63363 62759 2275 63226 62789 2138
Chr17 Normal NT_039658.1 AGGTCAACATGAACC 17651316 LOC328870 17649038 17652647 2278 17649038 17652647 2278 17652020 17652373 -704
Chr17 Normal NT_039649.1 TGGTGAGGGTGACCC 3097623 1200007D18Rik 3095300 3190715 2323 3095344 3190713 2279 3095398 3188958 2225
Chr17 Complement NT_039649.1 GGGTCAAGCTGAGCA 9414552 LOC224688 9416831 9415945 2279 9416831 9415945 2279 9416367 9416008 1815
Chr4 Complement NT_039264.1 AGGTCAGGCTGGCCT 16288013 1520402A15Rik 16290293 16282976 2280 16290293 16282976 2280 16290171 16282990 2158
Chr11 Normal NT_039520.1 AGGTCAAAATGACGG 16661083 2210415F13Rik 16658802 16670294 2281 16658802 16670294 2281 16662089 16670137 -1006
Chr11 Normal NT_039515.1 AGGTCAGGCTGGCCT 1515753 1700011I11Rik 1513423 1562226 2330 1513470 1559911 2283 1516077 1559606 -324
Chr14 Normal NT_039606.1 AGGTCAAGTTCACCA 16245865 Bin3 16243573 16281807 2292 16243580 16281558 2285 16243656 16280886 2209
Chr4 Complement NT_039266.1 AGGTCGTCATGGCCT 6513836 LOC230848 6516121 6507255 2285 6516121 6507255 2285 6514074 6510758 238
Chr7 Normal NT_039433.1 GGGTCAGACTGAGCC 22339060 LOC270000 22336775 22354775 2285 22336775 22354775 2285 22336811 22354775 2249
Chr3 Complement NT_039239.1 GGTTCAGACTGACCA 7411091 LOC277600 7413377 7408052 2286 7413377 7408052 2286 7408587 7408117 -2504
Chr7 Complement NT_039433.1 GAGTCACCATGACCA 2966550 Stk33 2969101 2809263 2551 2968837 2809263 2287 2871599 2809705 -94951
Chr7 Complement NT_039433.1 TGGTCAAGGTCACCT 15799721 5,6304E+30 15802009 15743364 2288 15802009 15743364 2288 15801903 15743471 2182
Chr7 Complement NT_039436.1 AGGACAGACTGACCT 2100097 5430425C04Rik 2113205 2096660 13108 2102386 2099503 2289 2102335 2099936 2238
Chr11 Normal NT_039521.1 AGGCCAAAGTGACCT 27670298 Cdk3 27668009 27671754 2289 27668009 27671754 2289 27668600 27671245 1698
Chr7 Normal NT_039429.1 AGGTCAGCCTGAACT 15159827 LOC333229 15157538 15177728 2289 15157538 15177728 2289 15157538 15177728 2289
Chr12 Complement NT_039553.1 CCGTCAACGTGACCT 4821743 LOC214614 4824035 4810400 2292 4824035 4810400 2292 4824018 4811004 2275
Chr8 Normal NT_039460.1 GGGTCACCATCACCA 2852109 LOC330758 2849817 2877483 2292 2849817 2877483 2292 2849866 2876267 2243
Chr4 Complement NT_039258.1 TGGTCATCGTGACTT 15682174 LOC242339 15684468 15443261 2294 15684468 15443261 2294 15545050 15443261 -137124
Chr11 Complement NT_039521.1 GGGACACAGCGACCT 5658684 LOC278507 5660978 5656027 2294 5660978 5656027 2294 5660978 5656027 2294
Chr2 Complement NT_039205.1 AGTTCAGCATGACCC 3681409 Lhx3 3683704 3675671 2295 3683704 3676406 2295 3683644 3676548 2235
Chr4 Normal NT_039267.1 AGATCACTTTGACCC 196118 LOC277640 193823 196722 2295 193823 196722 2295 193823 196722 2295
Chr19 Normal NT_039692.1 GGGTCATGCTGACCC 5458965 MGC41750 5456036 5462329 2929 5456670 5461475 2295 5456701 5461475 2264
Chr4 Complement NT_039265.1 GGGTCAGCCTGTCCT 1387388 Bmp8a 1390140 1359542 2752 1389685 1359542 2297 1389597 1360156 2209
Chr2 Normal NT_039209.1 GGGTCCATATGACCT 3714850 Cd59a 3712487 3740884 2363 3712551 3731120 2299 3720935 3730317 -6085
Chr1 Normal NT_039185.1 AGGTCAGCATGATCT 9403429 4931412F17 9401129 9488742 2300 9401129 9488742 2300 9418612 9488742 -15183
Chr11 Complement NT_039521.1 AGGGCAAGGTGACCT 826545 4,93241E+28 828846 800121 2301 828846 800121 2301 828778 801506 2233
Chr11 Normal NT_039515.1 ATGTCACCGTGACCT 1143866 Lif 1132705 1149627 11161 1141565 1149627 2301 1141736 1144471 2130
Chr12 Normal NT_039553.1 GGGTGGAGATGACCC 1576814 LOC328153 1574511 1577388 2303 1574511 1577388 2303 1576362 1576850 452
Chr15 Complement NT_039617.1 AGGACAAAGCGACCT 5162621 LOC223322 5164926 5139698 2305 5164926 5139698 2305 5163754 5146607 1133
Chr6 Complement NT_039356.1 AGGCCAGGCTGACCC 195052 Lrpb7 197357 187499 2305 197357 187499 2305 196767 188238 1715
Chr2 Complement NT_039208.1 GGGTCAGAGTGACCA 18517975 LOC228250 18524964 18516960 6989 18520286 18516960 2311 18520136 18517379 2161
Chr4 Complement NT_039268.1 GAGTCACTCTGACCC 7467641 LOC230979 7470313 7463881 2672 7469952 7463881 2311 7469796 7464188 2155
Chr5 Normal NT_039305.1 AGGTCAGAACGACAT 16452701 LOC330086 16450389 16458939 2312 16450389 16458939 2312 16456562 16456930 -3861
Chr11 Normal NT_039520.1 AGGCCAGGACGACCT 25564672 Myh4 25562360 25567993 2312 25562360 25567993 2312 25562962 25567888 1710
Chr7 Normal NT_039420.1 GGGTCTCTCTGACCC 1339301 1700021P22Rik 1336988 1341816 2313 1336988 1341816 2313 1337145 1341745 2156
Chr2 Normal NT_039222.1 GGGGCAGGCTGACCT 77390 D2Wsu81e 75077 90533 2313 75077 80059 2313 75849 79439 1541
Chr9 Normal NT_039480.1 AGGTCAGCCTGACTG 17457 LOC245029 15143 43519 2314 15143 43519 2314 15143 43519 2314
Chr9 Normal NT_039472.1 GGGTAACTCTGACCC 23943179 1810021J13Rik 23940752 23955816 2427 23940864 23955786 2315 23950873 23955219 -7694
Chr7 Normal NT_039429.1 GGCTCATGTTGACCA 402139 AI451340 399824 528092 2315 399824 528092 2315 448329 527926 -46190
Chr1 Normal NT_039172.1 AGGTCAACCTGATCC 30788 LOC332464 28473 74536 2315 28473 74536 2315 28473 74536 2315
Chr19 Complement NT_039685.1 AGGTGACATTGACCA 369475 1810059G22Rik 371806 369878 2331 371791 369878 2316 371779 370025 2304
Chr7 Normal NT_039420.1 TGGTGAAGTTGACCC 95539 LOC272378 93223 107216 2316 93223 107216 2316 93223 107216 2316
Chr15 Normal NT_039621.1 GGGTGAAGGTGACCG 40008480 2510004M07Rik 40006052 40031018 2428 40006163 40031018 2317 40006210 40029569 2270
Chr4 Normal NT_039291.1 AGATCACTTTGACCC 154027 LOC280065 151710 154631 2317 151710 154631 2317 151710 154631 2317
Chr2 Complement NT_039208.1 AGGTCATCCTGACAG 22440176 MGC40841 22442556 22271083 2380 22442493 22271083 2317 22442456 22274817 2280
Chr5 Complement NT_039316.1 GGGTCAAGATGTCCC 2218807 2410011D02Rik 2221126 2207133 2319 2221126 2207133 2319 2221026 2207464 2219
Chr4 Normal NT_039268.1 AGGTCACCTTGATCC 264226 LOC194188 261907 262188 2319 261907 262188 2319 261907 262188 2319
Chr1 Complement NT_039170.1 AGTTCAGAGTGACCT 37362225 LOC329163 37364546 37360421 2321 37364546 37360421 2321 37361621 37361271 -604
Chr1 Normal NT_039188.1 AGCTCAGACTGACCT 220940 2310005N03Rik 218589 222240 2351 218618 222240 2322 218629 222163 2311
Chr1 Normal NT_039180.1 GGGTAGAAATGACCC 14278231 LOC240751 14275909 14285912 2322 14275909 14285912 2322 14280743 14285912 -2512
Chr4 Complement NT_039266.1 AGGTCAGATGGACCT 11836213 9030409G11Rik 11867730 11730720 31517 11838537 11769141 2324 11838479 11769958 2266
Chr2 Normal NT_039208.1 TGGTCAACATGGCCC 158739 LOC329418 156415 231103 2324 156415 161947 2324 156425 159656 2314
Chr17 Complement NT_039649.1 AGGTCAGTCTGACCA 11532379 Ly6g6d 11538277 11531594 5898 11534703 11531784 2324 11534703 11531784 2324
Chr17 Complement NT_039662.1 AGGTCAGTCTGACCA 1321842 Ly6g6d 1327740 1321057 5898 1324166 1321247 2324 1324166 1321247 2324
Chr9 Normal NT_039475.1 TGGTGAGCCTGACCT 5427892 Tpbg 5425568 5428947 2324 5425568 5428947 2324 5427138 5428418 754
Chr12 Complement NT_039553.1 AGGTCAGGCTGAGCC 7536057 LOC331864 7538382 7508192 2325 7538382 7508192 2325 7538382 7508192 2325
Chr4 Normal NT_039267.1 TGATCAAGGTGACCT 1751878 LOC194245 1749552 1750631 2326 1749552 1750631 2326 1749807 1750303 2071
Chr19 Normal NT_039692.1 AGGTCATTATGACCT 20747095 AW492152 20744768 20762591 2327 20744768 20762591 2327 20762135 20762449 -15040
Chr1 Complement NT_039170.1 AGGTCTGGCTGACCC 35055540 LOC212732 35057867 35042012 2327 35057867 35042012 2327 35057867 35042012 2327
Chr11 Normal NT_039520.1 AGGTCTTGATGACCG 31579773 Trpv3 31577445 31607025 2328 31577445 31607025 2328 31579487 31607025 286
Chr8 Normal NT_039467.1 TGCTCAGACTGACCC 11718751 4930432K21Rik 11716408 11740969 2343 11716422 11740969 2329 11717238 11740667 1513
Chr17 Complement NT_039658.1 GGGCCGAGGTGACCT 9050329 LOC240166 9052660 9016672 2331 9052660 9016672 2331 9052660 9016672 2331
Chr9 Normal NT_039482.1 GGGTTGTCCTGACCT 5069639 Acaa1 5066944 5075942 2695 5067307 5075942 2332 5067344 5075942 2295
Chr19 Complement NT_039684.1 TGGTCTCCATGACCT 809719 AW491445 812717 804758 2998 812052 804758 2333 811870 805534 2151



ChrX Complement NT_039718.1 TGGTCAAAATGACCT 569831 LOC245646 572165 564502 2334 572165 564502 2334 572165 564502 2334
Chr4 Complement NT_039267.1 GGATCAAGGTGACCT 1575549 LOC195576 1577884 1577525 2335 1577884 1577525 2335 1577884 1577525 2335
Chr9 Complement NT_039486.1 AGGTCACCCTGAACA 66538 LOC333656 68873 40086 2335 68873 40086 2335 68873 40086 2335
Chr7 Complement NT_039428.1 AAGTCACCCTGACCA 11264136 LOC244047 11266472 11182244 2336 11266472 11182244 2336 11266472 11182244 2336
Chr3 Complement NT_039248.1 AGGTCATCTTGAGCA 239895 LOC280314 242231 235041 2336 242231 235041 2336 242231 235041 2336
Chr10 Complement NT_039494.1 TGATCATTTTGACCT 6057266 9430073N08Rik 6059606 6054511 2340 6059606 6054511 2340 6059510 6054581 2244
Chr7 Complement NT_039413.1 AGGCCGTCTTGACCC 1312310 LOC280621 1314651 1308113 2341 1314651 1308113 2341 1314542 1311951 2232
Chr6 Complement NT_039382.1 AGGTCACAGTGACCA 324971 Cecr2 327313 324662 2342 327313 324662 2342 327051 326734 2080
Chr3 Normal NT_039226.1 TGTTCACCATGACCC 7330612 LOC241876 7328268 7360590 2344 7328268 7360590 2344 7328268 7360590 2344
ChrX Complement NT_039700.1 TGGTCCATTTGACCT 298404 LOC331382 300749 297750 2345 300749 297750 2345 300749 297750 2345
Chr16 Complement NT_039624.1 AGGTCACAGGGACCG 56286405 MOR184-4 56288750 56287797 2345 56288750 56287797 2345 56288750 56287797 2345
Chr3 Complement NT_039240.1 AGATCAAGGTGACCA 7676185 2510027J23Rik 7678531 7662131 2346 7678531 7677820 2346 7678513 7677929 2328
Chr11 Complement NT_039515.1 GGGTCAGAGGGACCT 15441527 LOC212207 15443876 15407568 2349 15443876 15407568 2349 15443876 15407568 2349
Chr18 Complement NT_039674.1 AGGTCATGTTGACAA 27732431 LOC225328 27734780 27734168 2349 27734780 27734168 2349 27734639 27734286 2208
Chr5 Complement NT_039336.1 GGGTCAGAAAGACCT 17262 LOC333784 19611 4302 2349 19611 4302 2349 19611 4302 2349
Chr7 Normal NT_039407.1 GGGTCAGCGTGTCCC 1023382 Cd79a 1021031 1025389 2351 1021031 1025389 2351 1021040 1025212 2342
Chr7 Complement NT_039420.1 TGGTAATACTGACCT 4119891 LOC233220 4122242 4107275 2351 4122242 4107275 2351 4122242 4107275 2351
Chr16 Complement NT_039625.1 GGGTGACCGTGACCT 27333394 Kcne1 27336340 27322887 2946 27335746 27325304 2352 27325826 27325437 -7568
Chr11 Normal NT_039521.1 AGGTCATCCTGGCCT 7149541 LOC328001 7147189 7149376 2352 7147189 7149376 2352 7148052 7148351 1489
Chr7 Normal NT_039437.1 GGGTCAGTGTGTCCA 694836 Syt8 690500 696046 4336 692484 695955 2352 692583 695951 2253
Chr13 Complement NT_039589.1 GGGTCAAGCTGACAT 22416558 LOC209418 22418911 22416852 2353 22418911 22416852 2353 22418911 22416852 2353
Chr16 Normal NT_039624.1 AGGACAGTGTGACCT 24233249 LOC239792 24230896 24283971 2353 24230896 24283971 2353 24230896 24283971 2353
Chr11 Complement NT_039521.1 AGGTCATTCTGACTT 1798423 E230015K02Rik 1800777 1748266 2354 1800777 1748266 2354 1800262 1750657 1839
Chr15 Complement NT_039621.1 TGGTCAACTTGACCA 41490283 Rpl3 41493403 41486148 3120 41492637 41487849 2354 41492637 41487904 2354
Chr15 Normal NT_039621.1 GGGTCAGATTGCCCA 40008520 2510004M07Rik 40006052 40031018 2468 40006163 40031018 2357 40006210 40029569 2310
Chr3 Complement NT_039234.1 AGGTCAGTCTGATCT 24097120 LOC332782 24099478 24092846 2358 24099478 24092846 2358 24099478 24092846 2358
ChrX Complement NT_039710.1 AGGTGACAATGACCT 2278630 Pola1 2280989 1953601 2359 2280989 1953601 2359 2280945 1954505 2315
Chr4 Normal NT_039278.1 AGGTCACCTTGATCC 115831 LOC242745 113471 113830 2360 113471 113830 2360 113471 113830 2360
Chr4 Complement NT_039268.1 AGGTCAGAATTACCT 3179187 C230078B22 3181548 3157955 2361 3181548 3157955 2361 3171892 3158914 -7295
Chr8 Complement NT_039467.1 AGGTCGACTTAACCC 33102070 LOC234686 33104432 33085667 2362 33104432 33085667 2362 33104354 33085948 2284
Chr5 Normal NT_039313.1 AGGTCAGGCTGACCT 4647282 LOC333058 4644920 4742815 2362 4644920 4742815 2362 4644920 4742815 2362
Chr3 Complement NT_039230.1 AGATCAACCTGACCA 2210078 LOC242015 2212441 2037732 2363 2212441 2037732 2363 2212441 2037732 2363
ChrX Complement NT_039708.1 AGGTCAGTCTGAACT 478176 Idh3g 480605 472606 2429 480540 472606 2364 480498 472713 2322
ChrX Complement NT_039745.1 AGGTCAGTCTGAACT 402088 Idh3g 404517 396518 2429 404452 396518 2364 404410 396625 2322
Chr5 Normal NT_039312.1 GGGACAATGTGACCT 1961746 Msi1h 1959381 1984572 2365 1959381 1984572 2365 1959444 1981868 2302
Chr11 Normal NT_039521.1 AGGCCATGTTGACCA 485309 LOC217071 482839 502062 2470 482943 502062 2366 482949 497670 2360
Chr16 Complement NT_039624.1 GGGTCACTCTGATCC 42654761 LOC208166 42657129 42549760 2368 42657129 42549760 2368 42657129 42549760 2368
Chr17 Normal NT_039655.1 GGGTCATTGTGAACT 3065911 LOC210505 3063542 3078880 2369 3063542 3078880 2369 3063542 3078880 2369
Chr1 Normal NT_039173.1 AGGTCAGGCTGGCCT 8171155 2510009N07Rik 8168782 8205895 2373 8168782 8205895 2373 8168913 8204124 2242
Chr17 Complement NT_039650.1 GGGTCTTGCTGACCT 772986 LOC240090 775359 763428 2373 775359 763428 2373 775359 763428 2373
Chr9 Normal NT_039482.1 GGCTCAGAGTGACCT 9065625 Tna 9063251 9069529 2374 9063251 9069529 2374 9063257 9063388 2368
Chr2 Normal NT_039205.1 AGGTCAGCTTGAGCT 4489103 5930434B04Rik 4486728 4517639 2375 4486728 4496068 2375 4486774 4495764 2329
Chr8 Normal NT_039466.1 AGGTCAGTCCGAGCT 563852 1700030K09Rik 561476 580704 2376 561476 580704 2376 562347 579852 1505
Chr12 Complement NT_039539.1 GGGTCAGGATGCCCT 8333330 9530020I12Rik 8335706 8333693 2376 8335706 8333693 2376 8334052 8333777 722
Chr17 Complement NT_039661.1 GGGTCTTGCTGACCT 136992 LOC333867 139368 127608 2376 139368 127608 2376 139368 127608 2376
Chr14 Complement NT_039598.1 AAGTCACCCTGACCC 11136079 LOC218940 11138459 11040462 2380 11138459 11040462 2380 11138459 11040462 2380
Chr7 Normal NT_039420.1 GGGACAGCCTGACCT 514676 LOC233189 512296 518774 2380 512296 518774 2380 515404 517660 -728
Chr2 Complement NT_039207.1 AGGTCAGAGTGACTT 6597540 LOC241423 6599920 6511679 2380 6599920 6511679 2380 6599920 6511679 2380
Chr6 Normal NT_039343.1 TGGTCAGAGTCACCT 10704257 Herc3 10699654 10788818 4603 10701875 10788818 2382 10711808 10787345 -7551
Chr14 Complement NT_039609.1 GTGTCATTATGACCC 4940135 Fbxl3a 4942518 4923998 2383 4942518 4923998 2383 4938502 4925829 -1633
Chr4 Normal NT_039266.1 AGGTCACCATGATCC 11050167 Hspb7 11046832 11051363 3335 11047782 11050252 2385 11047838 11050111 2329
Chr13 Normal NT_039579.1 AGGTCAGGTTGACCT 4191043 LOC238586 4188658 4213897 2385 4188658 4213897 2385 4188658 4213897 2385
Chr1 Normal NT_039173.1 GGGTCAGCCTTACCT 5759636 4832406C22 5757219 5765002 2417 5757249 5765002 2387 5757379 5763265 2257
Chr2 Normal NT_039210.1 AGGTCAGCCTGGCCG 13509910 Ppgb 13507412 13568990 2498 13507523 13514122 2387 13508569 13513773 1341
Chr13 Complement NT_039589.1 AGGTCAGTGTGATCT 7561417 2810429K17Rik 7563854 7524499 2437 7563805 7524669 2388 7563702 7526022 2285
Chr11 Normal NT_039521.1 AGATCAGGCTGACCC 8221625 Cbx1 8207566 8227069 14059 8219237 8225189 2388 8219237 8225189 2388
Chr2 Normal NT_039209.1 TGGGCAAGATGACCC 30654143 LOC228604 30651754 30799338 2389 30651754 30653283 2389 30652519 30653028 1624
Chr13 Normal NT_039579.1 AGGACAGTACGACCT 1723398 LOC331925 1721008 1793008 2390 1721008 1793008 2390 1721008 1793008 2390
Chr4 Normal NT_039261.1 GGGCCAAATTGACCT 5946076 9430078C22Rik 5940505 6005112 5571 5943685 6005112 2391 5946964 6004381 -888
Chr2 Complement NT_039207.1 ATGTCAGCTTGACCC 1433127 Pla2g1br 1435541 1301180 2414 1435518 1301180 2391 1435387 1302154 2260
Chr4 Normal NT_039266.1 GAGTCAGGCTGACCT 8369690 Pla2g2a 8366497 8369823 3193 8367299 8369670 2391 8367309 8367923 2381
Chr8 Normal NT_039456.1 AGGCCAGCCTGACCT 12162502 Gsr 12159806 12204885 2696 12160108 12204160 2394 12160108 12204019 2394
Chr2 Complement NT_039205.1 AGGTCAGCCTGCCCC 7650567 D2Wsu81e 7652964 7647962 2397 7652964 7647982 2397 7652192 7648602 1625
Chr11 Normal NT_039515.1 AGCTCAAGATGACCT 3359586 LOC194995 3357188 3376455 2398 3357188 3376455 2398 3357188 3376455 2398
Chr2 Normal NT_039212.1 TGTTCAGCCTGACCC 3554183 LOC329584 3551783 3662020 2400 3551783 3555126 2400 3554218 3554553 -35
Chr14 Normal NT_039595.1 GGGTCGGCCTGATCT 369004 2610511E03Rik 349437 378139 19567 366602 378139 2402 370028 376269 -1024
ChrX Complement NT_039700.1 TGGTCATTTTGAGCT 11872371 LOC270586 11874774 11874435 2403 11874774 11874435 2403 11874718 11874509 2347
Chr1 Normal NT_039173.1 GGATCATCTTGACCC 5955840 LOC329208 5953437 5957205 2403 5953437 5957205 2403 5955464 5955916 376
Chr7 Complement NT_039420.1 TGGTAATAATGACCT 4280912 LOC269920 4283316 4230660 2404 4283316 4230660 2404 4283316 4230660 2404
Chr15 Complement NT_039621.1 TGGTCACTCTGTCCT 22275038 LOC223599 22277443 22276066 2405 22277443 22276066 2405 22277407 22276323 2369
Chr13 Complement NT_039578.1 GGGTCAGGCTGACTA 8568442 LOC218075 8570848 8547007 2406 8570848 8547007 2406 8570848 8547007 2406
Chr8 Complement NT_039455.1 AGATCACTCTGACCT 1177961 LOC270025 1180368 1176739 2407 1180368 1176739 2407 1180276 1176739 2315
ChrX Complement NT_039708.1 TGGTCATTTTGACCT 125387 Trex2 127817 126179 2430 127794 126179 2407 127112 126402 1725
ChrX Complement NT_039745.1 TGGTCATTTTGACCT 52072 Trex2 54502 52864 2430 54479 52864 2407 53797 53087 1725
Chr5 Complement NT_039335.1 AGGTAGTAATGACCC 217866 LOC194292 220274 217718 2408 220274 217718 2408 220102 217806 2236
Chr5 Complement NT_039325.1 AGGTAGTAATGACCC 1284067 LOC209163 1286476 1283919 2409 1286476 1283919 2409 1286304 1285864 2237
Chr11 Complement NT_039521.1 GGCTCAAAGTGACCA 32169982 Stra13 32172424 32169602 2442 32172391 32169602 2409 32172378 32169951 2396
Chr8 Normal NT_039467.1 AGGTCATTGTCACCC 51209854 LOC234854 51207441 51214823 2413 51207441 51214823 2413 51207453 51214302 2401
Chr11 Complement NT_039520.1 GTGTCATGCTGACCA 6985061 Trim41 6995711 6984748 10650 6987474 6984748 2413 6986499 6985589 1438
Chr16 Complement NT_039629.1 GGGTCGTGCTGCCCC 73884 Trpm2 76297 69960 2413 76297 69960 2413 75598 71256 1714
Chr5 Normal NT_039314.1 AGGGCAGGCTGACCT 6351121 Zp3 6348703 6356030 2418 6348703 6356030 2418 6354155 6355907 -3034
Chr11 Normal NT_039521.1 AGGTCTCTCTGACCA 59955 LOC195135 57534 91699 2421 57534 91699 2421 57534 91699 2421
Chr4 Complement NT_039260.1 AGGTCAGACTCACCA 840018 Olfr71 842441 841503 2423 842441 841503 2423 842441 841503 2423
Chr6 Complement NT_039355.1 TGGTCCTGCTGACCC 10288143 A230084J22 10290654 10275390 2511 10290567 10275390 2424 10283970 10277311 -4173
Chr9 Complement NT_039474.1 CGGCCATCTTGACCT 3419550 Neil1 3423245 3417738 3695 3421974 3418196 2424 3421974 3418196 2424
Chr9 Normal NT_039477.1 AGTTCAAGATGACCT 6985120 4921517D21Rik 6982693 6986685 2427 6982693 6986685 2427 6982704 6986327 2416
Chr6 Complement NT_039353.1 AGGTAGAAGTGACCT 15795964 LOC213224 15798391 15733110 2427 15798391 15733110 2427 15798391 15733110 2427
Chr7 Complement NT_039433.1 GGGTCTAATTGACCT 4919276 LOC272422 4921705 4921165 2429 4921705 4921165 2429 4921705 4921165 2429
Chr4 Complement NT_039268.1 CGGTCATGCTGACTT 6563757 1190007F08Rik 6566187 6560620 2430 6566187 6561493 2430 6563018 6562701 -739
Chr17 Normal NT_039649.1 AGGTCCCCCTGACCT 10283998 425O18-1 10281487 10287257 2511 10281567 10286932 2431 10281567 10286932 2431
Chr17 Normal NT_039662.1 AGGTCCCCCTGACCT 94369 425O18-1 91858 97520 2511 91938 97195 2431 91938 97195 2431
Chr3 Normal NT_039235.1 CGGTCATCGTGGCCT 204825 4930529C04Rik 202394 203441 2431 202394 203441 2431 202408 202830 2417
Chr7 Complement NT_039395.1 GGGCCAGGTTGACCT 1056245 Fkrp-pending 1058676 1051289 2431 1058676 1051289 2431 1053892 1052472 -2353
Chr10 Normal NT_039491.1 GGGTCAGTTTCACCC 11716034 LOC237305 11713603 11769433 2431 11713603 11769433 2431 11713603 11769433 2431
Chr6 Normal NT_039361.1 GGGTCATGGTGACAC 728736 LOC272322 726305 759500 2431 726305 759500 2431 726305 759500 2431



Chr17 Complement NT_039658.1 GGGTCAGCCTGAGCT 6756725 LOC332257 6759157 6758249 2432 6759157 6758249 2432 6759157 6758249 2432
Chr1 Complement NT_039185.1 CTGTCATTGTGACCT 16893983 Apcs 16896417 16895338 2434 16896417 16895338 2434 16896263 16895479 2280
Chr1 Complement NT_039185.1 AGGCCATCTTGACCC 13733170 Rgs4 13735726 13730394 2556 13735607 13731753 2437 13735607 13731765 2437
Chr12 Complement NT_039551.1 AGGTCCCTCTGACCC 30344118 A830084F09Rik 30346570 30331111 2452 30346556 30331136 2438 30345208 30332277 1090
Chr10 Complement NT_039496.1 TGGTCAGTGTGTCCT 6181916 2310011J03Rik 6184355 6182079 2439 6184355 6182534 2439 6184136 6183172 2220
ChrX Normal NT_039701.1 AGGTGAGCCTGACCT 1046631 LOC194742 1044192 1045059 2439 1044192 1045059 2439 1044643 1044996 1988
Chr6 Complement NT_039353.1 AGGTCAGACTAACCT 7425320 LOC232242 7427759 7425895 2439 7427759 7425895 2439 7427619 7427344 2299
Chr2 Normal NT_039209.1 GGGTCCCACTGACCG 19473240 MGC28924 19470801 19505212 2439 19470801 19479626 2439 19470801 19479241 2439
Chr6 Normal NT_039343.1 AGGTCAACTTGATCC 20660564 LOC333118 20658124 20658606 2440 20658124 20658606 2440 20658124 20658606 2440
Chr13 Complement NT_039590.1 AGGTAAAGATGACCC 334193 Msh3 337598 195526 3405 336633 323358 2440 336633 323358 2440
Chr7 Normal NT_039420.1 GGGTCATGCTGAGCA 1589957 AI428238 1587299 1616919 2658 1587515 1616919 2442 1593026 1614807 -3069
Chr9 Normal NT_039473.1 AGCTCATACTGACCT 12873114 B130009M24Rik 12870672 12885116 2442 12870672 12885116 2442 12884209 12884643 -11095
Chr2 Normal NT_039209.1 TGATCACCATGACCT 37442617 LOC332669 37440175 38082102 2442 37440175 37462118 2442 37440175 37462118 2442
Chr6 Complement NT_039353.1 TGGTCAGCATGACCC 5607238 LOC272284 5609681 5596887 2443 5609681 5596887 2443 5597963 5596887 -9275
Chr9 Normal NT_039474.1 AGGTAAGGATGACCT 22024487 2210402C18Rik 22021970 22034073 2517 22022043 22034073 2444 22022067 22033556 2420
Chr13 Normal NT_039578.1 GGGTCAGCCTGACCA 16833508 BC023845 16831064 16941260 2444 16831064 16941260 2444 16831235 16940037 2273
Chr14 Complement NT_039596.1 AGGTGATCATGACCT 2841530 LOC271179 2843974 2745504 2444 2843974 2745504 2444 2843974 2745504 2444
Chr3 Normal NT_039234.1 AGGACAGAGTGACCG 21008190 LOC271932 21005746 21037982 2444 21005746 21037982 2444 21005746 21037982 2444
Chr7 Normal NT_039433.1 GGGTCATATTCACCC 4566344 Tsbp 4563847 4591219 2497 4563900 4591219 2444 4564016 4590668 2328
Chr4 Normal NT_039268.1 TGGTCATGGTGACTT 8172138 Cdc2l2 8169672 8194742 2466 8169692 8194741 2446 8170353 8194593 1785
Chr1 Complement NT_039173.1 AGGTCACAAAGACCC 3087683 LOC241154 3090130 3086521 2447 3090130 3086521 2447 3089573 3088995 1890
Chr17 Complement NT_039655.1 AGGTCAGTGTGGCCT 6639399 LOC328828 6641847 6639566 2448 6641847 6639566 2448 6641325 6640990 1926
Chr9 Complement NT_039473.1 TAGTCAGCATGACCT 4121425 LOC330934 4123875 4123412 2450 4123875 4123412 2450 4123875 4123412 2450
Chr4 Complement NT_039264.1 GGGACAGAATGACCA 15277507 A230025G20 15279958 15252000 2451 15279958 15252000 2451 15279654 15254359 2147
Chr7 Complement NT_039433.1 GGGTCAGACTGACTG 21618371 1700120K04Rik 21620823 21620285 2452 21620823 21620285 2452 21620791 21620459 2420
Chr18 Complement NT_039674.1 CTGTCATTGTGACCT 63389924 LOC225644 63392428 63377235 2504 63392376 63377235 2452 63392245 63378375 2321
Chr1 Complement NT_039185.1 GGGTAGTGCTGACCT 14880041 Dusp12 14882494 14870531 2453 14882494 14871222 2453 14882439 14871442 2398
Chr10 Normal NT_039502.1 TGGTCCCTTTGACCT 7747 LOC237591 5294 90316 2453 5294 90316 2453 5294 90316 2453
Chr9 Normal NT_039482.1 AAGTCAGTCTGACCA 9028137 2610002K22Rik 9025682 9048526 2455 9025682 9048526 2455 9025701 9048402 2436
Chr15 Complement NT_039621.1 GTGTCACCATGACCC 62073840 LOC239668 62076295 62071299 2455 62076295 62071299 2455 62076295 62071299 2455
Chr12 Normal NT_039553.1 TGGGCAGTCTGACCC 8778599 Siva-pending 8776081 8780376 2518 8776144 8780376 2455 8776199 8780269 2400
Chr2 Normal NT_039208.1 AGGTCACTCAGACCC 17531454 LOC228210 17528998 17804675 2456 17528998 17529918 2456 17528998 17529918 2456
Chr5 Complement NT_039312.1 AGGTCATCCCGAGCT 231287 Sart3 233965 204540 2678 233743 204540 2456 233729 205223 2442
Chr4 Complement NT_039264.1 CAGTCATCCTGACCC 15790925 Cyp4b1 15793382 15727662 2457 15793382 15770405 2457 15793364 15770722 2439
Chr9 Complement NT_039485.1 AGGTCATCCTTACCT 32910 LOC331049 35441 23338 2531 35368 23338 2458 35344 23855 2434
Chr16 Normal NT_039625.1 GGGTCGTCATGAACC 230534 Pit1 228076 243155 2458 228076 243155 2458 228193 241545 2341
Chr6 Normal NT_039350.1 GGGTCGTTGTGATCT 12194445 LOC269765 12191986 12192454 2459 12191986 12192454 2459 12191986 12192454 2459
Chr7 Normal NT_039428.1 TGGTCAAACTGAGCT 18355365 2700083B06Rik 18352889 18368334 2476 18352905 18364573 2460 18359285 18364413 -3920
Chr5 Complement NT_039299.1 ATGTCAAACTGACCA 9855478 LOC242890 9857938 9856278 2460 9857938 9856278 2460 9857938 9856278 2460
Chr21 Normal NT_039761.1 GGATCAAGTTGACCT 74473 LOC333831 72013 77720 2460 72013 77720 2460 73194 77039 1279
Chr15 Complement NT_039621.1 AGGTCACGGTGCCCT 46414845 5031439G07Rik 46444348 46400355 29503 46417306 46400355 2461 46417044 46405576 2199
Chr13 Normal NT_039578.1 GGGTCAGTTTGAGCA 16833526 BC023845 16831064 16941260 2462 16831064 16941260 2462 16831235 16940037 2291
Chr8 Normal NT_039462.1 TGGTCAAACTGACAT 4524718 D130040H23Rik 4522256 4554589 2462 4522256 4554589 2462 4551885 4554376 -27167
Chr10 Normal NT_039490.1 GGGTAAATGTGACCT 254245 Ppp1r14c 251699 350259 2546 251783 350259 2462 252300 348749 1945
Chr2 Normal NT_039206.1 GGTTCATGCTGACCT 943314 D730039F16Rik 940849 983571 2465 940849 958566 2465 940979 956815 2335
Chr11 Normal NT_039520.1 GGGTCACTAAGACCA 2158410 LOC331735 2155945 2156743 2465 2155945 2156743 2465 2155945 2156743 2465
Chr17 Normal NT_039662.1 AGGGCGAGGTGACCT 283401 Rxrb 280936 287331 2465 280936 286469 2465 280936 286469 2465
Chr17 Normal NT_039662.1 CGGTCAGAAGGACCC 921776 Tnxb 919311 968591 2465 919311 968403 2465 919311 968403 2465
Chr18 Complement NT_039674.1 AGGACATAGTGACCT 21662496 LOC212321 21664962 21636282 2466 21664962 21636282 2466 21664962 21636282 2466
Chr15 Normal NT_039617.1 AGGTCAAGTAGACCA 4949152 Nup155 4944912 4997044 4240 4946686 4995847 2466 4946801 4995781 2351
ChrX Normal NT_039702.1 GGGACATGCTGACCT 10908209 Rab33a 10905624 10916505 2585 10905743 10916505 2466 10905874 10916377 2335
Chr5 Normal NT_039312.1 AGGTCAGCACGAGCT 2549613 C030025P15Rik 2547146 2549283 2467 2547146 2549283 2467 2547720 2548112 1893
Chr13 Complement NT_039579.1 GGCTCAAGCTGACCT 1873936 LOC238578 1876403 1811828 2467 1876403 1811828 2467 1876403 1811828 2467
Chr12 Normal NT_039551.1 AGGACAGAGTGACCA 14266271 LOC328118 14263802 14274083 2469 14263802 14274083 2469 14263802 14274083 2469
Chr4 Complement NT_039286.1 AGGTCAGCCTGACTC 8506 Pla2g2a 11777 8457 3271 10975 8610 2469 10965 10352 2459
Chr2 Normal NT_039206.1 AGGTCAAAGTTACCT 14583737 LOC241351 14581267 14649898 2470 14581267 14608144 2470 14581267 14608144 2470
Chr13 Normal NT_039589.1 AGTTCATACCGACCT 13233257 LOC331953 13230784 13261605 2473 13230784 13261605 2473 13230784 13261605 2473
Chr17 Normal NT_039649.1 AGGTCATCCCGTCCC 5505222 2410004N11Rik 5502690 5519797 2532 5502747 5518201 2475 5511715 5517192 -6493
Chr19 Normal NT_039684.1 AGGTCACCTTGCCCG 2260994 Arhd 2258518 2272483 2476 2258518 2272483 2476 2258591 2271853 2403
Chr8 Complement NT_039455.1 GGGTCCAGCTGACCA 293779 Cd209e-pending 296280 289937 2501 296258 289945 2479 296225 291056 2446
Chr1 Complement NT_039173.1 AGGACAGCCTGACCT 2589152 Dnajb3 2591632 2590620 2480 2591632 2590620 2480 2591562 2590834 2410
Chr17 Normal NT_039650.1 GAGTCAGCATGACCC 2838252 LOC209807 2835772 2836710 2480 2835772 2836710 2480 2835772 2836710 2480
Chr19 Complement NT_039684.1 GGGTCACGGTGACTG 2761462 Unc93b 2763965 2749828 2503 2763942 2749828 2480 2763910 2750225 2448
Chr7 Normal NT_039429.1 GGCTCACAATGACCC 18361382 1700014P03Rik 18357954 18369281 3428 18358901 18369281 2481 18359103 18363318 2279
Chr6 Normal NT_039341.1 AGGACAAGCTGACCA 6455236 LOC243765 6452755 6537177 2481 6452755 6537177 2481 6452755 6537177 2481
Chr15 Normal NT_039621.1 GGGTAGACTTGACCT 20562454 LOC268809 20559973 20560721 2481 20559973 20560721 2481 20560190 20560342 2264
Chr6 Normal NT_039372.1 GGGGCAGCACGACCC 30673 Iap 28189 34705 2484 28189 34705 2484 28278 33180 2395
Chr4 Normal NT_039266.1 GGGTCAGGGTGGCCT 4628285 LOC332950 4625798 4661568 2487 4625798 4661568 2487 4625798 4661568 2487
Chr9 Normal NT_039474.1 AGGCCAGCCTGACCC 3174368 4732461B14Rik 3171879 3175425 2489 3171879 3175425 2489 3173238 3174446 1130
Chr2 Normal NT_039209.1 AGGCCATCCCGACCC 20759937 Maid 20757370 20905613 2567 20757446 20765826 2491 20757694 20765448 2243
Chr4 Normal NT_039260.1 AGGTCAGCGTGAGCA 645374 Car9 642882 649604 2492 642882 649604 2492 642931 648985 2443
Chr1 Complement NT_039173.1 GGGTGAAGCTGACCT 3629570 LOC208350 3632063 3564752 2493 3632063 3564752 2493 3632063 3564752 2493
Chr8 Complement NT_039467.1 AGGTCAGCCTGACTT 21823531 LOC330827 21826024 21823364 2493 21826024 21823364 2493 21825264 21824878 1733
Chr4 Complement NT_039262.1 TGGTCATCTTGCCCC 20630976 LOC332904 20633470 20579102 2494 20633470 20579102 2494 20633470 20579102 2494
Chr6 Complement NT_039340.1 GGGTCACTAAGACCC 10909962 LOC211650 10912460 10854530 2498 10912460 10854530 2498 10912460 10854530 2498
Chr8 Complement NT_039467.1 CGGTGAGTGTGACCT 50410120 Cyba 50412642 50404469 2522 50412620 50404469 2500 50412560 50404571 2440
Chr6 Normal NT_039350.1 AGTTCAGGGTGACCT 13870007 Np220 13867507 13940604 2500 13867507 13940346 2500 13882027 13940108 -12020
Chr4 Complement NT_039268.1 AGCTCAGGGTGACCA 7583339 A930027K05Rik 7585842 7528850 2503 7585842 7540991 2503 7551973 7543332 -31366
Chr11 Normal NT_039521.1 GGGTCAGCCTGAGCT 13411261 1700006E09Rik 13405980 13413957 5281 13408757 13413957 2504 13408815 13413213 2446
Chr7 Normal NT_039436.1 AGGTAGGCCTGACCC 1965887 1110036C17Rik 1962394 1964987 3493 1963382 1964981 2505 1963424 1964795 2463
Chr5 Complement NT_039331.1 AGGTCAAGGTCACCT 181880 LOC333778 184385 98158 2505 184385 98158 2505 182878 131163 998
Chr19 Complement NT_039683.1 AGGACGATGTGACCT 24476 Rps6ka4 27008 15470 2532 26982 15470 2506 26928 16320 2452
Chr13 Complement NT_039585.1 TGGTCAGGGGGACCT 371944 LOC238638 374453 340338 2509 374453 340338 2509 374453 340338 2509
Chr13 Normal NT_039585.1 GGGTCAGTGTGAGCC 1701846 Syk 1685172 1737501 16674 1699337 1737501 2509 1699357 1734527 2489
Chr8 Normal NT_039467.1 TGGTCAGTGTGATCT 7130908 LOC234485 7128396 7135776 2512 7128396 7135776 2512 7128560 7135605 2348
Chr16 Complement NT_039624.1 AGGTCACCTTGAGCC 33217930 Stfa2 33220468 33204181 2538 33220442 33204262 2512 33220442 33204262 2512
Chr8 Complement NT_039467.1 TGGGCAGCATGACCC 39511865 2200008D09Rik 39514378 39509888 2513 39514378 39509890 2513 39514360 39509956 2495
Chr4 Complement NT_039264.1 GGGTCAAGTTGACAC 688865 LOC277707 691379 690090 2514 691379 690090 2514 691272 690907 2407
Chr1 Complement NT_039185.1 AGGCCAGCATGACCT 14315258 LOC329291 14317772 14293188 2514 14317772 14293188 2514 14317770 14293188 2512
Chr9 Normal NT_039475.1 GGGTAAAATTGACCA 3420913 Ttk 3418375 3456508 2538 3418398 3456508 2515 3419446 3456192 1467
Chr4 Complement NT_039262.1 AGGTCATTGTGATCT 4310689 Astn2 4313205 3502773 2516 4313205 3502773 2516 4120120 3503422 -190569
Chr10 Normal NT_039498.1 GGGTCAAACTTACCC 76615 LOC237409 74099 76305 2516 74099 76305 2516 74594 75886 2021
Chr6 Normal NT_039355.1 TGGTCTCAGTGACCC 4130415 Gt(ROSA)26asSor 4127880 4149939 2535 4127897 4149843 2518 4129011 4149492 1404
Chr3 Normal NT_039237.1 GGGTCACACTGCCCG 369056 Sprr2b 366538 367918 2518 366538 367918 2518 367282 367578 1774
Chr8 Normal NT_039467.1 GGTTCATCCCGACCT 41480683 4930481F22Rik 41478164 41490537 2519 41478164 41490537 2519 41478183 41490162 2500



Chr4 Complement NT_039264.1 GGGTCGAGCTGACCC 13120610 LOC277781 13123129 13120799 2519 13123129 13120799 2519 13122819 13122073 2209
Chr19 Complement NT_039692.1 GGGTCTCTTTGACCA 17416556 LOC332393 17419076 17409025 2520 17419076 17409025 2520 17419076 17409025 2520
Chr5 Normal NT_039307.1 GGGTCACAATGATCT 927600 1700023E05Rik 925079 970653 2521 925079 970628 2521 925187 970436 2413
Chr11 Normal NT_039520.1 AGGTCACTTAGACCT 19858993 2310040C09Rik 19856472 19882003 2521 19856472 19882003 2521 19856598 19879791 2395
Chr4 Complement NT_039285.1 GGGACAGAATGACCA 136066 A230025G20 138587 109977 2521 138587 109977 2521 138283 112335 2217
Chr7 Normal NT_039446.1 GGGTCAGACTCACCT 63203 Zfp36 60682 64151 2521 60682 64151 2521 61738 63377 1465
Chr15 Complement NT_039621.1 GGGTCCGACCGACCT 56043709 3000003F02Rik 56047225 56027893 3516 56046233 56027893 2524 56046219 56028576 2510
Chr15 Complement NT_039621.1 AGGTCGCTCTGAGCC 59299105 9330170P05Rik 59301630 59278438 2525 59301630 59278622 2525 59300818 59279216 1713
Chr11 Complement NT_039520.1 AGGTCTTACTGACCT 9848455 Hnrpab 9850993 9843018 2538 9850982 9845026 2527 9850709 9845554 2254
Chr7 Normal NT_039400.1 AGGTGAGGATGACCT 283254 P42pop-pending 280727 291172 2527 280727 291171 2527 281518 290569 1736
Chr7 Normal NT_039446.1 GGGTGGGGATGACCT 141702 Dll3 138719 147369 2983 139173 147369 2529 139211 147024 2491
Chr16 Complement NT_039624.1 GGGTCACACTGCCCC 52079499 LOC224211 52082028 52072963 2529 52082028 52072963 2529 52082028 52072963 2529
Chr18 Normal NT_039674.1 GGATCAAGTTGACCT 34908252 LOC277236 34905722 34911454 2530 34905722 34911454 2530 34906903 34910748 1349
Chr1 Normal NT_039190.1 GGATCAAGTTGACCT 1020253 LOC277283 1017723 1023427 2530 1017723 1023427 2530 1018904 1021342 1349
ChrX Normal NT_039739.1 GGATCAAGTTGACCT 241829 LOC280132 239299 245002 2530 239299 245002 2530 240480 244325 1349
Chr5 Normal NT_039308.1 AGGTCACTGAGACCA 132517 Cxcl13 129986 134115 2531 129986 134115 2531 130018 133315 2499
Chr5 Complement NT_039324.1 AGGTCAGATTGACAG 2910480 LOC210696 2913011 2852990 2531 2913011 2852990 2531 2913011 2852990 2531
Chr17 Normal NT_039649.1 CGGTCAGAAGGACCC 11121634 Tnxb 11119102 11168520 2532 11119102 11168332 2532 11119102 11168332 2532
Chr15 Complement NT_039621.1 AGGTTGTTCTGACCC 54841555 Yaf2 54844099 54792253 2544 54844087 54792643 2532 54844087 54793752 2532
Chr16 Complement NT_039624.1 CGGCCAGAGTGACCT 17362703 D16Ertd36e 17365236 17359965 2533 17365236 17359965 2533 17365230 17360047 2527
Chr1 Normal NT_039172.1 GGATCAAGTTGACCT 813152 LOC277281 810619 816325 2533 810619 816325 2533 811803 815648 1349
ChrX Normal NT_039733.1 GGATCAAGCTGACCT 105101 LOC280115 102568 108277 2533 102568 108277 2533 105882 107597 -781
Chr6 Normal NT_039341.1 TGGTCACTCTGACCA 4099160 1110007F12Rik 4092710 4104739 6450 4096626 4104739 2534 4102349 4102906 -3189
Chr5 Normal NT_039317.1 GGGTCAGCCTGAGCT 619523 Grid2ip 616989 644518 2534 616989 644518 2534 617043 644518 2480
ChrX Complement NT_039703.1 TGGTTACCTTGACCT 4652794 LOC236831 4655328 4654447 2534 4655328 4654447 2534 4655328 4654447 2534
ChrX Normal NT_039698.1 GGGTCAATCTGAGCC 867841 DXImx41e 865306 878350 2535 865306 878350 2535 866911 876338 930
Chr13 Normal NT_039580.1 GGGACACAGTGACCA 4017812 LOC238611 4015277 4019653 2535 4015277 4019653 2535 4015277 4019653 2535
Chr9 Complement NT_039473.1 AGTTCATATTGACCT 4121340 LOC330934 4123875 4123412 2535 4123875 4123412 2535 4123875 4123412 2535
Chr18 Complement NT_039674.1 GGGTCACTGTGACTG 61912002 Nars 61914537 61897554 2535 61914537 61897554 2535 61914438 61898414 2436
Chr15 Normal NT_039621.1 TGATCAGCATGACCC 174029 LOC239392 171493 171898 2536 171493 171898 2536 171493 171898 2536
Chr6 Normal NT_039343.1 AGGTGACTGTGACCC 4826801 LOC333104 4824264 4846593 2537 4824264 4846593 2537 4824264 4846593 2537
Chr13 Normal NT_039576.1 TGGTCATACAGACCT 1299808 LOC217991 1297263 1297818 2545 1297269 1297818 2539 1297296 1297778 2512
Chr8 Normal NT_039455.1 TGGTCTGCCTGACCT 111187 1810033B17Rik 108647 112150 2540 108647 112150 2540 108673 111236 2514
Chr10 Normal NT_039491.1 AGGTCATTCTGGCCT 3753600 1700026A16Rik 3751059 3766677 2541 3751059 3766677 2541 3759248 3765132 -5648
Chr13 Complement NT_039585.1 TTGTCAACTTGACCC 295799 LOC238637 298340 284020 2541 298340 284020 2541 298340 284020 2541
Chr11 Complement NT_039520.1 AGGTCAACTTGAACC 29506336 LOC195046 29508880 29399818 2544 29508880 29399818 2544 29508880 29399818 2544
Chr7 Complement NT_039425.1 AGGTCAACTTGATCC 259479 LOC277922 262023 256314 2544 262023 256314 2544 260842 256997 1363
Chr10 Complement NT_039500.1 AGGTCAACTTGATCC 20865214 LOC327816 20867758 20862056 2544 20867758 20862056 2544 20866577 20863329 1363
Chr17 Complement NT_039666.1 AGGTCAACTTGATCC 54291 LOC333749 56835 51129 2544 56835 51129 2544 55588 52136 1297
Chr7 Complement NT_039429.1 GGGTCACTTTGAACT 20581599 Olfr33 20584144 20583188 2545 20584144 20583188 2545 20584144 20583188 2545
Chr11 Complement NT_039515.1 AGGCCACACTGACCT 2370159 LOC331703 2372705 2321332 2546 2372705 2321332 2546 2372705 2321332 2546
Chr19 Normal NT_039687.1 AGGTCATCTTGGCCT 3074640 AW413625 3072092 3088304 2548 3072092 3088304 2548 3082653 3087206 -8013
Chr15 Complement NT_039621.1 TGGTCACAGTGACTT 52268181 LOC223797 52270764 52270297 2583 52270729 52270297 2548 52270707 52270330 2526
Chr15 Complement NT_039621.1 AAGTCAGTGTGACCT 63814774 Csad 63832470 63805366 17696 63817324 63805366 2550 63816949 63805981 2175
Chr6 Normal NT_039355.1 CAGTCAGGCTGACCT 13855870 Stella-pending 13853320 13857167 2550 13853320 13857167 2550 13853419 13856901 2451
Chr18 Normal NT_039674.1 GGGTCACAACGAACC 44118022 4833403I15Rik 44115470 44146691 2552 44115470 44146691 2552 44115623 44146471 2399
Chr14 Complement NT_039606.1 GGGTCAAGAAGACCT 992439 Acinus 1028631 983536 36192 994991 983536 2552 1028480 983998 36041
Chr12 Complement NT_039549.1 AGGTAGTTCTGACCT 10340421 A630086P08Rik 10343094 10298806 2673 10342975 10298806 2554 10340896 10299057 475
Chr17 Normal NT_039649.1 GGGTCAACTTGACCG 10373699 Rgl2 10370722 10378864 2977 10371145 10378574 2554 10371465 10378452 2234
Chr17 Normal NT_039662.1 GGGTCAACTTGACCG 181283 Rgl2 178729 186158 2554 178729 186158 2554 179049 186036 2234
Chr8 Complement NT_039456.1 GGTTCAGATTGACCT 429848 Atp7b 432403 366461 2555 432403 366461 2555 432382 366764 2534
Chr8 Complement NT_039467.1 TGCTCAGAATGACCT 22759117 Kifc3 22761672 22751082 2555 22761672 22751082 2555 22761551 22751917 2434
Chr3 Complement NT_039239.1 GGGTCACCCTGAACT 8004656 LOC229688 8007211 7935945 2555 8007211 7935945 2555 8007211 7935945 2555
Chr7 Complement NT_039422.1 TGGTAATACTGACCT 22493 Mrga3 25048 12931 2555 25048 12931 2555 14076 13168 -8417
Chr10 Normal NT_039500.1 GGGTCACTTTGGCCA 4047149 LOC237442 4044593 4065788 2556 4044593 4065788 2556 4044593 4065788 2556
Chr6 Normal NT_039361.1 ATGTCAGCATGACCG 779606 1700023A16Rik 777047 798360 2559 777047 798360 2559 779536 798301 70
Chr12 Normal NT_039548.1 AGCTCATTTTGACCT 6108211 LOC211983 6105652 6119331 2559 6105652 6119331 2559 6105652 6119331 2559
Chr4 Complement NT_039264.1 GGGTCGGTATGAACC 20243818 LOC242656 20246377 20159724 2559 20246377 20159724 2559 20246377 20159724 2559
Chr6 Complement NT_039353.1 AGCTCATATTGACCT 5607120 LOC272284 5609681 5596887 2561 5609681 5596887 2561 5597963 5596887 -9157
Chr7 Complement NT_039437.1 GGGTCGTGCTGCCCC 1041274 Iap 1044130 1037326 2856 1043836 1037326 2562 1043747 1038852 2473
Chr3 Complement NT_039238.1 AGGTCAACCAGACCT 443889 AI647528 446454 439888 2565 446454 439888 2565 443097 441209 -792
Chr7 Normal NT_039429.1 CTGTCAGTTTGACCC 23536376 Ilk 23533811 23539981 2565 23533811 23539981 2565 23534212 23539725 2164
Chr17 Normal NT_039658.1 GGCTCACATTGACCT 17774282 LOC210311 17771715 17836939 2567 17771715 17836939 2567 17771715 17836939 2567
Chr10 Complement NT_039492.1 TGGTGAGATTGACCT 1425547 LOC212058 1428114 1423592 2567 1428114 1423592 2567 1428063 1423592 2516
Chr7 Normal NT_039413.1 TGGTCACTCTGAGCT 2328812 Ppp1r14a 2326233 2330298 2579 2326245 2330297 2567 2326260 2330225 2552
Chr15 Normal NT_039620.1 GAGTCACTCTGACCA 516351 LOC328522 513782 515404 2569 513782 515404 2569 513830 515373 2521
Chr17 Complement NT_039649.1 AGGTCGTAGAGACCC 11412438 LOC328804 11415007 11414601 2569 11415007 11414601 2569 11414951 11414614 2513
Chr17 Complement NT_039662.1 AGGTCGTAGAGACCC 1201907 LOC333738 1204476 1204070 2569 1204476 1204070 2569 1204420 1204083 2513
Chr17 Normal NT_039655.1 AGGCCAGTCTGACCT 5823065 Mrps18a 5820488 5838398 2577 5820496 5838398 2569 5820510 5838141 2555
Chr3 Complement NT_039241.1 TGGTCACACTGACCA 472726 Synpo2 475295 473022 2569 475295 473022 2569 475295 473022 2569
Chr5 Normal NT_039299.1 AGGTCAAATTCACCC 9022301 LOC231047 9019729 9021764 2572 9019729 9021764 2572 9019729 9021764 2572
Chr17 Normal NT_039649.1 GGGTCAGTAAGACCT 10284142 425O18-1 10281487 10287257 2655 10281567 10286932 2575 10281567 10286932 2575
Chr17 Normal NT_039662.1 GGGTCAGTAAGACCT 94513 425O18-1 91858 97520 2655 91938 97195 2575 91938 97195 2575
Chr2 Normal NT_039205.1 AGGTCAACCTGTCCT 4119733 LOC329369 4117158 4122730 2575 4117158 4122730 2575 4119162 4119620 571
Chr1 Complement NT_039170.1 GGGTAGGCGTGACCT 15546039 1500032H18Rik 15548616 15533038 2577 15548616 15537126 2577 15548519 15537504 2480
Chr9 Complement NT_039472.1 AGGTCAGGCTGACCA 13667028 2310016C19Rik 13669628 13644196 2600 13669605 13644196 2577 13669552 13645650 2524
Chr1 Complement NT_039170.1 AGGTCACTGTCACCT 43431753 LOC227221 43434330 43433563 2577 43434330 43433563 2577 43434330 43433563 2577
Chr16 Normal NT_039624.1 TGGTCATCCTGAGCC 29850216 5330415H22Rik 29847638 29910776 2578 29847638 29910776 2578 29847666 29908739 2550
Chr10 Normal NT_039491.1 AGGTCACCGTGAGCT 10183530 Cited2 10180950 10182559 2580 10180950 10182559 2580 10181649 10182559 1881
Chr6 Complement NT_039353.1 AGGACACACTGACCA 5958707 LOC243547 5961287 5929318 2580 5961287 5929318 2580 5961212 5939606 2505
ChrX Normal NT_039702.1 AGGTCATCTCGAGCT 13711522 LOC331413 13708941 13734375 2581 13708941 13734375 2581 13709059 13734375 2463
Chr4 Complement NT_039266.1 CGATCAGGGTGACCT 2783285 Sytl1 2785866 2775852 2581 2785866 2775852 2581 2783796 2775922 511
Chr7 Normal NT_039433.1 AGGTTACAATGACCA 13258863 LOC233801 13256281 13290992 2582 13256281 13290992 2582 13256281 13290992 2582
Chr2 Normal NT_039207.1 GGCTCAGCCCGACCC 2701320 Tbr1 2698738 2927268 2582 2698738 2708236 2582 2698833 2706563 2487
Chr5 Normal NT_039312.1 AGGTCTGGCTGACCT 5160369 6330591G05Rik 5126120 5286723 34249 5157786 5286723 2583 5247447 5285351 -87078
Chr7 Complement NT_039420.1 TGGTCACAAAGACCC 2676865 Kcnj14 2679484 2671296 2619 2679449 2671296 2584 2674779 2672444 -2086
Chr13 Normal NT_039589.1 TGGTCAGCATGTCCT 13233369 LOC331953 13230784 13261605 2585 13230784 13261605 2585 13230784 13261605 2585
Chr17 Complement NT_039663.1 GGGTCGTGCTGCCCC 220050 Iap 222636 216117 2586 222636 216117 2586 222558 217634 2508
Chr17 Normal NT_039670.1 AGGCCAGTCTGACCT 35563 Mrps18a 32969 50862 2594 32977 50862 2586 32991 50605 2572
Chr15 Complement NT_039621.1 GGGACGAGATGACCC 40890262 LOC328566 40892850 40890402 2588 40892850 40890402 2588 40892039 40891761 1777
Chr6 Normal NT_039355.1 AGGTCGGGATGTCCT 7608922 MGC6835 7606276 7608428 2646 7606334 7608428 2588 7607333 7607950 1589
Chr19 Normal NT_039689.1 AGATCAGGCTGACCT 346511 4632427C23Rik 343922 365504 2589 343922 365504 2589 344159 364213 2352
Chr15 Normal NT_039621.1 AGGTCAGAAGGACCT 64153946 Tarbp2 64151356 64156572 2590 64151356 64156572 2590 64151447 64156240 2499
Chr18 Normal NT_039674.1 AGGTCAGCCTGAGCT 58808849 LOC240333 58806258 58854826 2591 58806258 58854826 2591 58806258 58854826 2591
Chr5 Normal NT_039312.1 AGGTCATTGTAACCT 1234461 A930031F18Rik 1231868 1246415 2593 1231868 1246415 2593 1232743 1243919 1718



Chr5 Complement NT_039312.1 AGGGCACTGTGACCG 7229014 1110008J03Rik 7231608 7213124 2594 7231608 7228102 2594 7230685 7228509 1671
Chr14 Normal NT_039609.1 ATGTCAAGGTGACCA 20010904 AB041545 20008310 20034815 2594 20008310 20033845 2594 20008368 20033331 2536
Chr15 Normal NT_039620.1 TGGTCATAGTGAACT 2383991 Mt1a 2381397 2384373 2594 2381397 2384373 2594 2382362 2384142 1629
Chr7 Complement NT_039433.1 AGGTCAGCCTGATCT 21135177 2410027J01Rik 21137969 21123016 2792 21137772 21123016 2595 21137728 21123268 2551
Chr17 Complement NT_039655.1 AGTTCAGGTTGACCC 13425284 3300001M08Rik 13427880 13413357 2596 13427880 13414628 2596 13426420 13415168 1136
Chr13 Normal NT_039586.1 AGGTCACCAGGACCC 1118571 LOC238655 1115975 1116940 2596 1115975 1116940 2596 1115975 1116940 2596
Chr12 Complement NT_039548.1 AGGTCAAGCTTACCT 15881189 Ifrd1 15883804 15862188 2615 15883786 15863751 2597 15883578 15863983 2389
Chr7 Complement NT_039428.1 TGGCCAGGATGACCT 19171200 LOC209130 19176075 19167131 4875 19173798 19167131 2598 19171912 19167580 712
Chr8 Complement NT_039467.1 GGGTAATTCTGACCT 23000867 LOC244607 23003467 23002100 2600 23003467 23002100 2600 23003467 23002100 2600
Chr4 Normal NT_039268.1 TAGTCAGGATGACCT 7414182 Mell1 7411529 7437474 2653 7411580 7437474 2602 7413597 7437166 585
Chr9 Complement NT_039474.1 TGGTCAACTAGACCT 22939373 C530008M07 22941977 22851759 2604 22941977 22851759 2604 22941977 22851759 2604
Chr13 Normal NT_039575.1 AGGTCATTCTCACCC 588344 LOC238489 585740 615662 2604 585740 615662 2604 585740 589353 2604
Chr14 Complement NT_039606.1 GGATCATGCTGACCT 14881739 Adam7 14884344 14848606 2605 14884344 14848606 2605 14884344 14849474 2605
Chr8 Normal NT_039467.1 GGGTCACCTTGACGC 34355460 Cdh1 34352854 34419380 2606 34352854 34419380 2606 34352981 34417749 2479
Chr19 Complement NT_039687.1 AGGTCAATACGGCCT 1254726 6720480F16Rik 1257334 1249562 2608 1257334 1249562 2608 1257314 1251251 2588
Chr3 Complement NT_039229.1 GAGTCAGACTGACCT 5364372 LOC241987 5366980 5299881 2608 5366980 5299881 2608 5366980 5299881 2608
Chr19 Complement NT_039683.1 AGGTCTCTGTGACCA 390490 AI850305 393103 384923 2613 393103 384923 2613 393078 385759 2588
ChrX Normal NT_039711.1 AAGTCACACTGACCC 6915956 LOC333552 6913343 6913849 2613 6913343 6913849 2613 6913343 6913849 2613
Chr7 Normal NT_039429.1 CTGTCATTTTGACCC 10235981 A330103J02Rik 10233367 10237384 2614 10233367 10237384 2614 10235392 10235757 589
Chr2 Complement NT_039208.1 GGGTCACCCTCACCG 22644986 LOC329465 22647600 22645509 2614 22647600 22645509 2614 22647590 22646838 2604
Chr15 Complement NT_039621.1 GGGTCAGGCTGCCCG 37335413 Tstap35b 37338062 37332971 2649 37338027 37332971 2614 37337334 37333189 1921
Chr5 Normal NT_039315.1 AGGGCATGCTGACCA 368367 2810008P14Rik 365691 379464 2676 365751 377069 2616 365775 376713 2592
Chr17 Complement NT_039670.1 GGGACATCATGACCA 121651 Polh 124304 93221 2653 124267 93931 2616 121165 94112 -486
Chr17 Complement NT_039655.1 GGGACATCATGACCA 5909015 Polh 5911632 5882088 2617 5911632 5882088 2617 5908529 5882502 -486
Chr14 Normal NT_039599.1 GGGTCAGGATGACTT 6354111 4930474F22Rik 6351493 6352986 2618 6351493 6352986 2618 6351506 6352132 2605
Chr6 Complement NT_039341.1 TGGTCAGGGGGACCT 7392201 LOC330286 7394819 7371446 2618 7394819 7371446 2618 7394776 7373732 2575
Chr7 Complement NT_039445.1 GAGTCACCATGACCA 304302 Stk33 306922 147210 2620 306922 147210 2620 209386 147652 -94916
Chr2 Complement NT_039210.1 AGGTCAGCCTGGCCT 13257161 LOC209351 13260053 13254126 2892 13259783 13254126 2622 13259726 13254432 2565
Chr3 Complement NT_039234.1 GGGGCAAAGTGACCA 15686310 5730537D05Rik 15689213 15659704 2903 15688933 15660235 2623 15685500 15660619 -810
Chr16 Complement NT_039624.1 AGCTCACGATGACCA 28745581 6230429P13Rik 28748204 28745107 2623 28748204 28745107 2623 28746730 28746338 1149
Chr12 Normal NT_039551.1 GGGTCCTACTGACCC 20507538 Arhj 20504870 20597677 2668 20504915 20597677 2623 20505313 20596475 2225
Chr8 Complement NT_039457.1 GGGTCAACAGGACCA 1097476 LOC244414 1100099 998617 2623 1100099 998617 2623 1100099 998617 2623
Chr4 Complement NT_039258.1 AGGTCAGACTGACTT 271753 LOC329785 274376 273062 2623 274376 273062 2623 273891 273562 2138
Chr1 Complement NT_039184.1 GGGTCACAGTGACAC 7602652 LOC329272 7605276 7598048 2624 7605276 7598048 2624 7605043 7604693 2391
Chr17 Complement NT_039649.1 AGGTCAGGGTGACAG 4270227 Pse-pending 4272914 4258138 2687 4272852 4258233 2625 4264232 4258652 -5995
Chr15 Complement NT_039621.1 TGGACATTTTGACCC 59680030 Asb8 59702658 59670913 22628 59682657 59671660 2627 59679811 59672079 -219
Chr8 Complement NT_039467.1 AGGTCAGCATGACCG 50873244 2410104C19Rik 50875874 50867547 2630 50875874 50867547 2630 50867919 50867746 -5325
Chr3 Complement NT_039228.1 GGGTCACCTTGACTG 8260691 Il2 8263321 8258091 2630 8263321 8258440 2630 8263275 8258473 2584
Chr9 Normal NT_039472.1 AGGTCAGACTGAGCT 23423892 Acrv1 23421231 23426855 2661 23421261 23426855 2631 23421323 23426631 2569
Chr4 Normal NT_039268.1 AGGTCAGCCTGGCCT 4465749 E030019A03Rik 4463117 4511339 2632 4463117 4506067 2632 4463136 4503232 2613
Chr16 Normal NT_039625.1 AGGTCAGAGTAACCT 15116703 LOC280112 15113959 15116079 2744 15114071 15116079 2632 15114735 15115004 1968
Chr10 Complement NT_039496.1 GGGTCACAGTCACCA 5501775 LOC268315 5504409 5497131 2634 5504409 5497131 2634 5503999 5497252 2224
Chr1 Normal NT_039170.1 TGGTCACTGTCACCT 14077171 LOC211430 14074536 14077416 2635 14074536 14077416 2635 14074607 14077416 2564
Chr2 Complement NT_039210.1 TGGTCACCATGAACT 13959730 Ovcov1 13962375 13951062 2645 13962366 13951095 2636 13957907 13951685 -1823
Chr13 Normal NT_039578.1 GGGTCTGTCTGACCA 8002744 1700020G18Rik 8000060 8007477 2684 8000107 8007477 2637 8000115 8006940 2629
Chr3 Complement NT_039238.1 AGGTAACTGCGACCC 1522647 Ecm1 1525289 1519872 2642 1525285 1519872 2638 1525165 1519963 2518
Chr6 Normal NT_039350.1 AGGTCAGTGTGACGA 11995017 LOC232146 11991749 12044763 3268 11992379 12044763 2638 12022824 12043829 -27807
Chr8 Complement NT_039467.1 AGGTCAGCCTGACTT 21823531 LOC234574 21826171 21825396 2640 21826171 21825396 2640 21826143 21825438 2612
Chr12 Normal NT_039551.1 TGGTCAAGGTGACTT 10121493 LOC328111 10118851 10147274 2642 10118851 10147274 2642 10118851 10147274 2642
Chr3 Complement NT_039242.1 AGGTCAGCTTGAGCT 3975105 8030475D13Rik 3977749 3974734 2644 3977749 3974734 2644 3975980 3975699 875
Chr17 Normal NT_039655.1 TGGGCAATCTGACCC 6138065 Tlmp-pending 6135421 6138601 2644 6135421 6138601 2644 6135430 6138214 2635
Chr7 Complement NT_039420.1 TGGTCACCAGGACCC 2576306 1700008E09Rik 2578951 2578252 2645 2578951 2578252 2645 2578720 2578337 2414
Chr8 Complement NT_039459.1 AGGTCAGTCCGAGCT 486285 Cnot7 494607 471302 8322 488930 472488 2645 488891 472747 2606
Chr8 Complement NT_039466.1 AGGGCAGCCTGACCT 688707 9130011J15Rik 691380 685490 2673 691353 686182 2646 691321 688085 2614
Chr9 Complement NT_039472.1 TGATCATGCTGACCT 969771 2310067E08Rik 972419 947165 2648 972419 947165 2648 972336 948044 2565
Chr9 Complement NT_039472.1 AGCTCACCCTGACCT 1037282 LOC244693 1039931 1031750 2649 1039931 1031750 2649 1039931 1031750 2649
ChrX Normal NT_039716.1 AGGTCACTGAGACCT 1293787 MGC18752 1291076 1292936 2711 1291137 1292936 2650 1291882 1292379 1905
Chr5 Normal NT_039312.1 TGGGCACGCTGACCC 10662461 2300007F24Rik 10659809 10661784 2652 10659809 10661784 2652 10659840 10660196 2621
Chr16 Normal NT_039624.1 AGCTCAAAATGACCA 9014693 LOC223981 9012040 9068002 2653 9012040 9068002 2653 9012040 9068002 2653
Chr8 Normal NT_039455.1 TGGTCATGTTGGCCC 11465717 6430549H08Rik 11463063 11536236 2654 11463063 11535600 2654 11469003 11535065 -3286
Chr11 Complement NT_039521.1 CGGTCATTGTGCCCC 27517289 2610108D09Rik 27519944 27513567 2655 27519944 27513567 2655 27519587 27514163 2298
Chr18 Complement NT_039674.1 AGGTCAGCCTGAACG 64663772 A530095G11 64666428 64646256 2656 64666428 64646256 2656 64658221 64646299 -5551
Chr10 Normal NT_039510.1 TAGTCACTCTGACCC 534301 AI118089 531271 538557 3030 531643 538557 2658 531727 537867 2574
Chr4 Normal NT_039266.1 GGGTCAAGTTGACAC 3447059 LOC269591 3444398 3446072 2661 3444398 3446072 2661 3444441 3444887 2618
ChrX Normal NT_039702.1 GGGTCATTTTGGCCC 10757711 B930011H20Rik 10747810 10794322 9901 10755047 10794322 2664 10755134 10792472 2577
Chr14 Complement NT_039606.1 TGGTCACTTTGCCCC 9625831 LOC239139 9628495 9566279 2664 9628495 9566279 2664 9628495 9566279 2664
Chr6 Complement NT_039358.1 TGTTCAGACTGACCC 139525 Klra2 142190 105473 2665 142190 105473 2665 140237 105561 712
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2095085 LOC225766 2092418 2092929 2667 2092418 2092929 2667 2092418 2092929 2667
Chr1 Normal NT_039174.1 AGGTCAACATGACAT 23345100 LOC227515 23342078 23344266 3022 23342433 23344266 2667 23343401 23343685 1699
Chr3 Normal NT_039227.1 TGGTCACAGTGGCCC 4699384 LOC332730 4696717 4780023 2667 4696717 4780023 2667 4696717 4780023 2667
Chr5 Normal NT_039297.1 AGGTCACAATGATCC 6994760 BC038058 6992092 6995418 2668 6992092 6995418 2668 6994140 6995279 620
Chr13 Normal NT_039576.1 AGGTGAGGATGACCT 1443853 LOC331900 1441182 1511331 2671 1441182 1511331 2671 1441241 1511331 2612
Chr4 Complement NT_039260.1 CTGTCAGGATGACCC 785720 LOC269524 788392 787212 2672 788392 787212 2672 788286 787335 2566
Chr6 Complement NT_039340.1 AGGTCACAATGTCCG 27457441 2700094F01Rik 27460116 27432736 2675 27460116 27432736 2675 27460088 27433332 2647
Chr4 Normal NT_039264.1 AGGTCATTTTGAGCC 15987589 Mknk1 15984875 16024925 2714 15984913 16024041 2676 16002711 16023861 -15122
Chr10 Complement NT_039496.1 GGGTCAGAGTGACTA 1613832 AI118089 1616881 1609590 3049 1616509 1609590 2677 1616425 1610280 2593
Chr9 Complement NT_039472.1 GGATCACAGTGACCG 8960472 BC005471 8963230 8932490 2758 8963149 8932490 2677 8946052 8933966 -14420
Chr18 Complement NT_039674.1 AGTTCAGAGTGACCT 7171244 Rock1 7174735 7057262 3491 7173923 7059811 2679 7173923 7059813 2679
Chr4 Normal NT_039266.1 GGGTCAGCATCACCC 7481252 LOC230857 7391715 7494703 89537 7478571 7494703 2681 7478592 7492381 2660
ChrX Normal NT_039703.1 AGGTCATTATGTCCT 1362704 LOC245423 1360023 1454478 2681 1360023 1454478 2681 1360023 1454478 2681
Chr14 Normal NT_039611.1 GGATCATTTTGACCA 150665 LOC268738 147984 153141 2681 147984 153141 2681 148011 151228 2654
Chr13 Complement NT_039590.1 GTGTCAGACTGACCA 17851142 LOC331970 17853823 17787915 2681 17853823 17787915 2681 17853778 17787915 2636
Chr2 Complement NT_039208.1 AGGTCAAGATGCCCA 5187030 LOC332615 5189713 5170591 2683 5189713 5170591 2683 5189713 5170591 2683
Chr18 Complement NT_039674.1 GGGACAGAATGACCA 66536196 LOC332336 66538880 66528794 2684 66538880 66528794 2684 66538880 66528794 2684
Chr5 Complement NT_039308.1 GGGTAGCTGTGACCT 10410647 LOC243184 10413332 10363357 2685 10413332 10363357 2685 10413332 10363357 2685
Chr2 Normal NT_039210.1 AGGTCAGCCTGAGCC 4623774 B230210E21Rik 4621087 4663502 2687 4621087 4639074 2687 4626601 4634869 -2827
Chr19 Complement NT_039692.1 AGGCCAAGATGACCT 16268866 4930552P12Rik 16271554 16208124 2688 16271554 16208124 2688 16210084 16209809 -58782
Chr2 Normal NT_039205.1 AGGTCATTGTGAGCC 9083668 A330051M14Rik 9080980 9159113 2688 9080980 9090267 2688 9082374 9089835 1294
Chr3 Complement NT_039248.1 GGGTCACCTTGACTG 22958 Il2 25647 20424 2689 25647 20773 2689 25601 20806 2643
Chr3 Complement NT_039252.1 GGGTCACCTTGACTG 63885 Il2 66574 61351 2689 66574 61700 2689 66528 61733 2643
Chr18 Normal NT_039674.1 CTGTCAATGTGACCT 10509213 LOC225201 10506524 10506982 2689 10506524 10506982 2689 10506524 10506982 2689
Chr3 Normal NT_039234.1 AGGTCAATGAGACCT 26179118 LOC332785 26176429 26191703 2689 26176429 26191703 2689 26176429 26191703 2689
Chr9 Complement NT_039474.1 GGCTCAGTGTGACCT 8357334 1110017N23Rik 8360024 8356502 2690 8360024 8356502 2690 8359985 8359257 2651
Chr7 Normal NT_039429.1 TGGTCATTCTGAACC 20570664 MOR18-3 20567973 20568941 2691 20567973 20568941 2691 20567973 20568941 2691
Chr1 Normal NT_039170.1 TGATCAGCATGACCT 22872328 LOC227042 22869636 22870320 2692 22869636 22870320 2692 22869636 22870320 2692



Chr7 Normal NT_039452.1 AGGACAACCTGACCA 91160 LOC333635 88467 89779 2693 88467 89779 2693 89267 89596 1893
Chr11 Normal NT_039520.1 CTGTCACCCTGACCC 27355951 Stk12 27353232 27359242 2719 27353258 27359242 2693 27353541 27358641 2410
Chr8 Complement NT_039467.1 GGGTCAGAGTTACCG 34636281 5830457O10Rik 34645619 34635883 9338 34638976 34635883 2695 34638323 34636722 2042
Chr7 Normal NT_039433.1 AGGCCAGCTTGACCC 5909467 LOC330631 5906772 5910173 2695 5906772 5910173 2695 5909560 5910015 -93
Chr15 Normal NT_039621.1 AGGTCAGGTTGGCCT 46179136 3110043J09Rik 46176417 46229202 2719 46176440 46228539 2696 46189289 46228415 -10153
ChrX Normal NT_039711.1 AGGTCAGTCTGAACA 7245575 LOC331477 7242879 7245529 2696 7242879 7245529 2696 7243897 7244193 1678
Chr17 Complement NT_039636.1 AGCTCAACCCGACCC 1127916 LOC332207 1130615 1108156 2699 1130615 1108156 2699 1130615 1108156 2699
Chr8 Normal NT_039457.1 GGGACATTATGACCC 1711882 LOC270041 1709182 1710147 2700 1709182 1710147 2700 1709188 1709535 2694
Chr3 Complement NT_039234.1 ATGTCACTATGACCA 24709429 6530420C11Rik 24712131 24710200 2702 24712131 24710200 2702 24710580 24710302 1151
Chr8 Normal NT_039467.1 GGGTCAGTGAGACCC 12275044 Lyl1 12272287 12275506 2757 12272337 12275485 2707 12273457 12275100 1587
Chr17 Normal NT_039650.1 TGGGCATGGTGACCT 1730137 Ubd 1727236 1729956 2901 1727430 1729709 2707 1727820 1729581 2317
Chr17 Normal NT_039667.1 TGGGCATGGTGACCT 149851 Ubd 146950 149670 2901 147144 149423 2707 147534 149295 2317
Chr12 Complement NT_039549.1 AGGCCACGATGACCG 3050268 LOC268542 3052976 3051604 2708 3052976 3051604 2708 3052799 3052389 2531
Chr16 Complement NT_039626.1 AGTTCACACTGACCC 205930 Dscr2 208697 197693 2767 208641 197693 2711 208628 197795 2698
Chr12 Complement NT_039539.1 AGGTCAGCTAGACCA 14441882 1110038G14Rik 14444612 14403312 2730 14444594 14403312 2712 14443348 14403450 1466
Chr15 Normal NT_039621.1 AGGTGGCTGTGACCT 47340991 1600025P05Rik 47338279 47356545 2712 47338279 47356545 2712 47338329 47356332 2662
Chr16 Complement NT_039624.1 GTGTCACCTTGACCC 42804345 B230219I23 42808182 42777917 3837 42807058 42777917 2713 42802347 42778008 -1998
Chr16 Complement NT_039625.1 AGGTCGACTTGATCT 12537908 LOC239906 12540621 12509043 2713 12540621 12509043 2713 12540621 12509043 2713
Chr17 Complement NT_039649.1 GGGTCAGGTTGTCCC 1645663 1200003M09Rik 1648553 1632180 2890 1648377 1632180 2714 1647873 1632611 2210
Chr7 Normal NT_039394.1 GGGTCTCACTGACCT 807280 LOC194588 804566 806036 2714 804566 806036 2714 804566 806036 2714
Chr15 Normal NT_039621.1 CGGTCATCGTGGCCT 50282604 LOC223772 50279890 50281249 2714 50279890 50281249 2714 50279999 50280649 2605
Chr2 Normal NT_039209.1 AGGTCATTGTGTCCT 14437411 LOC329495 14434697 15511950 2714 14434697 14536712 2714 14434697 14536712 2714
Chr17 Normal NT_039655.1 AGGTCAGCCTGGCCT 5823213 Mrps18a 5820488 5838398 2725 5820496 5838398 2717 5820510 5838141 2703
Chr8 Complement NT_039455.1 TGGCCACCTTGACCT 9765077 D330008N11Rik 9767894 9749443 2817 9767795 9749443 2718 9767661 9749612 2584
Chr18 Normal NT_039678.1 GGGTCAGAGTGTCCT 2674175 Cyb5 2671397 2699763 2778 2671456 2699756 2719 2671521 2699477 2654
Chr9 Complement NT_039473.1 AGGTCAGCCTCACCT 10135783 3110001M13Rik 10138535 10131032 2752 10138503 10131032 2720 10138475 10131771 2692
Chr14 Normal NT_039606.1 TGGTAAATATGACCT 25579633 LOC211255 25576913 25578985 2720 25576913 25578985 2720 25576913 25578985 2720
Chr4 Normal NT_039264.1 AGGTCAGTCTGAGCT 7200434 2810410C14Rik 7197679 7218675 2755 7197713 7218675 2721 7201218 7215021 -784
Chr9 Normal NT_039474.1 GGGACAGTCTGACCC 7524719 LOC333396 7521998 7553274 2721 7521998 7553274 2721 7521998 7553274 2721
Chr4 Normal NT_039261.1 AGTTCACAGTGACCC 8520110 Palm2 8517388 8660941 2722 8517388 8660941 2722 8517511 8659326 2599
Chr14 Normal NT_039598.1 GGGTGGTTGTGACCC 14389665 Mbl1 14386896 14394443 2769 14386942 14394443 2723 14389077 14394362 588
Chr5 Normal NT_039307.1 AGGTGAACTTGACCT 886369 5730576P14Rik 883645 908775 2724 883645 908775 2724 889471 907238 -3102
Chr11 Normal NT_039515.1 AGGTCGGTGTGCCCT 30968956 LOC216644 30966232 30982193 2724 30966232 30982193 2724 30966232 30982193 2724
Chr9 Complement NT_039472.1 AGGACACACTGACCC 19030941 Kcnj5 19054419 19026542 23478 19033668 19028222 2727 19033668 19028222 2727
Chr11 Complement NT_039515.1 AGGTCATCCTGTCCT 13716072 LOC211759 13718799 13717414 2727 13718799 13717414 2727 13718739 13718428 2667
Chr3 Complement NT_039241.1 AGGTCAGGTTGGCCA 7233770 Egf 7236500 7158762 2730 7236500 7158762 2730 7236148 7159504 2378
Chr7 Normal NT_039407.1 AGGTGAGGCTGACCA 587255 Plaur 584445 597984 2810 584525 597488 2730 584525 597488 2730
Chr5 Complement NT_039314.1 AGTTCACAATGACCT 3446361 LOC243291 3449093 3215743 2732 3449093 3215743 2732 3449093 3215743 2732
Chr7 Normal NT_039436.1 AGGTCAGGTTGGCCT 2446826 Rplp2 2443876 2448024 2950 2444094 2448024 2732 2444347 2447747 2479
Chr16 Complement NT_039624.1 AGCTCATGGTGACCA 5099859 X61497 5102591 5099982 2732 5102591 5099982 2732 5102172 5101780 2313
Chr10 Complement NT_039496.1 GGGTCACTGTAACCT 6555156 A630029F06 6572943 6555226 17787 6557889 6555226 2733 6557382 6557077 2226
Chr13 Normal NT_039588.1 AAGTCACCCTGACCA 334647 LOC238689 331914 346179 2733 331914 346179 2733 331914 346179 2733
Chr4 Complement NT_039264.1 AGGTCATGGTGAGCC 2016527 LOC272063 2019261 2018478 2734 2019261 2018478 2734 2019261 2018478 2734
Chr17 Normal NT_039670.1 AGGTCAGCCTGGCCT 35711 Mrps18a 32969 50862 2742 32977 50862 2734 32991 50605 2720
Chr11 Complement NT_039521.1 AGGTGAACCTGACCA 12189462 D11Lgp1e 12192197 12187572 2735 12192197 12187572 2735 12191577 12188043 2115
Chr6 Normal NT_039378.1 GGATCAAGTTGACCA 67269 LOC280096 64533 70524 2736 64533 70524 2736 0 0 67269
Chr3 Normal NT_039228.1 CGGTCAGCCTGGCCT 3552546 Pik3ca 3510830 3577612 41716 3549809 3576641 2737 3549809 3576641 2737
Chr15 Normal NT_039618.1 GGGTCACCTTCACCT 3291820 Golph3 3289063 3319440 2757 3289082 3317752 2738 3289361 3317641 2459
Chr7 Complement NT_039433.1 AGGTCAGTTTGAACT 9552476 Sox6 9591182 9040363 38706 9555216 9042562 2740 9366735 9042809 -185741
Chr5 Complement NT_039305.1 AGGCCAGCTTGACCC 6232051 LOC242963 6234792 6226091 2741 6234792 6226091 2741 6234792 6226091 2741
Chr11 Normal NT_039520.1 TGGCCATGATGACCC 25587505 4832426G23Rik 25584672 25602716 2833 25584762 25602716 2743 25586405 25597300 1100
Chr2 Normal NT_039204.1 GGGTCAAGGTGAACT 2448228 Ptf1a 2445458 2447317 2770 2445483 2447312 2745 2445681 2446986 2547
Chr19 Complement NT_039687.1 GTGTCACGGTGACCT 19930318 LOC240611 19933064 19880616 2746 19933064 19880616 2746 19933064 19880616 2746
Chr15 Normal NT_039621.1 GGGTCATCCAGACCT 36459567 LOC239536 36456820 36517724 2747 36456820 36517724 2747 36456820 36517724 2747
Chr9 Complement NT_039472.1 TGTTCATAGTGACCT 5987809 MOR149-3 5990556 5989618 2747 5990556 5989618 2747 5990556 5989618 2747
Chr19 Complement NT_039687.1 GAGTCAACTTGACCC 12059229 Gda 12062065 11979402 2836 12061980 11979805 2751 12061883 11981535 2654
Chr6 Normal NT_039353.1 AGGTCAGCATGAGCT 4136867 V1rb4 4134116 4135048 2751 4134116 4135048 2751 4134116 4135048 2751
Chr12 Complement NT_039548.1 GGGTCCTGCTGACCT 97615 LOC268530 100367 98821 2752 100367 98821 2752 99596 99158 1981
Chr11 Normal NT_039521.1 GAGTCGGGATGACCC 15998534 LOC328020 15995782 15997912 2752 15995782 15997912 2752 15995785 15996135 2749
Chr2 Complement NT_039208.1 TGGTCAACTTGATCC 16666083 MOR175-2 16668835 16667879 2752 16668835 16667879 2752 16668835 16667879 2752
Chr15 Complement NT_039621.1 AGGTCACTGTGCCCT 39612797 Pva 39615550 39600285 2753 39615550 39600610 2753 39613310 39600831 513
Chr2 Normal NT_039209.1 AGGGCAACCTGACCT 30048633 2310044F10Rik 30045879 30141149 2754 30045879 30050730 2754 30045892 30050641 2741
Chr1 Complement NT_039172.1 TGCTCACAATGACCT 933418 LOC227309 936172 934812 2754 936172 934812 2754 936172 934812 2754
Chr3 Normal NT_039241.1 AGGTCAACATGACTG 6855343 LOC332814 6852589 6856201 2754 6852589 6856201 2754 6852589 6856201 2754
Chr6 Complement NT_039355.1 AGGTCTCATTGACCT 13829821 Gdf3 13832576 13828737 2755 13832576 13828737 2755 13832455 13828795 2634
Chr14 Normal NT_039614.1 AAGTCACCCTGACCA 606969 LOC193556 604212 604788 2757 604212 604788 2757 604212 604788 2757
Chr9 Normal NT_039474.1 GGATCAGGATGACCC 26611221 2810017C20Rik 26575259 26616871 35962 26608462 26616259 2759 26608500 26615953 2721
Chr4 Normal NT_039258.1 CTGTCACTGTGACCC 12706167 LOC272002 12703408 12763890 2759 12703408 12763890 2759 12763543 12763890 -57376
Chr11 Normal NT_039521.1 TGGACATGCTGACCT 26641741 C630005D06Rik 26638980 26697290 2761 26638980 26697290 2761 26639747 26695599 1994
Chr4 Normal NT_039266.1 AGGTCAGCTTGGCCA 6684376 LOC332951 6681614 6714230 2762 6681614 6714230 2762 6681614 6714230 2762
Chr18 Normal NT_039674.1 GGGTCAGCTTGAGCT 34012442 2410015B03Rik 34009573 34016925 2869 34009679 34016925 2763 34013193 34016697 -751
Chr14 Normal NT_039606.1 AGGTCAATATGAACT 25604791 LOC328446 25602026 25602751 2765 25602026 25602751 2765 25602050 25602744 2741
Chr4 Normal NT_039261.1 TGGACAGAATGACCC 7961528 LOC242475 7958760 7962974 2768 7958760 7962974 2768 7958760 7962974 2768
ChrX Normal NT_039701.1 AGGTCACCCTGAACG 1477390 LOC333512 1474622 1514710 2768 1474622 1514710 2768 1474622 1514710 2768
Chr8 Normal NT_039464.1 TGGGCACTGTGACCT 453860 LOC330794 451091 453343 2769 451091 453343 2769 451128 453327 2732
Chr11 Complement NT_039521.1 TGGTCAGAGAGACCT 33182696 LOC331793 33185468 33176274 2772 33185468 33176274 2772 33185468 33176274 2772
Chr4 Complement NT_039264.1 TGGTCAGCCTGACAC 16266040 Rad54l 16269362 16241997 3322 16268813 16242632 2773 16268741 16242839 2701
Chr4 Normal NT_039259.1 TGGTCACCTTCACCT 5195046 LOC230044 5192271 5238571 2775 5192271 5238571 2775 5192271 5238571 2775
ChrX Complement NT_039713.1 TGGTCAACTTGATCC 11159466 LOC331510 11162242 11156309 2776 11162242 11156309 2776 11159542 11156984 76
ChrX Complement NT_039711.1 TGGTCATGGTGACTC 11084343 Atrx 11087120 10957618 2777 11087120 10957931 2777 11086897 10957953 2554
Chr7 Complement NT_039436.1 AGATCAGGCTGACCT 1731724 LOC212577 1735109 1732730 3385 1734501 1732730 2777 1733540 1733256 1816
Chr7 Complement NT_039433.1 TGGTCAGGTTGTCCT 3326178 LOC330628 3328955 3327643 2777 3328955 3327643 2777 3328155 3327826 1977
Chr1 Complement NT_039167.1 AGGCCATGATGACCA 2921906 LOC226304 2924684 2923695 2778 2924684 2923695 2778 2924684 2923695 2778
Chr18 Complement NT_039674.1 AGGTCAGGCTGGCCT 20308210 LOC268998 20310988 20299429 2778 20310988 20299429 2778 20310810 20299535 2600
Chr9 Normal NT_039477.1 AGCTCAGGCTGACCT 5531917 U3-55k-pending 5529139 5537235 2778 5529139 5537221 2778 5529161 5537158 2756
Chr2 Complement NT_039209.1 AGGTAGTACTGACCC 21127096 LOC269343 21136099 21112663 9003 21129875 21112663 2779 21129797 21112911 2701
Chr21 Complement NT_039758.1 TGGTCAGCTTGATCC 154964 LOC278265 157743 151805 2779 157743 151805 2779 156327 152482 1363
Chr4 Complement NT_039258.1 TGGTCAACTTGATCC 6380980 LOC329788 6383759 6376917 2779 6383759 6376917 2779 6383457 6382384 2477
Chr7 Normal NT_039437.1 GGGTAAGGATGACCC 695263 Syt8 690500 696046 4763 692484 695955 2779 692583 695951 2680
Chr12 Normal NT_039553.1 GGGTCAGTCCGCCCC 6360450 4930425K24Rik 6357669 6359811 2781 6357669 6359811 2781 6358184 6358519 2266
Chr1 Normal NT_039167.1 AGGTCATAGAGACCT 1613302 LOC329086 1610521 1618546 2781 1610521 1618546 2781 1610521 1618546 2781
Chr11 Normal NT_039520.1 TGGTCAAGTTGTCCC 19383591 Aldh3a1 19379601 19390478 3990 19380809 19390478 2782 19384296 19390292 -705
Chr5 Normal NT_039324.1 AGGTTGTGGTGACCT 2233180 LOC330241 2230398 2380663 2782 2230398 2380663 2782 2230551 2378921 2629
Chr8 Normal NT_039462.1 CTGTCACCTTGACCT 5938073 Lsm4-pending 5935147 5940649 2926 5935291 5940649 2782 5935354 5940346 2719
Chr7 Normal NT_039385.1 AGATCAGGCTGACCT 354192 LOC232801 351406 356082 2786 351406 356082 2786 351424 354953 2768



Chr17 Normal NT_039662.1 AGGTCAGCATGAACC 1319880 Ly6g6c 1315092 1319747 4788 1317093 1319236 2787 1317093 1319236 2787
Chr17 Normal NT_039649.1 GGGTCAGTGTGACTT 1845857 Isp1-pending 1843069 1845336 2788 1843069 1845336 2788 1843069 1845336 2788
Chr5 Complement NT_039335.1 TGGTCAGCTTGACCC 217486 LOC194292 220274 217718 2788 220274 217718 2788 220102 217806 2616
Chr16 Complement NT_039625.1 AGGTGAATCTGACCC 25176395 LOC224432 25179183 25144965 2788 25179183 25144965 2788 25179171 25145306 2776
Chr17 Normal NT_039649.1 AGGTCAGCATGAACC 11530417 Ly6g6c 11525628 11530284 4789 11527629 11529773 2788 11527629 11529773 2788
Chr5 Complement NT_039325.1 TGGTCAGCTTGACCC 1283687 LOC209163 1286476 1283919 2789 1286476 1283919 2789 1286304 1285864 2617
Chr11 Normal NT_039521.1 GGGTCACTGAGACCA 6806140 Ugalt2 6803098 6810196 3042 6803351 6810081 2789 6803439 6809969 2701
Chr17 Normal NT_039649.1 AGGGCGAGGTGACCT 10476374 Rxrb 10473384 10480385 2990 10473584 10479523 2790 10473584 10478332 2790
Chr6 Normal NT_039343.1 AGGTAGTCATGACCT 253954 C130032F08 231861 261209 22093 251162 261209 2792 251211 258792 2743
ChrX Complement NT_039736.1 AGATCAGAGTGACCA 110175 LOC194711 112969 110868 2794 112969 110868 2794 112969 110868 2794
Chr15 Complement NT_039618.1 GGGTCACTTTGACAG 2363849 D15Wsu59e 2366644 2346374 2795 2366644 2346374 2795 2366525 2346748 2676
Chr2 Normal NT_039209.1 GGGTTAGTGCGACCC 24374003 Sema6d 24371206 24428869 2797 24371206 24423985 2797 24414735 24421524 -40732
Chr7 Complement NT_039413.1 AGGTGAGTCTGACCC 1404872 Zfp36 1407670 1404008 2798 1407670 1404008 2798 1405459 1404500 587
Chr3 Normal NT_039242.1 GGCTCAGGATGACCT 20959153 Vdu1-pending 20956342 21004704 2811 20956353 21004333 2800 20968983 21003458 -9830
Chr11 Complement NT_039521.1 AGGTCAGCCAGACCT 27061594 2310075G12Rik 27064438 27059390 2844 27064398 27059390 2804 27063453 27059855 1859
Chr7 Complement NT_039433.1 GGGACACCATGACCA 13095825 1700007B13Rik 13098630 13061521 2805 13098630 13061521 2805 13098443 13061658 2618
Chr8 Normal NT_039456.1 GGGTCATTATCACCC 11938124 5930422O12Rik 11935319 11938522 2805 11935319 11938522 2805 0 0 11938124
Chr18 Normal NT_039674.1 GGATCAAGTTGACCA 34853373 LOC277234 34850568 34856543 2805 34850568 34856543 2805 0 0 34853373
Chr4 Complement NT_039268.1 GGGGCAGAGTGACCC 5918684 LOC230959 5921490 5908199 2806 5921490 5908199 2806 5921446 5917242 2762
ChrX Complement NT_039701.1 AGGTCACCCTGAACG 1362618 38236 1365499 1287306 2881 1365425 1289019 2807 1365388 1289225 2770
ChrX Normal NT_039701.1 GGATCAAGTTGACCA 839222 LOC278028 836414 842398 2808 836414 842398 2808 0 0 839222
Chr8 Normal NT_039467.1 AGGTCGGGTTGGCCC 11772057 LOC330816 11769249 11771429 2808 11769249 11771429 2808 11770175 11770456 1882
Chr8 Normal NT_039456.1 AGGTCACAGTGACTA 1551385 9130417I07Rik 1548576 1554019 2809 1548576 1554019 2809 1548890 1553196 2495
Chr5 Complement NT_039307.1 TGGTCAACTTGATCC 11734725 LOC277837 11737536 11731563 2811 11737536 11731563 2811 11736088 11734292 1363
Chr11 Complement NT_039515.1 AGGTCAGCTTGATCT 28148000 2510006C20Rik 28150812 28141202 2812 28150812 28141202 2812 28150724 28141859 2724
Chr17 Complement NT_039661.1 TGGTCAACTTGATCC 454056 LOC279922 456868 450900 2812 456868 450900 2812 0 0 -454056
Chr12 Normal NT_039556.1 GGATCAAGTTGACCA 399873 LOC277051 397059 403055 2814 397059 403055 2814 0 0 399873
Chr8 Normal NT_039455.1 AGGTCAGCTAGACCC 9554068 F10 9550723 9569315 3345 9551253 9569315 2815 9551253 9569297 2815
Chr7 Complement NT_039420.1 AGGTGAGAATGACCA 1901155 Prrg2 1904254 1895154 3099 1903970 1895154 2815 1902402 1895748 1247
Chr12 Normal NT_039549.1 AGGTCACATTGACTA 4265793 LOC270987 4262977 4415692 2816 4262977 4415692 2816 4262977 4415692 2816
Chr8 Complement NT_039455.1 AGGTCAGATTGACTA 8279538 LOC244293 8282355 8268864 2817 8282355 8268864 2817 8282355 8268864 2817
Chr18 Complement NT_039674.1 GGATCACACTGACCA 30451074 LOC328931 30453891 30451441 2817 30453891 30451441 2817 30452604 30452254 1530
Chr2 Complement NT_039206.1 AGGTCAGCTTGAACA 3745926 Pdcl 3748843 3739585 2917 3748743 3739585 2817 3746886 3741342 960
Chr1 Normal NT_039173.1 AGGTCACTGTGGCCT 1858902 3110079O15Rik 1856081 1861361 2821 1856081 1861361 2821 1856219 1861320 2683
Chr12 Complement NT_039539.1 TGGTCATATTTACCC 10928353 LOC217397 10931174 10896729 2821 10931174 10896729 2821 10931174 10896729 2821
Chr11 Normal NT_039521.1 AGGTCATGTTGATCT 17641987 1810047H21Rik 17639164 17671377 2823 17639164 17671377 2823 17647158 17670404 -5171
Chr5 Complement NT_039317.1 GGGTCAGACTGAGCT 649459 9530056K15Rik 652284 649969 2825 652284 649969 2825 651820 651464 2361
Chr11 Normal NT_039520.1 GGGTCACTCTGACCA 26904460 LOC276920 26901635 26905534 2825 26901635 26905534 2825 26901683 26905307 2777
Chr11 Complement NT_039520.1 AGGTCATCCTGTCCC 33609508 Ovca2-pending 33612334 33611223 2826 33612334 33611223 2826 33612320 33611419 2812
Chr6 Normal NT_039353.1 GGGTCAGAATGAGCC 21141683 Trnt1 21138853 21152322 2830 21138853 21152322 2830 21139568 21149287 2115
Chr6 Complement NT_039341.1 GGGTGGTTCTGACCC 16731070 LOC243811 16733902 16706463 2832 16733902 16706463 2832 16733902 16706463 2832
Chr2 Normal NT_039208.1 GGGACAAACTGACCT 11516164 LOC332627 11513332 11570456 2832 11513332 11513943 2832 11513332 11513943 2832
Chr13 Normal NT_039578.1 TGGTCATGATGTCCC 10448407 LOC195211 10445574 10445966 2833 10445574 10445966 2833 10445574 10445966 2833
Chr16 Complement NT_039624.1 AGGTAGAACTGACCT 16365867 MOR273-2 16368700 16367759 2833 16368700 16367759 2833 16368700 16367759 2833
Chr2 Complement NT_039205.1 AGGTCAGATTGATCT 2830282 Dpp7 2833143 2829080 2861 2833117 2829209 2835 2833117 2829209 2835
Chr7 Normal NT_039434.1 GGGTCGATGTGACCG 754833 LOC272441 751998 755109 2835 751998 755109 2835 751998 755109 2835
Chr2 Normal NT_039209.1 TGGTCTTCCTGACCT 48624389 Cst8 48621553 48653175 2836 48621553 48628349 2836 48622753 48628268 1636
Chr5 Complement NT_039318.1 TGTTCAGGATGACCT 31160 MGC37389 34018 26884 2858 33997 26884 2837 33894 26981 2734
Chr16 Normal NT_039625.1 AGGTTAGATTGACCC 23294284 LOC239930 23291446 23336924 2838 23291446 23336924 2838 23291446 23336924 2838
Chr11 Normal NT_039520.1 AGGTCACTTAGACCT 19858993 LOC327938 19856155 19858922 2838 19856155 19858922 2838 19856598 19857245 2395
Chr8 Normal NT_039467.1 TGATCAACATGACCT 41213574 LOC333341 41210735 41229832 2839 41210735 41229832 2839 41210735 41229832 2839
Chr15 Normal NT_039621.1 GGGTCAGTGTGACCA 47703786 LOC223754 47676448 47960424 27338 47700946 47960424 2840 47753853 47958862 -50067
Chr7 Complement NT_039410.1 GGGTCAGAGCGTCCC 333050 LOC232999 335890 325292 2840 335890 325292 2840 332046 325470 -1004
Chr9 Normal NT_039472.1 AGGTCAAGGTCACCT 8613707 2310047B19Rik 8610866 8613359 2841 8610866 8613359 2841 8612632 8613015 1075
Chr18 Normal NT_039674.1 AGGTCAGCTTGGCCT 64815663 2310057H16Rik 64812820 64824859 2843 64812820 64824838 2843 64812847 64824466 2816
ChrX Normal NT_039700.1 GGGTCGTGCTGCCCC 12364736 LOC278203 12361892 12371292 2844 12361892 12371292 2844 12361892 12371292 2844
Chr19 Complement NT_039692.1 GTGTCACCCTGACCC 2266891 AA536972 2269736 2254772 2845 2269736 2254772 2845 2266523 2255455 -368
Chr13 Normal NT_039578.1 AGGTCACGCTGACTC 7733678 LOC218050 7730833 7753552 2845 7730833 7753552 2845 7730833 7753552 2845
Chr5 Normal NT_039299.1 TGGTCACTGTGGCCC 8779976 Slc4a2 8775671 8792757 4305 8777131 8792757 2845 8779398 8792564 578
Chr5 Complement NT_039301.1 GGGTCACCATCACCA 860922 AW990386 863768 862436 2846 863768 862436 2846 863730 863077 2808
Chr2 Normal NT_039202.1 AGGTTAATTTGACCC 7322890 LOC210028 7320043 7343431 2847 7320043 7343431 2847 7320043 7343431 2847
Chr7 Complement NT_039429.1 GGGTCACTGTGACAG 1305705 LOC330579 1308552 1301094 2847 1308552 1301094 2847 1307922 1307437 2217
Chr2 Complement NT_039205.1 AGGTCAGCCTGACAG 356729 A130006I12Rik 359578 358422 2849 359578 358422 2849 359238 358939 2509
Chr9 Complement NT_039472.1 AGGTCACTATGAACA 4869513 LOC333367 4872362 4797824 2849 4872362 4797824 2849 4872362 4797824 2849
Chr4 Normal NT_039258.1 CGCTCACAATGACCT 7674618 LOC230006 7671767 7672048 2851 7671767 7672048 2851 7671767 7672048 2851
Chr8 Complement NT_039457.1 AGGTCAGGCTCACCT 251411 LOC270040 254264 253617 2853 254264 253617 2853 254232 253759 2821
Chr11 Normal NT_039520.1 AGATCAGGTTGACCT 45554944 1110032A10Rik 45552090 45675879 2854 45552090 45675879 2854 45552473 45675743 2471
Chr12 Complement NT_039548.1 CGGTCAAGCTGAGCC 1718492 LOC331810 1721346 1720999 2854 1721346 1720999 2854 1721346 1720999 2854
Chr16 Complement NT_039624.1 GGATCAGTCTGACCA 12323751 2610001E06Rik 12326698 12311730 2947 12326611 12311730 2860 12326212 12311861 2461
Chr16 Complement NT_039624.1 AGGCCGGCCTGACCT 19886805 AU040575 19889665 19874248 2860 19889665 19875126 2860 19889465 19875189 2660
Chr3 Complement NT_039234.1 AGGTCAAGCTAACCT 16538861 LOC213555 16541722 16536346 2861 16541722 16536346 2861 16541719 16536346 2858
Chr16 Normal NT_039624.1 TGGTCACATAGACCT 26582885 LOC239811 26580024 26587972 2861 26580024 26587972 2861 26580024 26587972 2861
Chr9 Normal NT_039482.1 TGGTCACATTCACCC 7623300 Deb1 7620391 7622960 2909 7620437 7622958 2863 7620442 7622691 2858
Chr2 Complement NT_039209.1 AGGTTACTGTGACCA 35350326 LOC228636 35353189 35324419 2863 35353189 35324419 2863 35353189 35324419 2863
Chr7 Normal NT_039429.1 GGGTCACTGTGACTG 16363314 LOC330600 16360451 16363905 2863 16360451 16363905 2863 16362448 16362765 866
Chr3 Normal NT_039230.1 AGGTGGAGGTGACCT 423873 Ccrn4l 421009 484098 2864 421009 484098 2864 480267 482986 -56394
Chr16 Complement NT_039624.1 ATGTCAAAATGACCT 55759286 LOC209029 55762150 55611526 2864 55762150 55611526 2864 55762150 55611526 2864
Chr19 Complement NT_039694.1 AGGCCAGGCTGACCT 112208 Map4k2 115162 100704 2954 115072 102795 2864 115072 102795 2864
Chr19 Complement NT_039684.1 AGGCCAGGCTGACCT 344391 Map4k2 347347 332881 2956 347256 334972 2865 347256 334972 2865
Chr11 Normal NT_039521.1 GGGTCAGGTTGCCCA 31996200 Gcgr 31989400 31997747 6800 31993334 31997747 2866 31993416 31997356 2784
Chr4 Complement NT_039266.1 GGGTCAGGGTGATCA 3651261 Sh3bgrl3 3654165 3652783 2904 3654129 3652783 2868 3654039 3653117 2778
Chr3 Normal NT_039239.1 AGGTCAGGCTTACCC 8756463 LOC242151 8753593 8755128 2870 8753593 8755128 2870 8753593 8755128 2870
Chr2 Complement NT_039205.1 AGGTCCAGATGACCA 6408777 LOC329374 6411647 6410421 2870 6411647 6410421 2870 6411601 6410600 2824
Chr2 Complement NT_039205.1 GGGTCAAGGTGACAT 9038909 LOC329383 9041783 9029598 2874 9041783 9029598 2874 9041783 9029598 2874
Chr7 Normal NT_039451.1 TGGGCAGTGTGACCT 110612 Trpm5 102705 126127 7907 107738 126127 2874 107738 124996 2874
Chr11 Complement NT_039520.1 CGGGCAGTCTGACCT 36609805 LOC327970 36612680 36610782 2875 36612680 36610782 2875 36611533 36611216 1728
Chr4 Complement NT_039264.1 GGGTCATGGTGACTT 2357251 LOC242576 2360128 2317283 2877 2360128 2317283 2877 2360128 2317283 2877
Chr7 Normal NT_039407.1 TGGTCAGTCTGACTT 1354570 D030024H03Rik 1351692 1358257 2878 1351692 1358257 2878 1355070 1357097 -500
Chr5 Complement NT_039305.1 TGGTCATCATTACCC 3870861 AI853319 3873740 3861476 2879 3873740 3861476 2879 3868870 3862766 -1991
Chr19 Complement NT_039687.1 AGGTCAGGGTGACAT 1186328 1110006I15Rik 1189211 1178179 2883 1189211 1178179 2883 1181993 1179273 -4335
Chr7 Normal NT_039429.1 TGGGCATATTGACCT 2617594 MOR254-2 2614711 2615658 2883 2614711 2615658 2883 2614711 2615658 2883
Chr6 Normal NT_039349.1 AGCTCATAGTGACCT 7052 LOC210131 4165 4856 2887 4165 4856 2887 4165 4856 2887
Chr9 Normal NT_039472.1 AGGTTATGCTGACCT 17648411 Adamts8 17645522 17666965 2889 17645522 17665983 2889 17645797 17665345 2614
Chr11 Complement NT_039520.1 TGGTCAGTAAGACCT 24092907 Map2k4 24095907 23995792 3000 24095797 23997194 2890 24095792 23998239 2885
Chr1 Complement NT_039190.1 AGGTCACATTGTCCT 1046465 LOC329325 1049357 1029547 2892 1049357 1029547 2892 1049340 1029547 2875



Chr11 Complement NT_039520.1 AGGTCAGCCTGATCT 35194206 Gosr1 35197099 35160127 2893 35197099 35163223 2893 35197075 35163634 2869
Chr6 Normal NT_039343.1 GGGGCATTGTGACCC 19806460 LOC243425 19803566 19804064 2894 19803566 19804064 2894 19803566 19804064 2894
Chr6 Normal NT_039363.1 GGGGCATTGTGACCC 105721 LOC279430 102827 103325 2894 102827 103325 2894 102827 103325 2894
Chr13 Complement NT_039587.1 TGGTCAGGATGACCC 2561532 C86045 2564428 2510634 2896 2564428 2510634 2896 2564428 2510634 2896
Chr7 Normal NT_039429.1 GGGTCAATATCACCT 19315989 LOC330607 19313093 19364373 2896 19313093 19364373 2896 19313115 19364041 2874
Chr8 Normal NT_039456.1 GGGTCATTATCACCC 11938124 LOC330733 11935228 11936071 2896 11935228 11936071 2896 11935677 11936048 2447
Chr11 Complement NT_039520.1 AGGGCGAGATGACCC 32846963 LOC216941 32849860 32839313 2897 32849860 32839313 2897 32845877 32839313 -1086
Chr10 Complement NT_039496.1 GGCTCAGACTGACCC 7163760 Tjp3 7167004 7148652 3244 7166657 7148652 2897 7159154 7148711 -4606
Chr1 Complement NT_039180.1 TGTTCATTTTGACCC 3353520 Htr5b 3356418 3338564 2898 3356418 3338564 2898 3356142 3339177 2622
Chr10 Normal NT_039500.1 TGGTCAACTTGACCT 10984109 Lum 10980832 10988168 3277 10981211 10988168 2898 10983637 10987515 472
ChrX Complement NT_039708.1 AGGTCACATTGAGCT 1119128 G6pdx 1122331 1102648 3203 1122028 1102648 2900 1121333 1103369 2205
Chr4 Complement NT_039266.1 GGGTCACAGTGACCC 4290418 AA691260 4293393 4270111 2975 4293319 4270798 2901 4284390 4272428 -6028
Chr3 Complement NT_039226.1 AGGTCATAATGATCA 3183890 LOC229034 3186791 3185490 2901 3186791 3185490 2901 3186431 3186018 2541
Chr17 Normal NT_039643.1 TGGTGAGGATGACCC 3719736 V1re8 3716835 3717785 2901 3716835 3717785 2901 3716835 3717785 2901
Chr16 Complement NT_039624.1 GGGTTGTACTGACCT 17372815 2900075A18Rik 17375717 17373717 2902 17375717 17373717 2902 17375686 17374665 2871
Chr3 Normal NT_039234.1 TGGTCAACCTGGCCT 23485402 Etv3 23480574 23492442 4828 23482498 23491938 2904 23482513 23491894 2889
Chr1 Complement NT_039185.1 AGGTGGTTATGACCC 14907233 LOC269141 14910140 14904471 2907 14910140 14904471 2907 14910140 14904471 2907
Chr16 Complement NT_039624.1 GGGGCAATGTGACCC 27859499 LOC268880 27862408 27736572 2909 27862408 27736572 2909 27862324 27738278 2825
Chr11 Complement NT_039515.1 TGTTCAAATTGACCT 15922486 LOC327874 15925398 15922200 2912 15925398 15922200 2912 15925284 15924994 2798
Chr7 Normal NT_039451.1 AGGTCAATGTGTCCT 147165 R74862 143666 175555 3499 144253 163749 2912 152747 163432 -5582
Chr12 Normal NT_039551.1 TGGCCAAATTGACCT 25896867 LOC217682 25893953 25927144 2914 25893953 25927144 2914 25894231 25925012 2636
Chr14 Normal NT_039609.1 GGGACAGTTTGACCC 21893888 LOC328475 21890974 21899515 2914 21890974 21899515 2914 21890974 21899515 2914
Chr15 Complement NT_039621.1 AGGTCATTTTGCCCA 43773851 Naga 43776765 43767007 2914 43776765 43767007 2914 43776138 43767528 2287
Chr9 Normal NT_039473.1 AGGTCAACCTGATCT 4235885 1500035H01Rik 4232946 4252704 2939 4232970 4250883 2915 4238587 4250567 -2702
Chr1 Normal NT_039170.1 ATGTCACCCTGACCT 31122182 C730042F17Rik 31119248 31132446 2934 31119267 31132381 2915 31121116 31131099 1066
Chr8 Normal NT_039455.1 AGGTCACCTTGATCC 1067400 LOC233987 1064484 1081564 2916 1064484 1080881 2916 1064593 1080713 2807
Chr5 Normal NT_039307.1 CGGTCAACTTGAGCC 766038 C530008M17Rik 763121 766179 2917 763121 766179 2917 765495 765767 543
Chr13 Normal NT_039579.1 GTGTCAACTTGACCC 4054127 LOC238585 4051210 4124233 2917 4051210 4124233 2917 4051234 4124233 2893
Chr14 Complement NT_039598.1 TGGTCAAAATGATCC 14467487 LOC236480 14470405 14464955 2918 14470405 14464955 2918 14470373 14465716 2886
Chr8 Normal NT_039467.1 TGGTCAGAATGAGCC 33124184 LOC330835 33121266 33125846 2918 33121266 33125846 2918 33124647 33124976 -463
Chr12 Normal NT_039539.1 AGGTTATTATGACCA 7557789 LOC328061 7554867 7639611 2922 7554867 7639611 2922 7597354 7600255 -39565
Chr3 Complement NT_039240.1 AGCTCAATATGACCT 2489958 1810059J10Rik 2493026 2432381 3068 2492882 2433051 2924 2492834 2433100 2876
Chr1 Normal NT_039170.1 GGTTCACACTGACCT 13968149 D430024K22Rik 13965177 13981473 2972 13965225 13977971 2924 13976014 13977647 -7865
Chr17 Complement NT_039649.1 GGATCGTCCTGACCC 210017 Cldn9 212942 211921 2925 212942 211921 2925 212574 211921 2557
Chr14 Complement NT_039599.1 AGCTCACCTTGACCC 2571553 D630024B06Rik 2574512 2555390 2959 2574479 2555390 2926 2574244 2556191 2691
Chr1 Normal NT_039190.1 GGGACAGGATGACCA 1123005 A130010J15Rik 1119966 1122797 3039 1120077 1122621 2928 1120839 1121630 2166
Chr12 Complement NT_039552.1 AGGTCTCTTTGACCT 15428975 MGC25863 15431903 15418220 2928 15431903 15418220 2928 15429440 15418380 465
Chr7 Complement NT_039433.1 GGGTCTTGCTGACCA 12429946 2310008H09Rik 12432878 12420413 2932 12432878 12422386 2932 12432399 12422412 2453
Chr4 Complement NT_039266.1 ATGTCAACTTGACCC 11450740 Ela2 11474669 11442632 23929 11453672 11442632 2932 11453651 11442707 2911
Chr2 Complement NT_039209.1 GGGTCAATCTTACCT 30432619 2600009E05Rik 30435554 30424855 2935 30435554 30424855 2935 30435460 30429433 2841
Chr10 Complement NT_039496.1 GGGTCACACTGACGG 3751728 Lrrc3 3754815 3752001 3087 3754663 3752935 2935 3753754 3752981 2026
Chr6 Normal NT_039378.1 GGATCAAGTTGACCA 67269 LOC280095 64333 66263 2936 64333 66263 2936 64834 65949 2435
Chr4 Complement NT_039265.1 GGGGCAGTGTGACCG 4287006 BC019977 4306176 4282002 19170 4289943 4282002 2937 4287060 4282588 54
Chr9 Complement NT_039474.1 TGGTCAATCCGACCC 17848280 Grinl1a 17851218 17843706 2938 17851218 17843706 2938 17851031 17844632 2751
Chr2 Complement NT_039202.1 TGGTCAACATGACCA 9406104 2310047O13Rik 9409095 9337131 2991 9409044 9337459 2940 9408885 9337919 2781
Chr1 Normal NT_039188.1 CGGTCACTTTGACTC 4954666 Tlr5 4951726 4955976 2940 4951726 4955976 2940 4952724 4955303 1942
Chr4 Complement NT_039263.1 TGGTCATACTGCCCC 10199496 LOC329897 10202438 10200182 2942 10202438 10200182 2942 10201024 10200662 1528
Chr6 Normal NT_039355.1 TGGTCACTGTGACTT 13612099 1700063H04Rik 13609156 13610464 2943 13609156 13610464 2943 13609820 13610128 2279
Chr6 Complement NT_039347.1 AAGTCACCCTGACCA 427762 LOC269757 430708 430119 2946 430708 430119 2946 430708 430119 2946
Chr1 Complement NT_039170.1 AGTTCAAGCTGACCT 15410760 LOC329120 15413706 15412853 2946 15413706 15412853 2946 15413419 15413132 2659
Chr17 Complement NT_039649.1 GGGTCAAGTTGACAT 10181964 A730055L17Rik 10184912 10181638 2948 10184912 10181638 2948 10183296 10183012 1332
Chr13 Normal NT_039586.1 AAGTCGAGATGACCT 5902619 LOC328264 5899670 5910217 2949 5899670 5910217 2949 5906704 5907039 -4085
Chr8 Normal NT_039455.1 AGGTCAGAGTGTCCC 9464266 Mcf2l 9429326 9533913 34940 9461317 9533913 2949 9461529 9532282 2737
Chr7 Complement NT_039429.1 GGGTCATTATGATCA 23168008 6530415H11Rik 23170959 23169224 2951 23170959 23169224 2951 23170474 23170202 2466
Chr14 Complement NT_039598.1 TGGTCACAGTAACCT 4711464 1600013P15Rik 4714417 4697699 2953 4714417 4698390 2953 4713208 4699014 1744
Chr8 Normal NT_039459.1 AGGTCAGCTTTACCA 521842 4930592A21Rik 518889 526123 2953 518889 526123 2953 518916 524603 2926
Chr1 Complement NT_039188.1 GGGTCACCCTGACCA 171466 4930527J03Rik 174421 173828 2955 174421 173828 2955 174313 173921 2847
Chr4 Normal NT_039266.1 CGGTCAGCCTGGCCC 5328252 8430427K15 5325297 5342664 2955 5325297 5342664 2955 5334362 5341526 -6110
Chr2 Normal NT_039202.1 TGTTCACTATGACCT 5956093 LOC271752 5953138 5954999 2955 5953138 5954999 2955 5953138 5954999 2955
Chr2 Normal NT_039209.1 AGGTGAGTGTGACCC 48506845 8430437G08Rik 48503888 48578202 2957 48503888 48515715 2957 48506379 48513816 466
Chr6 Complement NT_039343.1 TGGTCAGGGTGACTT 5440189 LOC213615 5443146 5410448 2957 5443146 5410448 2957 5443146 5410448 2957
Chr1 Complement NT_039189.1 TGGCCAGAGTGACCT 2614828 MGC28394 2617787 2588357 2959 2617787 2588357 2959 2617727 2589006 2899
Chr8 Normal NT_039467.1 TGGTCACAGTGACAC 52663050 LOC234877 52660090 52665505 2960 52660090 52665505 2960 52660090 52665505 2960
Chr11 Normal NT_039521.1 GGGTCTGTGTGACCT 16848945 LOC278366 16845985 16861259 2960 16845985 16861259 2960 16845985 16861259 2960
Chr8 Normal NT_039456.1 GAGTCAGAATGACCA 215002 Defb2 212039 215595 2963 212039 215595 2963 212072 215539 2930
ChrX Complement NT_039726.1 TGGTCATTGTCACCT 9457936 Egfl6 9460902 9398197 2966 9460902 9398197 2966 9460713 9399051 2777
ChrX Complement NT_039709.1 TGGTCATACTGACAT 529691 Mtcp1 532698 520890 3007 532657 520960 2966 525717 521184 -3974
Chr11 Normal NT_039520.1 AGGTCAGCCTGATCT 19828352 Grap 19825363 19844841 2989 19825385 19844841 2967 19825411 19843922 2941
Chr17 Complement NT_039661.1 AGCTCATCTTGACCA 285467 LOC333716 288434 285363 2967 288434 285363 2967 288292 286796 2825
Chr4 Normal NT_039265.1 AGGCCAACTTGACCT 7638307 Mlp 7635340 7637670 2967 7635340 7637670 2967 7635526 7636928 2781
Chr6 Normal NT_039360.1 GGGTCAAAATGATCC 5530090 4930469P12Rik 5527113 5532905 2977 5527122 5532905 2968 5531193 5531532 -1103
Chr17 Complement NT_039650.1 AGCTCATCTTGACCA 922188 LOC240091 925156 922164 2968 925156 922164 2968 925014 923518 2826
ChrX Complement NT_039740.1 AGGTCACATTGAGCT 16798 G6pdx 20071 379 3273 19768 379 2970 19073 1100 2275
Chr8 Complement NT_039467.1 CGGTCAGTTTGTCCT 51494329 2810427I04Rik 51497403 51487355 3074 51497300 51487638 2971 51497211 51488631 2882
ChrX Complement NT_039753.1 TGGTCATACTGACAT 421694 Mtcp1 424706 412891 3012 424665 412961 2971 417715 413185 -3979
Chr11 Complement NT_039515.1 GGGTCAGTCTGGCCA 3500310 Cpr2-pending 3503304 3492861 2994 3503282 3493684 2972 3501479 3493872 1169
Chr4 Complement NT_039264.1 AGGCCATCCTGACCC 1963561 LOC242573 1966533 1959672 2972 1966533 1959672 2972 1960626 1959886 -2935
Chr5 Normal NT_039308.1 TGGTCAAGATTACCC 12343970 LOC231573 12340995 12391462 2975 12340995 12391462 2975 12340995 12391462 2975
Chr16 Normal NT_039624.1 AGGTCAGCACGCCCT 17360242 LOC328644 17357267 17359869 2975 17357267 17359869 2975 17358578 17359577 1664
Chr1 Complement NT_039173.1 GCGTCATCCTGACCT 5348598 Rab17 5356605 5345410 8007 5351573 5346157 2975 5351573 5346157 2975
Chr8 Normal NT_039455.1 GGGTTACCATGACCA 101656 Retn 98662 102708 2994 98680 100987 2976 98907 100277 2749
Chr17 Normal NT_039661.1 TGATCATGGTGACCT 117395 2310034K10Rik 114415 114896 2980 114415 114896 2980 114516 114704 2879
Chr9 Normal NT_039472.1 AGGTAGACCTGACCC 24483254 MOR161-2 24480274 24481206 2980 24480274 24481206 2980 24480274 24481206 2980
Chr2 Normal NT_039212.1 GGGTGGAAATGACCT 2338418 Adrm1 2335272 2422200 3146 2335437 2340047 2981 2335799 2339944 2619
Chr3 Complement NT_039239.1 GGGTCAGTTTGAACT 9295777 LOC329734 9298758 9293866 2981 9298758 9293866 2981 9296239 9295922 462
Chr4 Normal NT_039259.1 ATGTCAGTCTGACCA 18438723 Nudt2 18435742 18451501 2981 18435742 18451501 2981 18448110 18451151 -9387
Chr9 Normal NT_039477.1 GGGTCACTGTGCCCA 7613924 6330580J24Rik 7609199 7612059 4725 7610940 7612059 2984 7611126 7611958 2798
Chr1 Complement NT_039184.1 AGGGCAATGTGACCT 8460699 LOC329274 8463683 8451587 2984 8463683 8451587 2984 8455715 8454518 -4984
Chr19 Complement NT_039684.1 AGGCCAGTGTGACCC 2503565 Ppp1ca 2506662 2503024 3097 2506550 2503310 2985 2506510 2503635 2945
Chr7 Normal NT_039395.1 AGGTTAGAGTGACCA 1321118 Psg16 1318133 1342429 2985 1318133 1342429 2985 1337518 1342425 -16400
Chr17 Normal NT_039658.1 GGGTCACCTTAACCT 26769832 LOC225103 26766846 26771031 2986 26766846 26771031 2986 26766846 26771031 2986
Chr5 Normal NT_039308.1 GGGTCATTGTAACCA 12734121 Pde6b 12731068 12774469 3053 12731135 12774469 2986 12731135 12774297 2986
Chr16 Complement NT_039624.1 TGGTCAGTGGGACCC 14031939 4930451C15Rik 14034926 14018582 2987 14034926 14018582 2987 14034890 14018898 2951
Chr8 Normal NT_039469.1 TGGGCAACCTGACCT 3609 Pcm1 622 39697 2987 622 39279 2987 830 38940 2779
Chr4 Normal NT_039264.1 GGGTCACGGTGAGCA 18949259 Olfr62 18946271 18947218 2988 18946271 18947218 2988 18946271 18947218 2988



Chr7 Normal NT_039423.1 AGCTCAAGATGACCT 1688058 5330421F07Rik 1279670 1774753 408388 1685068 1774753 2990 1685429 1773621 2629
Chr3 Complement NT_039234.1 AGGTCACCATGGCCA 19698518 Tlr2 19701725 19696231 3207 19701511 19696231 2993 19698732 19696378 214
Chr2 Complement NT_039208.1 GGGTCACATTGCCCC 7093059 LOC241489 7096053 6907111 2994 7096053 6907111 2994 7091753 6907273 -1306
ChrX Normal NT_039716.1 AGGTCAATAAGACCA 926247 LOC245614 923253 923740 2994 923253 923740 2994 923253 923740 2994
Chr2 Complement NT_039206.1 TGGTCAAAGTCACCC 5398387 Rpl35 5401875 5389986 3488 5401382 5397832 2995 5401337 5397867 2950
Chr9 Normal NT_039474.1 AGGTCAGAGAGACCT 9930588 2310007F21Rik 9927592 9950791 2996 9927592 9950791 2996 9929283 9950345 1305
Chr4 Complement NT_039263.1 AGGTCATTCTGAACA 7722805 LOC269554 7725801 7721408 2996 7725801 7721408 2996 7725801 7721408 2996
Chr7 Complement NT_039437.1 AGGACACATTGACCT 1315685 R74862 1319268 1287723 3583 1318681 1299462 2996 1310187 1299779 -5498
Chr8 Complement NT_039464.1 GAGTCACTATGACCC 324375 2310015I10Rik 327372 324191 2997 327372 324191 2997 327327 324623 2952
Chr5 Complement NT_039302.1 TGGTCACGGTGACCG 2699050 A930033C23Rik 2702048 2698847 2998 2702048 2698847 2998 2701149 2699322 2099
Chr10 Normal NT_039491.1 ATGTCACCGTGACCA 93027 2610529I12Rik 90028 101392 2999 90028 101392 2999 97634 101312 -4607
Chr9 Complement NT_039473.1 TGGTCACGATGACCA 9694041 LOC235336 9697040 9696102 2999 9697040 9696102 2999 9697040 9696102 2999
Chr7 Complement NT_039419.1 CAGTCATTATGACCT 66601 LOC330517 69600 65694 2999 69600 65694 2999 69600 65694 2999
Chr10 Normal NT_039492.1 AGGTCACAATCACCT 2424005 Crsp3 2383730 2427173 40275 2421005 2426965 3000 2421688 2426543 2317
Chr13 Normal NT_039590.1 GGGTGGGGGTGACCT 13639931 Htr1a 13636930 13641322 3001 13636930 13641322 3001 13637460 13638725 2471
Chr15 Normal NT_039620.1 AGGCCATTTTGACCA 1048413 Kcns2 1045412 1048164 3001 1045412 1048164 3001 1046147 1047580 2266
Chr3 Normal NT_039226.1 TGGTCAGCCTGATCT 10525069 LOC271895 10522068 10559326 3001 10522068 10559326 3001 10522068 10559326 3001
Chr7 Normal NT_039425.1 GGATCAAGTTGACCA 311841 LOC277923 308839 315014 3002 308839 315014 3002 310492 314337 1349
Chr11 Complement NT_039515.1 ATGTCAAGTTGACCA 31872434 Dock2 31875437 31587756 3003 31875437 31588560 3003 31875437 31588560 3003
Chr8 Normal NT_039456.1 AGGTCAGCCAGACCC 12248486 Gtf2e2 12240967 12286647 7519 12245483 12286647 3003 12245489 12286236 2997
Chr1 Normal NT_039172.1 GGATCAAGTTGACCT 920384 LOC269213 917381 919311 3003 917381 919311 3003 918024 918533 2360
Chr11 Normal NT_039521.1 TAGTCAGAATGACCC 31065356 4932417H02Rik 31062352 31357739 3004 31062352 31357739 3004 31062464 31355814 2892
Chr10 Normal NT_039500.1 AGGTCACCGTGAACA 5126488 LOC237450 5123481 5257325 3007 5123481 5257325 3007 5123481 5257325 3007
Chr3 Complement NT_039230.1 TGGTCAAAATGGCCT 1793635 LOC242011 1796644 1796330 3009 1796644 1796330 3009 1796644 1796330 3009
Chr18 Normal NT_039674.1 GGGGCAGCACGACCC 65834707 LOC193690 65831697 65834759 3010 65831697 65834759 3010 65832135 65833922 2572
Chr17 Complement NT_039649.1 GGTTCAATGTGACCA 2847232 LOC224627 2850242 2849617 3010 2850242 2849617 3010 2850242 2849617 3010
Chr21 Normal NT_039757.1 GGATCAAGTTGACCA 85298 LOC278263 82287 84226 3011 82287 84226 3011 82806 83912 2492
Chr5 Normal NT_039302.1 AGGTCACTGTGACCT 2361018 A930013K19 2357685 2388984 3333 2358003 2388984 3015 2365264 2388279 -4246
Chr14 Normal NT_039609.1 GGGTCAGTCTGACAC 22164132 AI047808 22161117 22317478 3015 22161117 22317478 3015 22210365 22314848 -46233
Chr8 Complement NT_039466.1 AGGTCACCTTGATCT 337243 LOC234421 340263 331737 3020 340263 331737 3020 340150 334320 2907
Chr13 Complement NT_039590.1 TGGTCACTTTGAGCC 16933793 LOC238856 16936813 16927000 3020 16936813 16927000 3020 16936813 16927000 3020
Chr2 Complement NT_039212.1 AGGTCAGGATGAACA 3753095 LOC269401 3756308 3751033 3213 3756115 3751033 3020 3755433 3751842 2338
Chr3 Complement NT_039234.1 AGGTCCACTTGACCC 23953711 LOC269452 23956854 23943898 3143 23956731 23943902 3020 23954336 23944835 625
Chr2 Complement NT_039209.1 AAGTCACATCGACCT 15077826 LOC332654 15080848 15055985 3022 15080848 15055985 3022 15080848 15055985 3022
ChrX Complement NT_039712.1 TGTTCAACTTGACCT 255437 LOC333563 258459 152873 3022 258459 152873 3022 258459 152873 3022
Chr15 Complement NT_039621.1 AGTTCAAGGTGACCC 16331330 LOC223586 16334353 16309361 3023 16334353 16309361 3023 16334348 16310427 3018
Chr6 Normal NT_039341.1 TGGTCATATTCACCC 16358380 LOC232779 16355357 16357833 3023 16355357 16356871 3023 16356000 16356320 2380
Chr4 Complement NT_039266.1 GGGTCCCTCTGACCT 11835511 9030409G11Rik 11867730 11730720 32219 11838537 11769141 3026 11838479 11769958 2968
Chr6 Complement NT_039369.1 GGGTCAGCTTGAACG 196727 Grcc3f 199753 193410 3026 199753 193644 3026 198524 194211 1797
Chr12 Normal NT_039556.1 GGATCAAGTTGACCA 399873 LOC268612 396847 398793 3026 396847 398793 3026 397363 398478 2510
Chr3 Normal NT_039230.1 AGGGCATTCTGACCC 9951069 Mbnl 9891535 10048107 59534 9948043 10048107 3026 9948525 10044168 2544
Chr11 Complement NT_039521.1 GGGTCAGGATGGCCG 7375794 D030026A21Rik 7378821 7375596 3027 7378821 7375596 3027 7377345 7376842 1551
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2098341 LOC269040 2095313 2095841 3028 2095313 2095841 3028 2095313 2095841 3028
Chr9 Normal NT_039474.1 TGGTCAGCGTGCCCC 14636704 LOC208530 14633675 14823105 3029 14633675 14823105 3029 14633675 14823105 3029
Chr3 Complement NT_039242.1 TGGTCACTCTGACTC 22509807 Msh4 22512836 22463847 3029 22512836 22463847 3029 22512682 22464141 2875
Chr9 Normal NT_039474.1 TGGCCACTTTGACCC 3984855 Cyp1a1 3972639 3988032 12216 3981823 3988032 3032 3984301 3987089 554
Chr15 Complement NT_039621.1 GGGTCACACTGAGCT 45899915 1810041L15Rik 45902948 45836385 3033 45902948 45836385 3033 45876541 45840730 -23374
Chr4 Complement NT_039258.1 AGCTCAGGCTGACCT 7790537 2810013E07Rik 7793571 7737670 3034 7793571 7742446 3034 7793449 7742979 2912
Chr11 Complement NT_039520.1 AGGTCATAGTGACAG 16831501 LOC193137 16834535 16824050 3034 16834535 16824050 3034 16834535 16824050 3034
Chr5 Complement NT_039307.1 TGGTCAACTTGATCC 11734725 LOC269666 11737759 11735815 3034 11737759 11735815 3034 11736941 11736492 2216
Chr7 Normal NT_039420.1 AGGCCAACCCGACCC 1078592 LOC330520 1075558 1082572 3034 1075558 1082572 3034 1075727 1082387 2865
Chr3 Normal NT_039242.1 TGCTCAACATGACCC 15095409 LOC215204 15092374 15095490 3035 15092374 15095490 3035 15092374 15095490 3035
ChrX Normal NT_039711.1 TGGCCAACCTGACCT 5609047 LOC245533 5606012 5616435 3035 5606012 5616435 3035 5606012 5616435 3035
Chr14 Normal NT_039614.1 AGGTCTCAATGACCT 572709 LOC333853 569674 570280 3035 569674 570280 3035 569674 570280 3035
Chr6 Complement NT_039340.1 TGTTCAAATTGACCC 21572221 Wasl 21575256 21524359 3035 21575256 21524359 3035 21574890 21526826 2669
Chr13 Normal NT_039578.1 CAGTCAATATGACCT 8131364 4930470G03Rik 8128328 8133791 3036 8128328 8133791 3036 8132986 8133342 -1622
Chr14 Normal NT_039609.1 GGGTCACTATGAACA 521618 LOC223149 518581 525413 3037 518581 525413 3037 518581 525413 3037
Chr4 Normal NT_039261.1 AGGTCAGCCTGATCT 8252273 LOC329854 8249236 8256424 3037 8249236 8256424 3037 8249258 8256391 3015
Chr10 Complement NT_039502.1 GGGTCACCGTGCCCC 4833395 LOC216438 4836433 4832778 3038 4836433 4832778 3038 4834392 4833501 997
Chr17 Complement NT_039661.1 TGGTCAACTTGATCC 454056 LOC279923 457095 455146 3039 457095 455146 3039 456575 455460 2519
Chr6 Normal NT_039343.1 AGGTCAGGGTGGCCA 16704931 Atoh1 16701889 16702944 3042 16701889 16702944 3042 16701889 16702944 3042
Chr8 Complement NT_039462.1 GGGCCAAGATGACCT 5461786 LOC330791 5464828 5462802 3042 5464828 5462802 3042 5463378 5462971 1592
Chr14 Normal NT_039614.1 AGGTCTCAATGACCT 1012493 LOC333700 1009451 1010069 3042 1009451 1010069 3042 1009451 1010069 3042
Chr10 Complement NT_039496.1 AGGCCAAGCTGACCC 7369812 3100002P13Rik 7372855 7362408 3043 7372855 7362408 3043 7372422 7363705 2610
ChrX Normal NT_039701.1 GGATCAAGTTGACCA 839222 LOC270589 836179 838146 3043 836179 838146 3043 836717 837832 2505
Chr9 Complement NT_039477.1 AGGTCACACTGAACA 4516842 LOC235575 4519886 4519142 3044 4519886 4519142 3044 4519844 4519200 3002
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2104894 LOC269041 2101850 2102378 3044 2101850 2102378 3044 2101850 2102378 3044
Chr5 Complement NT_039308.1 AGGGCATAGTGACCG 12774077 Atp5k 12777132 12775987 3055 12777122 12776028 3045 12777094 12776045 3017
Chr16 Normal NT_039624.1 AGGTCAGCCTGACCT 12745429 LOC332143 12742384 12748889 3045 12742384 12748889 3045 12742384 12748889 3045
Chr11 Normal NT_039515.1 TGGTCAGTGTGGCCT 15613720 LOC237672 15610674 15654358 3046 15610674 15654358 3046 15610674 15654358 3046
Chr10 Normal NT_039508.1 TGGTCAACTTGATCC 263419 LOC333668 260373 261852 3046 260373 261852 3046 261088 261639 2331
Chr3 Normal NT_039239.1 TGGTCATTCTGATCT 8664154 Kcna2 8661105 8666417 3049 8661105 8666417 3049 8663643 8665142 511
Chr18 Normal NT_039674.1 GGATCAAGTTGACCA 34853373 LOC269010 34850324 34852000 3049 34850324 34852000 3049 34850871 34851986 2502
Chr14 Complement NT_039606.1 AGGTCACTCTGACAA 22242704 1200011I18Rik 22245754 22223409 3050 22245754 22223409 3050 22245682 22225506 2978
Chr2 Normal NT_039205.1 TGGACAGAGTGACCC 2742402 C87750 2739352 2746672 3050 2739352 2746672 3050 2740252 2746208 2150
Chr2 Complement NT_039209.1 AGGTCACAGTGTCCT 31627597 1600014E20Rik 31630648 31626317 3051 31630648 31626317 3051 31627338 31626736 -259
Chr2 Normal NT_039211.1 CGGTCAGATTGAACT 1940265 2410001C21Rik 1937214 1970963 3051 1937214 1966535 3051 1937307 1965410 2958
Chr1 Complement NT_039185.1 ATGTCAAAGTGACCT 16572838 5830408F06Rik 16575889 16573408 3051 16575889 16573408 3051 16574029 16573679 1191
Chr10 Complement NT_039496.1 TGGTCACGAAGACCT 6457540 LOC216169 6460592 6454622 3052 6460592 6454622 3052 6457653 6454645 113
Chr11 Complement NT_039521.1 AGGTCACAGGGACCA 29353450 LOC328042 29356503 29354789 3053 29356503 29354789 3053 29356265 29355819 2815
Chr15 Normal NT_039621.1 AGGTCAGGTTGCCCC 62439516 LOC328608 62436463 62438280 3053 62436463 62438280 3053 62436679 62437083 2837
Chr5 Complement NT_039308.1 GGGTCACCATGACAT 4143441 LOC330135 4146494 4145026 3053 4146494 4145026 3053 4145894 4145616 2453
Chr11 Complement NT_039520.1 GGGTCACAATGAGCC 28122991 4933402P03Rik 28126045 28124146 3054 28126045 28124146 3054 28125977 28124206 2986
Chr9 Complement NT_039474.1 TGGTCAGCATGCCCC 974746 LOC330946 977800 976009 3054 977800 976009 3054 977658 977362 2912
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2101623 LOC271544 2098568 2099096 3055 2098568 2099096 3055 2098568 2099096 3055
Chr16 Complement NT_039625.1 TGGTCATTTTGATCT 23566682 LOC224424 23569738 23555885 3056 23569738 23555885 3056 23569738 23555885 3056
Chr3 Normal NT_039226.1 GGTTCAGGGTGACCA 7428772 2310010I16Rik 7425649 7449742 3123 7425715 7449742 3057 7425774 7448712 2998
Chr9 Normal NT_039472.1 AGGTGAGGATGACCT 22145163 Cdon 22111422 22197945 33741 22142106 22194750 3057 22142135 22194626 3028
Chr18 Complement NT_039674.1 GGATCAAGTTGACCT 34865128 LOC328941 34868185 34866709 3057 34868185 34866709 3057 34867470 34866922 2342
Chr17 Normal NT_039658.1 AGATCATGACGACCC 21304171 LOC332267 21301114 21340739 3057 21301114 21340739 3057 21301114 21340739 3057
Chr12 Normal NT_039549.1 TGGTCACTTTGCCCC 4687647 LOC214076 4684156 4686493 3491 4684589 4686493 3058 4685736 4686080 1911
Chr18 Normal NT_039674.1 AGGTCAGTGTGGCCA 8980453 Cables 8975916 9084361 4537 8977394 9084361 3059 8977926 9083398 2527
Chr5 Normal NT_039299.1 AGGTCACCATGAGCA 1900225 Sema3c 1896917 2052565 3308 1897164 2050137 3061 1899168 2050056 1057
ChrX Complement NT_039709.1 GGGTCGTGCTGCCCC 4713004 LOC236876 4716068 4704581 3064 4716068 4704581 3064 4716068 4704581 3064
Chr18 Normal NT_039676.1 AGGCCAGCGTGACCA 2088532 LOC269039 2085468 2085996 3064 2085468 2085996 3064 2085468 2085996 3064



Chr10 Normal NT_039502.1 AGGTCACTGTAACCT 5499797 Myo1a 5496733 5502522 3064 5496733 5502522 3064 5497496 5502306 2301
Chr13 Normal NT_039580.1 AGGTCACCCTGACAG 2049676 LOC238605 2046611 2063377 3065 2046611 2063377 3065 2046611 2063377 3065
Chr16 Complement NT_039624.1 AGGTCAGAGGGACCC 14031859 4930451C15Rik 14034926 14018582 3067 14034926 14018582 3067 14034890 14018898 3031
Chr2 Normal NT_039206.1 TGGTCATAGTGTCCC 17972440 LOC227889 17969373 18135310 3067 17969373 17992037 3067 17969373 17992037 3067
Chr7 Normal NT_039434.1 GGGTCACGATGGCCG 758244 Prss11 755127 804595 3117 755177 804595 3067 755214 804073 3030
Chr1 Normal NT_039180.1 GGGTGACTTTGACCT 14254830 1200013B22Rik 14251762 14269134 3068 14251762 14268934 3068 14251855 14268028 2975
Chr17 Complement NT_039655.1 AGCTCAGCACGACCT 7755788 1700122O11Rik 7758857 7757314 3069 7758857 7757314 3069 7758835 7757332 3047
Chr11 Complement NT_039515.1 CGGTCAAGAAGACCT 28760352 LOC235795 28763421 28760975 3069 28763421 28760975 3069 28762407 28762138 2055
Chr15 Complement NT_039621.1 CTGTCACCATGACCT 200325 LOC328530 203394 201382 3069 203394 201382 3069 202650 202321 2325
Chr3 Normal NT_039228.1 GGGTCATCCGGACCC 8780410 Spry1 8777326 8781961 3084 8777340 8781961 3070 8779974 8780915 436
Chr8 Normal NT_039467.1 GGGTCAGCCGGACCG 18656889 1810014J18Rik 18653818 18677837 3071 18653818 18677837 3071 18653973 18675304 2916
Chr1 Normal NT_039172.1 TGGTCAACTTGATCC 707943 LOC277921 704872 706377 3071 704872 706377 3071 705613 706035 2330
Chr10 Complement NT_039500.1 AGGTCAGCCTGACTT 25297237 LOC331675 25300308 25257223 3071 25300308 25257223 3071 25300308 25257223 3071
Chr5 Normal NT_039311.1 AGGTCAGGGTGAGCC 1396234 LOC231612 1393162 1428753 3072 1393162 1428753 3072 1393251 1426265 2983
Chr2 Normal NT_039208.1 GGGTCAAAGTGAGCA 5593745 Hoxd4 5580621 5616437 13124 5590669 5597851 3076 5595970 5597278 -2225
ChrX Normal NT_039700.1 AGGACGATATGACCT 13216423 LOC245371 13213347 13218287 3076 13213347 13218287 3076 13213347 13218287 3076
Chr9 Complement NT_039477.1 GGGTCGTAGTGAGCC 6646016 LOC331025 6649093 6645859 3077 6649093 6645859 3077 6649055 6645859 3039
Chr1 Complement NT_039167.1 GGATCAACTCGACCT 1789908 Mrpl15 1792987 1780458 3079 1792987 1783590 3079 1792925 1783710 3017
Chr18 Complement NT_039674.1 CAGTCAGGCTGACCC 9998421 Osbpl1a 10044400 9893720 45979 10001501 9893720 3080 9927032 9894591 -71389
Chr2 Complement NT_039206.1 CGGTCAGCCTGACCT 3745663 Pdcl 3748843 3739585 3180 3748743 3739585 3080 3746886 3741342 1223
Chr6 Normal NT_039350.1 TAGTCACGCTGACCT 11995460 LOC232146 11991749 12044763 3711 11992379 12044763 3081 12022824 12043829 -27364
Chr5 Normal NT_039307.1 TAGTCATCTTGACCT 14577397 LOC272193 14574315 14577399 3082 14574315 14577399 3082 14574388 14577399 3009
Chr5 Normal NT_039307.1 TGGTAATGGTGACCT 1006699 LOC330107 1003616 1011446 3083 1003616 1011446 3083 1004860 1011314 1839
Chr6 Complement NT_039341.1 AGGTCAGGGTGCCCC 4535105 9630060C05Rik 4538189 4497962 3084 4538189 4497962 3084 4537519 4498835 2414
Chr7 Normal NT_039429.1 GGGTCATGTGGACCT 1143749 LOC333224 1140663 1220307 3086 1140663 1220307 3086 1140663 1220307 3086
Chr7 Complement NT_039420.1 GTGTCAACTTGACCC 2354764 Nucb 2358407 2338610 3643 2357850 2340380 3086 2357838 2341109 3074
Chr12 Normal NT_039551.1 AGGTCGAGATGACCT 19001913 LOC331841 18998825 19025981 3088 18998825 19025981 3088 18998825 19025981 3088
Chr2 Normal NT_039212.1 CCGTCAACCTGACCT 3716307 Dnajc5 3687350 3822679 28957 3713218 3716215 3089 3713218 3716213 3089
Chr9 Complement NT_039472.1 AGGTCAGCATGAACT 8065457 LOC330902 8068546 8061356 3089 8068546 8061356 3089 8063447 8062799 -2010
Chr17 Normal NT_039649.1 GGGTCACAGAGACCG 10374235 Rgl2 10370722 10378864 3513 10371145 10378574 3090 10371465 10378452 2770
Chr17 Normal NT_039662.1 GGGTCACAGAGACCG 181819 Rgl2 178729 186158 3090 178729 186158 3090 179049 186036 2770
Chr2 Complement NT_039212.1 GGGTCAGAGGGACCT 2830236 6720461J16Rik 2833328 2821730 3092 2833328 2821730 3092 2825367 2823103 -4869
Chr5 Normal NT_039307.1 AGGTCAGCCTGGCCT 1022848 LOC243061 1019755 1062538 3093 1019755 1062538 3093 1019755 1062538 3093
Chr2 Complement NT_039205.1 GGTTCATAATGACCT 2729105 4930447P04Rik 2732199 2724019 3094 2732199 2724019 3094 2732141 2724500 3036
Chr4 Normal NT_039261.1 CAGTCACATTGACCT 10551309 2610207I16Rik 10548086 10585211 3223 10548213 10584586 3096 10548282 10577230 3027
Chr17 Normal NT_039649.1 GGGCCATTTTGACCA 11479917 D17H6S56E-3 11476818 11486980 3099 11476818 11486980 3099 11477311 11485547 2606
Chr17 Normal NT_039662.1 GGGCCATTTTGACCA 1269372 D17H6S56E-3 1266273 1276435 3099 1266273 1276435 3099 1266766 1275002 2606
Chr5 Complement NT_039334.1 AGGTCAGGTTGAACA 223517 LOC333783 226617 165347 3100 226617 165347 3100 204503 175289 -19014
Chr17 Complement NT_039650.1 AGGTCAGCCAGACCT 809850 LOC224748 812951 810810 3101 812951 810810 3101 812951 810810 3101
Chr17 Complement NT_039661.1 AGGTCAGCCAGACCT 173593 LOC333715 176694 174553 3101 176694 174553 3101 176694 174553 3101
Chr7 Complement NT_039436.1 TGGCCACAGTGACCC 2008575 LOC213002 2011677 2010475 3102 2011677 2010475 3102 2011627 2010773 3052
Chr2 Normal NT_039210.1 AGGTCATCTTGACAG 602576 LOC329535 599473 617467 3103 599473 601913 3103 599528 600085 3048
Chr17 Complement NT_039661.1 AGGACACCATGACCA 485925 LOC277278 489029 487420 3104 489029 487420 3104 488251 488108 2326
Chr16 Complement NT_039624.1 TGGTCAGAGGGACCT 14031821 4930451C15Rik 14034926 14018582 3105 14034926 14018582 3105 14034890 14018898 3069
Chr4 Complement NT_039266.1 CGGTTAGGCTGACCC 11450567 Ela2 11474669 11442632 24102 11453672 11442632 3105 11453651 11442707 3084
Chr2 Normal NT_039205.1 AGGTCGATGTGACAC 3257047 LOC227630 3253942 3257164 3105 3253942 3257164 3105 3253945 3257068 3102
Chr4 Normal NT_039266.1 GGGCCAATATGACCT 10639839 Mfap2 10636711 10642027 3128 10636734 10642027 3105 10638918 10641633 921
Chr7 Complement NT_039428.1 AGGTAGGTGTGACCC 13563825 LOC330567 13566931 13563930 3106 13566931 13563930 3106 13564410 13564111 585
Chr14 Complement NT_039608.1 AGGTCACAATGACCA 750263 LOC211692 753371 624430 3108 753371 624430 3108 753371 624430 3108
ChrX Normal NT_039700.1 TGGTCATGAGGACCT 12414926 LOC278248 12411818 12415150 3108 12411818 12415150 3108 12411818 12415150 3108
Chr19 Normal NT_039687.1 GGGTCATAGTGTCCA 14535076 6430513E09Rik 14531965 14540489 3111 14531965 14540489 3111 14532019 14540286 3057
Chr9 Normal NT_039475.1 AGGTCACTGTGACTT 2745712 LOC272630 2742601 2827860 3111 2742601 2827860 3111 2784372 2827860 -38660
Chr7 Complement NT_039420.1 GGGTCACCAGGACCA 1685367 Il4i1 1688480 1675556 3113 1688480 1680434 3113 1688270 1681419 2903
Chr16 Normal NT_039624.1 AGGTCAAGATGGCCT 291440 Olfr15 288325 289263 3115 288325 289263 3115 288325 289263 3115
Chr18 Complement NT_039674.1 CAGTCAGGCTGACCC 9998385 Osbpl1a 10044400 9893720 46015 10001501 9893720 3116 9927032 9894591 -71353
Chr14 Complement NT_039595.1 ATGTCATAATGACCT 6264852 1500006O09Rik 6267972 6262274 3120 6267972 6262276 3120 6267972 6262464 3120
Chr4 Normal NT_039265.1 GGGTCCCTGTGACCA 8222420 Col16a1 8219300 8220968 3120 8219300 8220968 3120 8219496 8220788 2924
Chr2 Complement NT_039211.1 TGGTCATACTGACAT 4008574 2410043G19Rik 4011695 4008679 3121 4011695 4008679 3121 4011600 4010107 3026
Chr7 Complement NT_039428.1 AGGTCATTTGGACCA 7139503 LOC215412 7142626 7067151 3123 7142626 7067151 3123 7142626 7067151 3123
Chr6 Normal NT_039370.1 AGTTCATGATGACCC 244228 LOC333896 241102 241683 3126 241102 241683 3126 241102 241683 3126
Chr3 Complement NT_039234.1 TGGTCACCATGACAC 24034156 A430025D11Rik 24037283 24026677 3127 24037283 24026677 3127 24033902 24027295 -254
Chr17 Complement NT_039641.1 AGGCCACCGTGACCA 83589 2900084M21Rik 87289 78037 3700 86717 78037 3128 80122 78648 -3467
Chr19 Normal NT_039687.1 TGGTCAAGCTGATCC 14535093 6430513E09Rik 14531965 14540489 3128 14531965 14540489 3128 14532019 14540286 3074
Chr14 Normal NT_039609.1 GGGTCATCCTCACCA 2276960 LOC210752 2273832 2293934 3128 2273832 2293934 3128 2293596 2293874 -16636
Chr11 Normal NT_039520.1 TGGTCTTCCTGACCC 27411353 Per1 27402797 27417540 8556 27408222 27416939 3131 27408222 27416939 3131
Chr16 Normal NT_039625.1 AGGTCAACATGACAG 27720195 LOC239959 27717062 27724203 3133 27717062 27724203 3133 27717062 27724203 3133
Chr15 Normal NT_039621.1 AGGTGAAAATGACCC 40314496 Sh3bp1 40308800 40321049 5696 40311363 40321049 3133 40311594 40320721 2902
Chr14 Complement NT_039595.1 GGGACAAATTGACCA 1756117 LOC238926 1759254 1755349 3137 1759254 1755349 3137 1759254 1755349 3137
Chr14 Complement NT_039608.1 AGGTAATCTTGACCT 4036610 LOC223143 4039748 3982689 3138 4039748 3982689 3138 4039748 3982689 3138
Chr18 Complement NT_039676.1 TGGCCAGCGTGACCT 3788402 LOC225773 3791540 3783565 3138 3791540 3783565 3138 3791540 3783565 3138
Chr12 Complement NT_039548.1 TGGTCATCATGATCC 7695752 Prkar2b 7698891 7595285 3139 7698891 7595285 3139 7698677 7597195 2925
Chr14 Complement NT_039595.1 AGGCCAGACTGACCA 6957529 LOC218754 6960669 6931611 3140 6960669 6931611 3140 6960669 6931611 3140
Chr4 Complement NT_039266.1 AGGTCACTCTGACCT 6860505 Cdc42 6885261 6847221 24756 6863646 6847221 3141 6863596 6848620 3091
Chr14 Normal NT_039606.1 GGGTCACCCTGATCA 33321 LOC277135 30180 51133 3141 30180 51133 3141 30180 51133 3141
Chr2 Normal NT_039209.1 TGGTCCCCATGACCT 5246030 LOC212320 5242887 5338304 3143 5242887 5257443 3143 5242887 5257443 3143
Chr8 Normal NT_039467.1 AGGTGACCTTGACCA 20483908 Mmp2 20480765 20506351 3143 20480765 20506351 3143 20480808 20505734 3100
Chr7 Complement NT_039433.1 AGGTCAACTCGACAC 21462388 4933416E05Rik 21465537 21458517 3149 21465537 21458517 3149 21465237 21460333 2849
Chr6 Normal NT_039350.1 GGGTCAAGAAGACCC 15149936 Emx1 15146787 15163521 3149 15146787 15163521 3149 15152559 15163511 -2623
Chr17 Normal NT_039650.1 CAGTCATAATGACCT 1251693 LOC224759 1248542 1279698 3151 1248542 1279698 3151 1248542 1279698 3151
Chr5 Complement NT_039308.1 GGGTCAAGATGAACT 8308917 LOC272205 8312068 8295662 3151 8312068 8295662 3151 8312068 8295662 3151
Chr6 Complement NT_039340.1 GGGTCAACATAACCT 21064570 Slc13a1 21067722 20988306 3152 21067722 20988306 3152 21067694 20988977 3124
Chr7 Complement NT_039407.1 GGGTCAGGTTGACTG 649488 LOC272364 652641 652223 3153 652641 652223 3153 652641 652223 3153
Chr3 Complement NT_039242.1 TGGTCCCCTTGACCT 18037587 LOC329772 18040740 18040077 3153 18040740 18040077 3153 18040706 18040323 3119
Chr17 Normal NT_039650.1 TGGTCAGTTAGACCT 1326183 Trim26 1323029 1391629 3154 1323029 1391608 3154 1382873 1391418 -56690
Chr10 Normal NT_039502.1 GGATCAGCATGACCA 6600054 5730551F12Rik 6596777 6610679 3277 6596899 6608736 3155 6597434 6608644 2620
Chr11 Normal NT_039521.1 GGGTCAGTCAGACCC 5316923 LOC215032 5313767 5328835 3156 5313767 5328835 3156 5323647 5328760 -6724
ChrX Complement NT_039711.1 AGGTCACTGTGTCCA 61306 9630036L12Rik 64463 62316 3157 64463 62316 3157 63262 62972 1956
Chr12 Complement NT_039539.1 TGGTTAGACTGACCT 13097058 LOC270969 13100216 13058729 3158 13100216 13058729 3158 13100216 13058729 3158
Chr17 Normal NT_039661.1 TGGTCAGTTAGACCT 668399 Trim26 665241 730427 3158 665241 730406 3158 721743 730216 -53344
Chr2 Complement NT_039209.1 GGGTCGACCGGACCT 44181036 LOC332674 44184195 44182904 3159 44184195 44182904 3159 44184195 44182904 3159
Chr6 Normal NT_039353.1 GGGTCAAGCCGTCCC 15249015 LOC232314 15245854 15249891 3161 15245854 15249891 3161 15246297 15246626 2718
Chr2 Normal NT_039205.1 TGGTCTGGGTGACCC 2769899 MGC37548 2766706 2767967 3193 2766737 2767966 3162 2766779 2767850 3120
Chr5 Normal NT_039314.1 GGGACATGGTGACCC 6493519 Polr2i 6490319 6496725 3200 6490357 6496559 3162 6490373 6496397 3146
Chr10 Normal NT_039500.1 GGATCAAGTTGACCA 15801458 LOC216282 15798295 15798996 3163 15798295 15798996 3163 15798295 15798996 3163
Chr12 Normal NT_039551.1 AGTTCACACTGACCT 3037412 Sstr1 3034249 3036370 3163 3034249 3036370 3163 3035071 3036246 2341



Chr18 Normal NT_039674.1 AGGTTATTTTGACCC 56038616 2610034N03Rik 56035250 56055373 3366 56035452 56054043 3164 56047064 56053714 -8448
Chr7 Complement NT_039428.1 TGGTCAAAGTGAGCT 7992180 LOC233343 7995345 7987875 3165 7995345 7987875 3165 7995345 7987875 3165
Chr8 Complement NT_039467.1 AGGGCAAACTGACCA 48028618 Zdhhc7 48031783 48020687 3165 48031783 48020687 3165 48027202 48021984 -1416
Chr18 Normal NT_039674.1 GGGTCCTTTTGACCC 34012845 2410015B03Rik 34009573 34016925 3272 34009679 34016925 3166 34013193 34016697 -348
Chr17 Normal NT_039638.1 AGATCAAGCTGACCT 616632 Brp44l 613383 627236 3249 613466 626737 3166 613466 626732 3166
Chr11 Normal NT_039520.1 AAGTCACCATGACCA 1766434 4933415A04Rik 1763266 1765274 3168 1763266 1765274 3168 1763527 1763832 2907
Chr1 Normal NT_039170.1 AGGTCACATTGTCCC 19689019 LOC241056 19685850 19785365 3169 19685850 19785365 3169 19685850 19785365 3169
ChrX Normal NT_039711.1 TGGTGATTGTGACCT 8574411 Tsx 8571242 8581340 3169 8571242 8581340 3169 8571313 8581049 3098
Chr4 Complement NT_039268.1 AGGCCAGCCTGACCT 4852177 LOC330003 4855347 4853534 3170 4855347 4853534 3170 4855292 4855017 3115
Chr11 Complement NT_039521.1 AGGTCAGCCTGATCT 8695822 Psa 8698992 8625322 3170 8698992 8625362 3170 8698887 8625545 3065
Chr12 Normal NT_039551.1 AGGCCAGGGTGACCT 31024118 2310009M18Rik 31020633 31257509 3485 31020947 31249459 3171 31022553 31220024 1565
Chr15 Normal NT_039621.1 TGGTCATTATGACCT 40454110 Galr3 40450938 40452479 3172 40450938 40452479 3172 40450938 40452479 3172
Chr12 Complement NT_039551.1 TGGTCAATGTCACCT 29758643 LOC331847 29761815 29729367 3172 29761815 29729367 3172 29761815 29729367 3172
Chr6 Complement NT_039340.1 AGGCCATTCTGACCC 19147821 LOC232626 19150994 19150465 3173 19150994 19150465 3173 19150904 19150545 3083
Chr14 Complement NT_039596.1 AGGTCAGCCTGAGCT 1111299 Ndst2 1115256 1107876 3957 1114473 1107887 3174 1114316 1108384 3017
Chr6 Complement NT_039341.1 GGGTAAATGTGACCT 893558 LOC333090 896735 869107 3177 896735 869107 3177 896735 869107 3177
Chr2 Complement NT_039210.1 GGGTCAAACTGATCA 3060382 Snta1 3063559 3031541 3177 3063559 3031541 3177 3063449 3032029 3067
Chr18 Complement NT_039674.1 AGCTCAGGTTGACCT 71655802 2810433K01Rik 71658980 71646299 3178 71658980 71647766 3178 71658074 71647903 2272
Chr1 Normal NT_039180.1 GGGTCACCCCGTCCT 15048154 LOC329249 15044975 15048295 3179 15044975 15048295 3179 15044979 15047385 3175
Chr1 Complement NT_039184.1 AGGTCTCCCTGACCA 8460503 LOC329274 8463683 8451587 3180 8463683 8451587 3180 8455715 8454518 -4788
Chr5 Complement NT_039308.1 AGGTCAACTTGACAC 3933924 LOC330133 3937104 3913366 3180 3937104 3913366 3180 3936687 3934418 2763
Chr6 Complement NT_039353.1 AGGTCAATCTTACCC 874156 Mad 877438 857641 3282 877336 859151 3180 877290 859496 3134
Chr17 Normal NT_039658.1 GGGTCGTTGTGAGCC 5249649 4632412N22Rik 5246465 5291155 3184 5246465 5291155 3184 5246576 5291011 3073
Chr11 Normal NT_039520.1 CGGTTAAGATGACCC 44783467 LOC194954 44780283 44800371 3184 44780283 44800371 3184 44780283 44800371 3184
Chr17 Complement NT_039637.1 AGGTCAGACTGGCCT 162210 LOC239997 165395 56470 3185 165395 56470 3185 165395 56470 3185
Chr1 Normal NT_039173.1 GGGTCGCTGTCACCT 6205579 Dermo1 6202393 6250324 3186 6202393 6250324 3186 6202543 6203025 3036
Chr19 Complement NT_039684.1 GGGTCATTTTGGCCA 2541123 Ptprcap 2544998 2542276 3875 2544310 2542276 3187 2544288 2542476 3165
ChrX Normal NT_039702.1 AGGCCAGACTGACCT 30133 LOC279553 26945 36430 3188 26945 36430 3188 28324 36430 1809
Chr5 Complement NT_039302.1 AGGCCACAGTGACCT 502910 2310045I24Rik 506150 501448 3240 506100 501863 3190 505389 502397 2479
Chr7 Normal NT_039428.1 AGGTCATGATGCCCA 5977062 2700083B01Rik 5973872 5977507 3190 5973872 5977507 3190 5973872 5977507 3190
Chr1 Normal NT_039170.1 AGGTCAACTTGATCC 9676198 LOC329113 9673007 9674722 3191 9673007 9674722 3191 9673245 9673691 2953
Chr12 Normal NT_039548.1 CAGTCAGCCTGACCT 3599034 LOC211591 3595842 3597480 3192 3595842 3597480 3192 3595863 3597432 3171
Chr5 Normal NT_039312.1 AGGTCAGTCTGACTT 4433711 Nos1 4430519 4519013 3192 4430519 4519013 3192 4430617 4519013 3094
Chr3 Normal NT_039234.1 GGGTCTCAGTGACCC 23935585 LOC229506 23932392 23936812 3193 23932392 23936812 3193 23932407 23934590 3178
Chr5 Normal NT_039332.1 AGGCCAGGCTGACCT 76255 1700012P16Rik 73052 106999 3203 73061 106999 3194 80208 106568 -3953
Chr17 Complement NT_039657.1 TGGTCATGGTGTCCC 453655 Asah3-pending 456851 429822 3196 456851 429822 3196 456851 429822 3196
Chr14 Complement NT_039606.1 AGGCCAGTCTGACCT 1998509 1810034K20Rik 2001821 1999226 3312 2001706 2000315 3197 2001706 2000315 3197
Chr6 Normal NT_039341.1 AGTTCATGATGACCC 10374925 LOC232724 10371727 10372308 3198 10371727 10372308 3198 10371727 10372308 3198
Chr1 Complement NT_039184.1 AGGTCTCCCTGACCC 8460484 LOC329274 8463683 8451587 3199 8463683 8451587 3199 8455715 8454518 -4769
Chr4 Normal NT_039260.1 GGATCAAGTTGACCT 951639 LOC269527 948439 954820 3200 948439 950278 3200 948944 950264 2695
Chr5 Normal NT_039305.1 AGGTCCTCGTGACCT 26809003 LOC243024 26805802 26882908 3201 26805802 26882908 3201 26805802 26882908 3201
ChrX Complement NT_039702.1 AGGTCAGTCTGGCCT 89290 LOC279554 92491 43804 3201 92491 43804 3201 92474 43804 3184
Chr17 Complement NT_039649.1 AGGCCAGCCTGACCT 10121161 2610023M21Rik 10124401 10085269 3240 10124363 10085269 3202 10124339 10085472 3178
Chr19 Complement NT_039687.1 AGGTCACTGTGACCA 2544183 MOR239-1 2547385 2543392 3202 2547385 2543392 3202 2544327 2543392 144
Chr9 Complement NT_039472.1 GTGTCAAGCTGACCT 24400075 4833413G11Rik 24403445 24394002 3370 24403278 24394002 3203 24403155 24395174 3080
Chr5 Normal NT_039307.1 GGGTCAAAATTACCT 11914997 Csnk 11911753 11918735 3244 11911794 11918674 3203 11913723 11916328 1274
Chr5 Complement NT_039306.1 AGGTAATCATGACCT 806686 LOC236962 809890 807631 3204 809890 807678 3204 808440 808156 1754
Chr16 Complement NT_039624.1 TGTTCATAATGACCT 56232099 MOR184-7 56235305 56234376 3206 56235305 56234376 3206 56235305 56234376 3206
Chr2 Normal NT_039209.1 GGGTGGCCATGACCT 29779856 LOC269354 29776649 29866202 3207 29776649 29812861 3207 29776703 29812700 3153
Chr11 Normal NT_039520.1 TGGTCTGGATGACCT 42600135 LOC327983 42596928 42647326 3207 42596928 42647326 3207 42619074 42646873 -18939
Chr11 Normal NT_039521.1 TGGTCACTGAGACCC 10163448 6430529J03Rik 10160240 10187433 3208 10160240 10187433 3208 10172015 10186954 -8567
Chr4 Complement NT_039265.1 TGCTCACAGTGACCC 5404796 Gjb5 5408047 5404692 3251 5408004 5405080 3208 5406232 5405417 1436
Chr13 Complement NT_039587.1 TGGTCATTCTGCCCT 2382646 LOC218304 2385855 2377851 3209 2385855 2377851 3209 2385855 2377851 3209
Chr16 Normal NT_039624.1 AGGTCCCCCTGACCC 13683593 LOC239731 13680384 13685204 3209 13680384 13685204 3209 13680384 13685204 3209
Chr14 Complement NT_039606.1 AGGTCCTACTGACCT 2122140 Adcy4 2125405 2110391 3265 2125352 2110426 3212 2125011 2110474 2871
Chr6 Complement NT_039343.1 AGATCAGAATGACCG 14233323 LOC243394 14236536 14164666 3213 14236536 14164666 3213 14236536 14164666 3213
Chr6 Normal NT_039355.1 AGGTCATGCAGACCC 7992123 LOC333150 7988909 8070476 3214 7988909 8070476 3214 7988909 8070476 3214
ChrX Complement NT_039739.1 TGGTCAACTTGATCC 258377 LOC333818 261591 255201 3214 261591 255201 3214 259740 255895 1363
Chr2 Normal NT_039208.1 AGGTCAGTGTGAGCC 23376489 Pex16 23373082 23381373 3407 23373273 23378991 3216 23373339 23378869 3150
Chr19 Normal NT_039692.1 AGGTCAGCCTGATCT 4646064 Scd3 4642821 4746639 3243 4642848 4687788 3216 4643070 4687138 2994
ChrX Normal NT_039706.1 AGGTAAACTTGACCT 11376801 Nsdhl 11365767 11405774 11034 11373582 11404860 3219 11373582 11404860 3219
Chr1 Complement NT_039172.1 GTGTCACATTGACCT 4233796 1810018L02Rik 4237016 4225181 3220 4237016 4225181 3220 4236977 4225964 3181
Chr7 Normal NT_039436.1 AGGTCGTTGTGATCT 2560772 Ap2a2 2557516 2628960 3256 2557552 2627602 3220 2557703 2627327 3069
Chr15 Normal NT_039621.1 TGGTCAAGGTGTCCT 45960623 LOC193653 45957402 45981494 3221 45957402 45981494 3221 45957402 45981494 3221
Chr19 Complement NT_039692.1 GGGTAAAGATGACCT 7609103 2810048G17Rik 7612532 7579324 3429 7612327 7606357 3224 7610024 7606878 921
Chr5 Complement NT_039302.1 GGGTAGGCCTGACCT 3782722 LOC231151 3785946 3777859 3224 3785946 3777859 3224 3785946 3777859 3224
Chr3 Complement NT_039242.1 GGGTCACCACGACAT 17521464 LOC215282 17524689 17471145 3225 17524689 17471145 3225 17524689 17471145 3225
Chr5 Complement NT_039308.1 TGGTCAGGGTGACAC 4224173 Hnrpdl 4228294 4222051 4121 4227399 4223198 3226 4227275 4224595 3102
Chr6 Normal NT_039343.1 AAGTCAGAGTGACCT 622726 LOC243375 619497 621152 3229 619497 621152 3229 619497 621152 3229
Chr9 Complement NT_039472.1 AAGTCATCTTGACCA 21899314 LOC235169 21902618 21895838 3304 21902545 21895838 3231 21902511 21896489 3197
Chr8 Normal NT_039456.1 AGGTCAGTCAGACCT 5649172 Eif4ebp1 5645911 5662254 3261 5645940 5661086 3232 5645990 5660697 3182
Chr1 Normal NT_039169.1 AGGTGGTGATGACCT 2244451 LOC226885 2241216 2271630 3235 2241216 2271630 3235 2241216 2271630 3235
Chr10 Complement NT_039496.1 AGGTCACTTTGATCC 6903861 Slc39a3 6910512 6901725 6651 6907096 6901725 3235 6907005 6904141 3144
Chr10 Complement NT_039496.1 GGGTCACCATGCCCT 5622549 2610010O19Rik 5625880 5617404 3331 5625788 5617404 3239 5625691 5617951 3142
Chr6 Normal NT_039353.1 GGGTCACCATGATCC 289666 Add2 232065 323299 57601 286426 322571 3240 289509 322527 157
Chr1 Complement NT_039174.1 TGATCACTATGACCC 23647095 LOC329235 23650336 23647608 3241 23650336 23647608 3241 23650336 23647608 3241
Chr5 Normal NT_039308.1 TGGTCACTGTGATCT 5521793 LOC243153 5518550 5520521 3243 5518550 5520521 3243 5518550 5520521 3243
Chr11 Normal NT_039520.1 TGGTCACTGTGACCA 8538677 LOC327916 8535433 8537298 3244 8535433 8537298 3244 8536128 8536550 2549
Chr1 Complement NT_039170.1 GGGTCAAGCTGACAT 15073645 1700001A24Rik 15076893 15074485 3248 15076893 15074485 3248 15075491 15075168 1846
Chr17 Complement NT_039666.1 TGGTCATTTAGACCC 364735 LOC193784 367986 367033 3251 367986 367033 3251 367986 367033 3251
Chr13 Normal NT_039586.1 AGGTCAAATCGACTT 4435574 LOC238661 4432323 4432643 3251 4432323 4432643 3251 4432323 4432643 3251
Chr10 Normal NT_039494.1 TGGTCAGAGTTACCT 7168417 LOC215085 7165165 7588587 3252 7165165 7588587 3252 7165655 7585339 2762
Chr11 Complement NT_039521.1 GAGTCAAGCTGACCA 10506757 AU016405 10510011 10486388 3254 10510011 10486390 3254 10506802 10488890 45
ChrX Complement NT_039711.1 AGGTCAAGGTCACCC 5630166 P2ry4 5633420 5628705 3254 5633420 5628705 3254 5632841 5631756 2675
ChrX Complement NT_039735.1 AGGTCACAATCACCA 55228 Tsx 58482 48368 3254 58482 48368 3254 58411 48659 3183
Chr4 Normal NT_039285.1 AGGTCAATAGGACCT 95628 Map17-pending 92373 97541 3255 92373 97541 3255 92796 97196 2832
Chr7 Normal NT_039420.1 GGGTCAGTGTGCCCG 1678946 LOC330521 1675690 1680209 3256 1675690 1680209 3256 1675926 1680106 3020
Chr11 Complement NT_039521.1 GGGTCTTGGTGACCT 26940027 Nt5c 26943322 26941894 3295 26943283 26941894 3256 26943255 26942068 3228
Chr16 Complement NT_039624.1 AGGCCAGGCTGACCC 40576211 LOC207787 40579468 40540965 3257 40579468 40540965 3257 40579468 40540965 3257
Chr8 Complement NT_039464.1 AGGTCTTGTTGACCT 298442 Plvap 301702 288331 3260 301702 288331 3260 301687 288963 3245
Chr11 Complement NT_039520.1 TGCTCAGGTTGACCT 27540964 Gucy2e 27544602 27530615 3638 27544225 27530615 3261 27544225 27530615 3261
Chr11 Complement NT_039521.1 AGGTCTCTGTGACCT 27646978 Acox1 27650514 27623358 3536 27650240 27623360 3262 27650173 27625017 3195
Chr17 Normal NT_039650.1 AGGTCATTATGACTG 944247 LOC332232 940985 970951 3262 940985 970951 3262 940985 970951 3262
Chr5 Normal NT_039314.1 AGGCCAGGCTGACCT 4555025 1700012P16Rik 4551761 4586599 3264 4551761 4586599 3264 4558855 4585438 -3830
Chr1 Complement NT_039170.1 GGGTTACAGTGACCT 14247926 1700024G10Rik 14258044 14220557 10118 14251190 14220557 3264 14243821 14220846 -4105



ChrX Normal NT_039711.1 AGGTCACTATGACAA 7777498 LOC278104 7774233 7781103 3265 7774233 7781103 3265 7774233 7781103 3265
Chr17 Complement NT_039656.1 GGCTCATGCTGACCT 2125198 Sh3gl1 2128547 2108637 3349 2128464 2108637 3266 2128347 2109427 3149
Chr8 Normal NT_039455.1 AAGTCAGGACGACCT 11427014 Cln8 11423563 11435371 3451 11423746 11432948 3268 11429697 11431863 -2683
ChrX Normal NT_039702.1 TGGTCAACTTGATCC 3009057 LOC236767 3005789 3034329 3268 3005789 3034329 3268 3005789 3034329 3268
Chr2 Complement NT_039205.1 GGGTCAGCTTGGCCT 4900344 Vav2 4903612 4740182 3268 4903612 4740422 3268 4903266 4740951 2922
Chr14 Normal NT_039606.1 GGGTCATTTTGAGCT 25669436 Elf1 25666167 25732757 3269 25666167 25732757 3269 25686928 25731051 -17492
Chr18 Complement NT_039674.1 CGGTGACAGTGACCC 59276698 D930036B08Rik 59280006 59223487 3308 59279968 59223487 3270 59279956 59279585 3258
Chr9 Normal NT_039482.1 AGGCCAGCCTGACCT 6248735 Entpd3 6245465 6315569 3270 6245465 6315569 3270 6245465 6315569 3270
Chr11 Complement NT_039527.1 GTGTCACTGTGACCC 72919 LOC333642 76191 47144 3272 76191 47144 3272 76191 47144 3272
Chr11 Complement NT_039520.1 GGGTCATGCTGACAG 16732431 Olfr30 16735703 16734756 3272 16735703 16734756 3272 16735703 16734756 3272
Chr11 Normal NT_039521.1 AGGTCAGTGTGACCC 13858481 Grn 13852565 13859039 5916 13855206 13858706 3275 13855206 13858706 3275
Chr16 Normal NT_039624.1 ATGTCAGGTTGACCT 23352843 Il1rap 23349507 23483593 3336 23349567 23482609 3276 23391887 23481112 -39044
Chr16 Normal NT_039624.1 ATGTCAGGTTGACCT 23352843 Il1rap 23349507 23483593 3336 23349566 23467997 3277 23391887 23481112 -39044
Chr9 Normal NT_039475.1 GGGACAGACTGACCT 3393281 LOC272632 3390002 3400962 3279 3390002 3400962 3279 3390002 3400962 3279
Chr8 Complement NT_039462.1 GGGTCCCCCTGACCT 1237 LOC234328 4520 3021 3283 4520 3021 3283 4197 3358 2960
Chr5 Normal NT_039314.1 AGCTCAAAGTGACCA 6061536 Por 6058197 6104364 3339 6058253 6104364 3283 6084924 6103996 -23388
Chr10 Normal NT_039490.1 AGGTGACCCTGACCA 2504193 Vip 2500909 2509305 3284 2500909 2509305 3284 2502319 2506646 1874
Chr11 Normal NT_039521.1 AGGTCATGATGCCCT 33259479 LOC194965 33256193 33282559 3286 33256193 33282559 3286 33256193 33282559 3286
Chr3 Normal NT_039234.1 AGGTCATGGTGACTT 9790825 LOC213229 9787538 9912470 3287 9787538 9912470 3287 9787538 9912470 3287
Chr17 Normal NT_039657.1 GGGTTGCTCTGACCC 1832355 LOC215423 1829068 1909719 3287 1829068 1909719 3287 1829109 1909719 3246
Chr7 Complement NT_039407.1 GGTTCACCCTGACCC 1365271 LOC232978 1368558 1359022 3287 1368558 1359022 3287 1368440 1359633 3169
Chr15 Complement NT_039621.1 AGCTCACAGTGACCG 43677504 2610019I03Rik 43680792 43670128 3288 43680792 43670128 3288 43680724 43670414 3220
Chr15 Complement NT_039621.1 GAGTCACTCTGACCG 60213316 A830014L09Rik 60216605 60202416 3289 60216605 60208349 3289 60216493 60209741 3177
Chr19 Normal NT_039685.1 AGATCAAGCTGACCT 472154 MGC6696 468820 473150 3334 468863 472959 3291 469002 472875 3152
Chr5 Normal NT_039324.1 AAGTCAGCTTGACCA 3403396 2310047D07Rik 3393840 3400916 9556 3400104 3400916 3292 3400359 3400737 3037
Chr11 Normal NT_039520.1 AGGTTGTTCTGACCT 34116140 Crk 34112699 34139617 3441 34112848 34138916 3292 34112949 34137028 3191
ChrX Complement NT_039719.1 AGGTCACAGCGGCCC 2326204 DXHXS1008E 2331565 2325998 5361 2329496 2325998 3292 2329313 2326557 3109
Chr10 Complement NT_039502.1 AGCTCAGAATGACCT 5779807 Hsd17b9 5783100 5775953 3293 5783100 5775953 3293 5783086 5778774 3279
Chr14 Complement NT_039606.1 GGGTCACCCTCACCT 11727873 LOC211318 11731166 11719782 3293 11731166 11719782 3293 11730783 11727560 2910
Chr8 Normal NT_039467.1 AGGTCAGGGTTACCC 33453751 D130029J02 33450457 33453593 3294 33450457 33453593 3294 33450916 33453544 2835
Chr6 Complement NT_039343.1 GGGTCAGGCTGCCCA 19831567 LOC243427 19834861 19832013 3294 19834861 19832013 3294 19834861 19832013 3294
Chr4 Normal NT_039266.1 GGGGCAAGGTGACCA 7959003 0610009K11Rik 7955706 7963280 3297 7955706 7960918 3297 7955775 7960695 3228
Chr15 Complement NT_039621.1 AGGCCATCTTGACCT 39935273 2810036M19Rik 39938653 39932353 3380 39938570 39932353 3297 39938528 39933856 3255
Chr10 Normal NT_039502.1 AGGTCATTTTCACCT 5096301 LOC327843 5093003 5094003 3298 5093003 5094003 3298 5093003 5094003 3298
Chr11 Complement NT_039520.1 GGATCGCACTGACCC 35943536 LOC216964 35946835 35941632 3299 35946835 35941632 3299 35946756 35941790 3220
Chr12 Normal NT_039551.1 GGGTCAAGCTGAGCC 16061076 2610019M19Rik 16057775 16060442 3301 16057775 16060442 3301 16058600 16058935 2476
Chr5 Normal NT_039308.1 GGGCCAACATGACCT 965058 Anxa3 961757 1014892 3301 961757 1014892 3301 965781 1014484 -723
Chr9 Complement NT_039473.1 AGGTCACCTTGACAA 5414014 LOC214597 5417317 5399891 3303 5417317 5399891 3303 5416922 5401423 2908
Chr15 Complement NT_039620.1 ATGTCAGATTGACCT 2617254 LOC239371 2620557 2529848 3303 2620557 2529848 3303 2620557 2529848 3303
Chr2 Complement NT_039212.1 TGGTAACTATGACCC 3478609 Stmn3 3482302 3474091 3693 3481912 3474091 3303 3481844 3474396 3235
Chr18 Normal NT_039674.1 AGGTCAGACTGGCCT 33185369 LOC213180 33182064 33187673 3305 33182064 33187673 3305 33182064 33187673 3305
Chr2 Normal NT_039205.1 TCGTCATTGTGACCC 8289887 2610205E22Rik 8286431 8358461 3456 8286579 8301309 3308 8298010 8300914 -8123
Chr10 Normal NT_039494.1 AGGTCACCTTGACAC 6150176 4930572O07Rik 6146868 6199524 3308 6146868 6191003 3308 6146897 6190736 3279
Chr4 Normal NT_039264.1 AGGTCAGGCTGGCCT 17026366 4933426E21Rik 17023057 17132462 3309 17023057 17132462 3309 17023143 17096519 3223
Chr6 Normal NT_039343.1 AGGTCAGGGTCACCT 9253027 V1rc27 9249718 9250644 3309 9249718 9250644 3309 9249718 9250644 3309
Chr5 Complement NT_039302.1 AGGTGACCCTGACCC 1608358 LOC231126 1611672 1610788 3314 1611672 1610788 3314 1611614 1611153 3256
Chr5 Normal NT_039298.1 TGATCACCATGACCT 1846944 LOC208055 1843626 1844576 3318 1843626 1844576 3318 1843626 1844576 3318
Chr9 Normal NT_039475.1 CGGTAAATTTGACCT 6068286 B130005I07Rik 6064967 6118288 3319 6064967 6118288 3319 6083274 6111701 -14988
Chr11 Normal NT_039520.1 AGGCCAGCCTGACCT 36626182 Rab34 36621952 36625718 4230 36622862 36625366 3320 36622862 36625366 3320
Chr11 Normal NT_039529.1 AGGCCAGCCTGACCT 11273 Rab34 7043 10809 4230 7953 10457 3320 7953 10457 3320
Chr11 Normal NT_039520.1 GGGTCAGCCTGACCA 19316219 Tnfrsf13b 19312899 19319967 3320 19312899 19319706 3320 19312899 19319706 3320
Chr4 Complement NT_039268.1 AGCTCAAAGTGACCC 1625545 Pex14 1628868 1489593 3323 1628868 1489593 3323 1628863 1490397 3318
Chr4 Normal NT_039288.1 AGGTTGTGGTGACCT 29637 Tlr4 26114 41299 3523 26314 41299 3323 26335 39982 3302
ChrX Normal NT_039714.1 GGATCAAGTTGACCT 2369405 LOC331520 2366079 2499672 3326 2366079 2499672 3326 2366079 2499672 3326
Chr4 Normal NT_039264.1 AGGTCAATAGGACCT 15237727 Map17-pending 15234400 15239570 3327 15234400 15239570 3327 15234823 15239225 2904
Chr1 Normal NT_039170.1 GGGTCACCATGTCCA 17565270 Map4k4 17561942 17687018 3328 17561942 17686819 3328 17561942 17686614 3328
Chr19 Normal NT_039684.1 GGGTCAGCATGGCCT 2202688 2010003K11Rik 2199359 2201152 3329 2199359 2201152 3329 2199423 2200426 3265
Chr11 Normal NT_039521.1 AGGTCGTAATGACTT 20794414 Gna13 20791070 20826442 3344 20791085 20825885 3329 20791213 20824725 3201
Chr1 Complement NT_039170.1 AGGTCACCCAGACCT 34464310 4933413G11Rik 34467640 34466258 3330 34467640 34466258 3330 34467581 34466403 3271
Chr11 Normal NT_039515.1 CGGTCACCCTCACCT 2751974 LOC209350 2748643 2749507 3331 2748643 2749507 3331 2748680 2749108 3294
Chr4 Normal NT_039266.1 TGGACAGCCTGACCC 10640065 Mfap2 10636711 10642027 3354 10636734 10642027 3331 10638918 10641633 1147
Chr7 Complement NT_039420.1 TGGGCAGCCTGACCT 2575617 1700008E09Rik 2578951 2578252 3334 2578951 2578252 3334 2578720 2578337 3103
Chr6 Normal NT_039342.1 AGGTGGTGTTGACCC 167531 LOC232785 164196 177063 3335 164196 174321 3335 167115 172748 416
Chr19 Normal NT_039692.1 AGATCAAGCTGACCT 13629006 1700054A03Rik 13625670 13633810 3336 13625670 13633810 3336 13628730 13633640 276
Chr7 Normal NT_039424.1 AGATCAGACTGACCT 5139485 LOC233281 5136147 5317120 3338 5136147 5317120 3338 5136870 5316456 2615
Chr2 Complement NT_039209.1 AGGTCAGGGTAACCC 27549421 Nphp1 27552796 27504638 3375 27552759 27504638 3338 27552759 27504821 3338
Chr5 Complement NT_039306.1 TGGTCAGACTGACTC 75961 2410018I08Rik 79300 12586 3339 79300 12586 3339 79155 14582 3194
Chr9 Complement NT_039474.1 CAGTCATGGTGACCT 25230262 LOC235506 25233602 25231671 3340 25233602 25231671 3340 25233602 25231671 3340
Chr4 Normal NT_039265.1 AGGTGGTAGTGACCC 2620133 LOC230733 2616790 2622193 3343 2616790 2622193 3343 2621738 2622106 -1605
Chr10 Complement NT_039492.1 GGGTCAAGTTGACAG 21822353 LOC270720 21825699 21824971 3346 21825699 21824971 3346 21825699 21824971 3346
Chr6 Complement NT_039355.1 TGTTCAGGCTGACCT 10995688 LOC330405 10999035 10996230 3347 10999035 10996230 3347 10998837 10998547 3149
Chr11 Complement NT_039520.1 GGGTCAGGGTGACAC 32269875 LOC327962 32273224 32269289 3349 32273224 32269289 3349 32273072 32269289 3197
Chr2 Normal NT_039209.1 AGGTCGGAGTGACAT 3897785 LOC211558 3894434 3931960 3351 3894434 3897820 3351 3894654 3897582 3131
Chr8 Complement NT_039462.1 GAGTCAGTCTGACCA 1169 LOC234328 4520 3021 3351 4520 3021 3351 4197 3358 3028
Chr9 Complement NT_039474.1 AGGTCAGACTGGCCT 6035315 9130010J17Rik 6038667 6022296 3352 6038667 6022296 3352 6038295 6025198 2980
Chr3 Complement NT_039238.1 AGGTAATTATGACCC 3221658 MOR217-1 3225010 3224048 3352 3225010 3224048 3352 3225010 3224048 3352
Chr18 Normal NT_039674.1 AGATCAGGCTGACCT 32832111 Matr3 32819932 32857944 12179 32828756 32857324 3355 32838534 32856948 -6423
Chr14 Normal NT_039598.1 TGATCATTCTGACCC 5129758 D830044D21Rik 5126401 5149699 3357 5126401 5149699 3357 5148993 5149319 -19235
Chr19 Complement NT_039692.1 TGGTCAATCTGACCT 21827704 LOC329081 21831062 21830579 3358 21831062 21830579 3358 21831053 21830579 3349
Chr8 Normal NT_039455.1 AGGTCATTCTGACAA 16307613 Defb5 16304254 16356313 3359 16304254 16356313 3359 16304254 16356313 3359
Chr14 Complement NT_039596.1 AGGTCAGGTTGTCCT 522219 Kcnk5 563029 520526 40810 525578 520529 3359 525578 522049 3359
Chr3 Complement NT_039239.1 CGGTCTCTCTGACCT 5097053 LOC329728 5100412 5098300 3359 5100412 5098300 3359 5100369 5099179 3316
Chr2 Normal NT_039205.1 AGGTCAGCCTGATCT 10056522 Dpm2 10053133 10066046 3389 10053161 10055292 3361 10053185 10055292 3337
Chr5 Complement NT_039306.1 GGGTCAAACTGAACA 692326 Lnx1 695719 610064 3393 695687 614774 3361 695494 614801 3168
Chr5 Normal NT_039312.1 AGGTCAGGCCGGCCT 10053928 LOC208104 10050567 10103447 3361 10050567 10103447 3361 10050699 10102775 3229
Chr11 Complement NT_039520.1 AGGTCAGCCTGGCCT 33875733 MGC32441 33886286 33874478 10553 33879094 33874478 3361 33878306 33875294 2573
Chr11 Normal NT_039515.1 GGGACAGTGTGACCG 2836507 Ykt6-pending 2832952 2845037 3555 2833145 2843334 3362 2833160 2843303 3347
Chr1 Normal NT_039185.1 AGGTCAGTGTGACTC 10431667 LOC226602 10428304 10432134 3363 10428304 10432134 3363 10428304 10432134 3363
Chr1 Complement NT_039188.1 GGGTCAGGGCGTCCC 2194909 Psen2 2208816 2180402 13907 2198272 2180402 3363 2198125 2180969 3216
Chr7 Normal NT_039420.1 AGGTCAGGCTGCCCC 2002715 2900052E22Rik 1999350 2017861 3365 1999350 2017861 3365 1999885 2016767 2830
Chr6 Normal NT_039356.1 GGGTCAGTATGACTC 229964 Grcc9 226332 228272 3632 226598 228271 3366 226963 228056 3001
Chr8 Normal NT_039455.1 AGGTCATTCTGACAA 16307613 Defb4 16304227 16307066 3386 16304246 16306934 3367 16304254 16306831 3359
Chr17 Normal NT_039649.1 TGGTGACTGTGACCT 5320629 Mapk13 5317223 5326591 3406 5317260 5326591 3369 5317297 5326397 3332
Chr18 Complement NT_039674.1 AGATCAAGCTGACCT 21354217 D030070L09Rik 21357669 21333169 3452 21357588 21333169 3371 21357570 21334981 3353
Chr2 Complement NT_039210.1 TCGTCAAGATGACCC 9843125 LOC332687 9846496 9828038 3371 9846496 9828038 3371 9846496 9828038 3371



Chr6 Normal NT_039355.1 TGGTCACCGTCACCT 14057843 Foxj2 14046583 14071931 11260 14054471 14069665 3372 14054488 14069420 3355
Chr6 Normal NT_039343.1 AGGTCAAAGTGTCCA 20246420 LOC243437 20243048 20307853 3372 20243048 20307853 3372 20243048 20307853 3372
Chr5 Normal NT_039300.1 GGGCCACAATGACCA 2023790 LOC272152 2020418 2052168 3372 2020418 2052168 3372 2020418 2052168 3372
Chr14 Normal NT_039598.1 GGGTCAAGCTGAGCC 5372512 Msmb 5369140 5379389 3372 5369140 5379389 3372 5369140 5379258 3372
Chr11 Normal NT_039520.1 GGGTCAGGGTGGCCC 31580818 Trpv3 31577445 31607025 3373 31577445 31607025 3373 31579487 31607025 1331
Chr15 Complement NT_039621.1 AGGTTGTGATGACCC 60314371 Wnt10b 60317744 60310152 3373 60317744 60311201 3373 60316403 60311915 2032
Chr8 Normal NT_039462.1 GCGTCACAGTGACCC 2700576 Nat1 2697202 2698548 3374 2697202 2698548 3374 2697418 2698290 3158
Chr7 Complement NT_039395.1 CGGTCTCGGTGACCC 458367 1200013B07Rik 461744 437127 3377 461744 437219 3377 458410 437295 43
Chr4 Complement NT_039268.1 AGGTCAATATGAACT 1669143 LOC277734 1672520 1671487 3377 1672520 1671487 3377 1671921 1671553 2778
Chr19 Normal NT_039684.1 GGGTCAGTTTGAACT 2789815 MGC37950 2786398 2790304 3417 2786437 2790304 3378 2787954 2790229 1861
Chr5 Complement NT_039312.1 TGGTGACCCTGACCC 3947565 Rfc5 3950945 3941047 3380 3950945 3941047 3380 3950878 3941710 3313
Chr15 Complement NT_039621.1 CTGTCAGCCTGACCT 58207161 5033402L14Rik 58210543 58198208 3382 58210543 58198208 3382 58209545 58200941 2384
Chr5 Normal NT_039305.1 AGGGCAATGTGACCT 15155999 Slc34a2 15141342 15174921 14657 15152617 15174921 3382 15161416 15172890 -5417
Chr11 Complement NT_039515.1 AGGTCATCCTGTCCT 13716072 LOC327868 13719455 13717988 3383 13719455 13717988 3383 13719385 13718882 3313
Chr8 Complement NT_039467.1 AGGTCACTGTCACCT 50680772 Cbfa2t3h 50684291 50614589 3519 50684159 50615117 3387 50684075 50615833 3303
Chr6 Complement NT_039340.1 AGGTCAAGGTGAACG 3033632 LOC333078 3037020 3020972 3388 3037020 3020972 3388 3037020 3020972 3388
ChrX Complement NT_039702.1 GGATCAAGTTGACCA 2309432 LOC333514 2312823 2176594 3391 2312823 2176594 3391 2312823 2176594 3391
Chr7 Normal NT_039433.1 TGGTCAGGCTGGCCT 21608550 LOC233900 21605158 21620336 3392 21605158 21620336 3392 21605378 21619024 3172
Chr19 Complement NT_039687.1 AGGTCAGTCTGACCC 9655529 LOC329036 9658922 9654389 3393 9658922 9654389 3393 9656592 9656320 1063
Chr4 Normal NT_039262.1 AGGTTGTGGTGACCT 4959028 Tlr4 4955435 4970620 3593 4955635 4970620 3393 4955656 4969303 3372
Chr3 Normal NT_039230.1 CGGTCACACTGATCT 8357026 LOC329649 8353631 8442836 3395 8353631 8442836 3395 8390173 8441736 -33147
Chr18 Normal NT_039674.1 AGGTCTGTCTGACCT 57900840 Dctn4 57897443 57923566 3397 57897443 57923566 3397 57897506 57923566 3334
Chr9 Normal NT_039477.1 GGATCAAGTTGACCA 1389402 LOC277982 1386005 1392577 3397 1386005 1392577 3397 1388053 1390878 1349
Chr14 Complement NT_039599.1 AGGTCAATCTGAGCC 1666926 LOC331998 1670329 1636097 3403 1670329 1636097 3403 1647195 1636097 -19731
Chr4 Complement NT_039264.1 AGGTCAAGTTGACAT 6680416 2700068H02Rik 6683823 6680595 3407 6683823 6680595 3407 6683362 6681655 2946
Chr9 Complement NT_039474.1 AGGTCAGCCTGAACA 16760332 Ccnb2 16763739 16749898 3407 16763739 16749898 3407 16763649 16750128 3317
Chr17 Normal NT_039649.1 ATGTCAGCGTGACCT 10582311 H2-DMa 10578861 10582333 3450 10578904 10581768 3407 10578904 10581768 3407
Chr17 Normal NT_039662.1 ATGTCAGCGTGACCT 388012 H2-DMa 384562 388034 3450 384605 387469 3407 384605 387469 3407
Chr9 Normal NT_039471.1 TTGTCACTTTGACCC 3331624 LOC330877 3328217 3381442 3407 3328217 3381442 3407 3328217 3381442 3407
Chr7 Normal NT_039420.1 CGGTCACCATGACTT 3724474 Ldh3 3721066 3738258 3408 3721066 3738107 3408 3721581 3737993 2893
Chr7 Normal NT_039424.1 AGGTCAGACTCACCA 768292 LOC233249 764884 766138 3408 764884 766113 3408 764930 765931 3362
Chr13 Normal NT_039589.1 GGGTCAGTCTGAACC 19999244 LOC238766 19995835 19996221 3409 19995835 19996221 3409 19995835 19996221 3409
Chr14 Normal NT_039595.1 TGGTCTGCATGACCT 5172362 LOC268714 5168953 5169445 3409 5168953 5169445 3409 5168982 5169317 3380
Chr15 Normal NT_039621.1 GGGTCAAGATGTCCA 1068978 LOC332084 1065569 1123798 3409 1065569 1123798 3409 1065569 1123798 3409
Chr7 Complement NT_039433.1 AGGTCACAGTGAGCA 3251024 ICRFP703B1614Q5 3254790 3243313 3766 3254434 3243313 3410 3254414 3244485 3390
Chr19 Normal NT_039692.1 AAGTCATTTTGACCT 13593721 LOC213645 13590311 13612826 3410 13590311 13612826 3410 13595625 13612826 -1904
Chr1 Normal NT_039173.1 AGGTTATGTTGACCT 282033 4933407L21Rik 278618 281889 3415 278618 281889 3415 279139 281660 2894
Chr6 Complement NT_039353.1 CAGTCAGCCTGACCC 21166475 AF229032 21169890 21149783 3415 21169890 21149783 3415 21165838 21150783 -637
Chr9 Complement NT_039472.1 GGATCAGCTTGACCT 8453363 BC010245 8457028 8425077 3665 8456778 8426365 3415 8454392 8432939 1029
Chr11 Complement NT_039521.1 TGGTCACTGTGCCCC 6085553 E030002B02Rik 6095922 6082228 10369 6088969 6082282 3416 6088773 6083016 3220
Chr8 Normal NT_039467.1 AGGTCAGCCTGGCCT 22698771 Gpr97 22695355 22696195 3416 22695355 22696195 3416 22695851 22696177 2920
Chr9 Normal NT_039483.1 TGGTCATCTTGAGCC 200696 LOC235693 197279 202918 3417 197279 202918 3417 200098 201162 598
Chr7 Complement NT_039424.1 GGGTCACCCTGATCA 5790483 LOC244012 5793902 5664962 3419 5793902 5664962 3419 5793902 5664962 3419
Chr8 Normal NT_039455.1 AGGTCAGAATGACCC 16268621 9230111C08Rik 16265199 16266890 3422 16265199 16266890 3422 16265257 16266723 3364
Chr6 Complement NT_039350.1 GGGACACCATGACCA 3481450 LOC269763 3484872 3484271 3422 3484872 3484271 3422 3484865 3484438 3415
Chr6 Normal NT_039353.1 TGGTCCAAGTGACCC 2971811 Mgll 2968389 3072617 3422 2968389 3072617 3422 2969673 3070096 2138
Chr11 Complement NT_039520.1 AGGTCAGCCTGACCA 36675805 Supt6h 36679496 36640549 3691 36679227 36640549 3422 36667178 36641108 -8627
Chr11 Complement NT_039529.1 AGGTCAGCCTGACCA 60881 Supt6h 64572 25620 3691 64303 25620 3422 52249 26179 -8632
Chr18 Complement NT_039674.1 GGGTCACCCTGAACG 58140380 LOC328964 58143803 58143286 3423 58143803 58143286 3423 58143658 58143290 3278
Chr3 Normal NT_039241.1 AGATCAGGCTGACCT 7365641 LOC329756 7362218 7379464 3423 7362218 7379464 3423 7362304 7378609 3337
Chr5 Normal NT_039301.1 GGGTCAAGCTGACAC 1899911 4632413E21Rik 1896485 1899366 3426 1896485 1899366 3426 1896616 1897044 3295
Chr7 Complement NT_039437.1 AGGTCACACTGCCCA 1351986 Trpm5 1360447 1336553 8461 1355413 1336553 3427 1355413 1337684 3427
Chr7 Complement NT_039429.1 GGGTCACACTGCCCC 10799061 LOC244133 10802489 10732511 3428 10802489 10732511 3428 10802489 10732511 3428
Chr15 Complement NT_039621.1 TGGTGACAGTGACCT 39978257 Rac2 39981783 39969851 3526 39981686 39969851 3429 39981650 39970913 3393
Chr5 Normal NT_039300.1 AGGACAACTTGACCA 3651030 AI853514 3647600 3754587 3430 3647600 3754587 3430 3648022 3753079 3008
Chr11 Complement NT_039520.1 TGGTCAACCTGACCA 45530258 B930067F20Rik 45533688 45514416 3430 45533688 45514416 3430 45531135 45516796 877
Chr9 Normal NT_039477.1 AGGTCAACTTGACAC 3500534 Cpne4 3497103 3826871 3431 3497103 3826871 3431 3636231 3826737 -135697
Chr11 Complement NT_039520.1 GGCTCAAGCTGACCT 10523734 Tcf7 10527165 10496755 3431 10527165 10497388 3431 10526368 10498034 2634
Chr9 Complement NT_039473.1 CGGTCAGTATTACCT 3798309 Hmbs 3803539 3795625 5230 3801741 3795625 3432 3801029 3795947 2720
Chr18 Normal NT_039676.1 AGGCCAGCCTGACCA 2092191 LOC240440 2088759 2089270 3432 2088759 2089270 3432 2088759 2089270 3432
Chr5 Normal NT_039311.1 GGGTGATTGTGACCT 1305682 Pitpnb 1302249 1359877 3433 1302249 1359877 3433 1302332 1357085 3350
Chr19 Normal NT_039689.1 GGATCAAGTTGACCA 5685556 LOC209766 5682121 5729384 3435 5682121 5729384 3435 5682121 5729384 3435
ChrX Normal NT_039702.1 TGGTCCAGCTGACCT 3754174 LOC331399 3750733 3764335 3441 3750733 3764335 3441 3750733 3764335 3441
Chr1 Complement NT_039189.1 AGGCCAAGACGACCC 1376056 C130074G19Rik 1379500 1369302 3444 1379500 1369302 3444 1379273 1369873 3217
Chr6 Normal NT_039355.1 AGGCCACCATGACCT 496268 LOC210605 492824 565314 3444 492824 565314 3444 492824 565314 3444
Chr17 Normal NT_039649.1 GGTTCAGGGTGACCC 8233710 Cryaa 8230265 8234051 3445 8230265 8234051 3445 8230330 8233524 3380
Chr17 Normal NT_039649.1 TGGTCTGGTTGACCT 2117473 2400010G15Rik 2113997 2197409 3476 2114027 2197306 3446 2114031 2197297 3442
Chr11 Complement NT_039521.1 GTGTCATAGTGACCC 7081990 LOC215533 7085436 7057576 3446 7085436 7057576 3446 7085262 7057576 3272
Chr1 Complement NT_039188.1 AGGTCAGAGGGACCT 3465569 LOC329308 3469015 3467731 3446 3469015 3467731 3446 3468897 3468508 3328
Chr4 Complement NT_039258.1 AGGTCAGATTGGCCT 8590812 LOC329795 8594258 8586562 3446 8594258 8586562 3446 8592271 8586818 1459
Chr17 Normal NT_039636.1 GGGTCTTGCTGACCT 1649895 LOC332209 1646449 1735984 3446 1646449 1735984 3446 1646449 1735984 3446
Chr14 Normal NT_039595.1 AGATCAAAGTGACCA 7235670 LOC218759 7232223 7270326 3447 7232223 7270326 3447 7232223 7270326 3447
Chr18 Complement NT_039674.1 AGGTCAAATAGACCT 32194985 MGC18745 32198505 32170421 3520 32198432 32170984 3447 32198156 32171490 3171
Chr9 Normal NT_039477.1 GGGTCAACCTGAGCT 6930134 4930506F14Rik 6926685 6927461 3449 6926685 6927461 3449 6927022 6927411 3112
Chr6 Complement NT_039369.1 GAGTCATACTGACCC 84472 Grcc9 88188 86248 3716 87922 86249 3450 87557 86464 3085
Chr5 Complement NT_039313.1 AGGGCACTATGACCC 4881579 Hpvc2 4885029 4884785 3450 4885029 4884785 3450 4885029 4884796 3450
Chr8 Complement NT_039462.1 GGGTCGGGTTGGCCC 334339 LOC234333 337789 334584 3450 337789 334584 3450 337789 334584 3450
Chr10 Complement NT_039500.1 TGCTCACCCTGACCT 13171547 1700007H16Rik 13174999 13173046 3452 13174999 13173046 3452 13174542 13173142 2995
Chr16 Complement NT_039634.1 GGGTCAATTTGAACG 151334 LOC333710 176459 15407 25125 154787 15407 3453 154751 17509 3417
Chr11 Complement NT_039521.1 AGGTCAGTTTGACAC 29547351 2810003K23Rik 29550805 29544430 3454 29550805 29544430 3454 29548589 29545106 1238
Chr14 Normal NT_039606.1 AGGTCACCACGACAT 15075962 LOC212515 15072508 15082920 3454 15072508 15082920 3454 15072508 15082920 3454
Chr16 Complement NT_039625.1 CGGTCACAGTGTCCT 27293154 4930563D23Rik 27296609 27293936 3455 27296609 27293936 3455 27296571 27295816 3417
Chr10 Normal NT_039496.1 AGGTCATGCTGGCCA 1411927 Ggt1 1403543 1421069 8384 1408472 1421061 3455 1409115 1420906 2812
Chr10 Complement NT_039496.1 GGGTCACCATGACAT 5839747 BC005494 5843204 5835994 3457 5843204 5835994 3457 5837987 5836293 -1760
Chr10 Complement NT_039496.1 AGGTCATCCTCACCC 3505585 LOC268311 3509042 3508352 3457 3509042 3508352 3457 3509017 3508871 3432
Chr5 Complement NT_039307.1 GGGTCAGGCTCACCC 857184 MGC38417 860643 821592 3459 860643 821592 3459 860172 824181 2988
Chr9 Normal NT_039482.1 AGGTGGGAATGACCC 6324004 3100001N19Rik 6320495 6323680 3509 6320544 6323680 3460 6320566 6323421 3438
Chr11 Normal NT_039515.1 TTGTCACCTTGACCT 29701186 Stk10 29697689 29789008 3497 29697726 29789008 3460 29697825 29786982 3361
Chr13 Normal NT_039578.1 GGGTCGCAATGACAT 477125 Gng4 454309 497984 22816 473664 495506 3461 476052 495466 1073
Chr4 Complement NT_039261.1 TGGTAATATTGACCC 8141068 LOC329852 8144529 8142112 3461 8144529 8142112 3461 8144114 8143839 3046
Chr9 Complement NT_039474.1 AGGTGGTTATGACCT 3717253 LOC244905 3720715 3714212 3462 3720715 3714212 3462 3720706 3714212 3453
Chr5 Normal NT_039312.1 GGGTAGATCTGACCT 7351850 LOC269698 7348387 7348971 3463 7348387 7348971 3463 7348387 7348971 3463
ChrX Complement NT_039726.1 GGGTCATCATCACCC 287144 Phex 290608 32921 3464 290608 32924 3464 290086 36406 2942
Chr5 Complement NT_039299.1 TGGTCAGCATGACCC 6939436 LOC330051 6942902 6942220 3466 6942902 6942220 3466 6942838 6942284 3402
Chr12 Normal NT_039563.1 TGGTCAGGATGATCT 1311582 LOC213611 1308114 1425810 3468 1308114 1425810 3468 1308114 1425810 3468



ChrX Complement NT_039711.1 TGGTCACCTCGACCC 8072715 LOC331480 8076185 8074009 3470 8076185 8074009 3470 8075407 8075015 2692
Chr4 Normal NT_039261.1 GGGTCACGATGAACT 20036 LOC230160 16565 21262 3471 16565 21262 3471 16565 21262 3471
Chr15 Complement NT_039621.1 GGGTCACAGTGCCCT 35136478 LOC268816 35139950 35136584 3472 35139950 35136584 3472 35137498 35136767 1020
Chr15 Complement NT_039621.1 AGTTCACACTGACCT 36219943 LOC223628 36223417 36217704 3474 36223417 36217704 3474 36223417 36217704 3474
Chr16 Complement NT_039624.1 AGGTCACCACGGCCC 20957587 LOC239770 20961061 20941637 3474 20961061 20941637 3474 20961061 20941637 3474
Chr13 Complement NT_039592.1 TGGTCAGCAAGACCT 158723 LOC331982 162197 107416 3474 162197 107416 3474 162197 107416 3474
Chr7 Complement NT_039436.1 GGGTCCCTCTGACCT 2430578 1300006L01Rik 2434327 2426187 3749 2434053 2426187 3475 2430610 2427540 32
Chr7 Complement NT_039429.1 GGGTTGATCTGACCT 15200061 Thrsp 15203536 15198897 3475 15203536 15202814 3475 15203463 15203011 3402
Chr9 Normal NT_039482.1 AGGTAGAAATGACCT 5639652 8430408H12Rik 5636176 5667867 3476 5636176 5667867 3476 5645612 5666092 -5960
Chr15 Complement NT_039621.1 AGTTCACTATGACCT 63477302 Krt2-1 63480778 63475412 3476 63480778 63475498 3476 63480711 63476085 3409
Chr9 Complement NT_039473.1 GAGTCAGTGTGACCT 4255728 0610039J01Rik 4259297 4253769 3569 4259206 4253769 3478 4258723 4254965 2995
Chr1 Complement NT_039189.1 CGTTCACCCTGACCC 7924563 Atf3 7933954 7920870 9391 7928041 7922053 3478 7928041 7922053 3478
Chr14 Complement NT_039602.1 AGGTCATCATGACTT 614805 1500012D09Rik 618285 600458 3480 618285 600458 3480 617985 602402 3180
Chr18 Normal NT_039674.1 TGGTCAACTTGATCC 22491581 LOC225289 22488101 22720744 3480 22488101 22720744 3480 22575171 22717267 -83590
Chr18 Complement NT_039674.1 TGGTCAACCTGATCC 47556304 LOC225495 47559784 47558986 3480 47559784 47558986 3480 47559784 47558986 3480
Chr10 Normal NT_039496.1 GGGTCATCGTGGCCA 5753267 Adn 5749752 5751528 3515 5749786 5751528 3481 5749800 5751460 3467
Chr11 Normal NT_039521.1 TGGTCACCCTGTCCT 5334319 Mbtd1 5330838 5365353 3481 5330838 5363730 3481 5339802 5362322 -5483
Chr10 Normal NT_039502.1 GGGTGATCTTGACCT 4828646 Cyp40 4825163 4829026 3483 4825163 4829026 3483 4825163 4829026 3483
Chr17 Normal NT_039657.1 AGGTCAACTTGATCC 4065899 LOC215524 4062415 4245363 3484 4062415 4245363 3484 4062415 4245363 3484
Chr3 Complement NT_039238.1 AGGTCAGGCTGGCCT 913482 3110001I17Rik 916967 912674 3485 916967 912677 3485 916850 912732 3368
Chr14 Normal NT_039609.1 AGGTCACTGTGAGCC 20580678 A830021K08Rik 20577192 20578871 3486 20577192 20578871 3486 20577432 20577728 3246
Chr7 Normal NT_039420.1 TGGTCACCATGACCA 2252043 Kcna7 2248556 2254054 3487 2248556 2254054 3487 2248818 2252482 3225
Chr12 Complement NT_039549.1 GGATCAAGTTGACCT 7041819 LOC217536 7045308 7039509 3489 7045308 7039509 3489 7045222 7040633 3403
Chr8 Complement NT_039467.1 GGGTAGCAGTGACCT 6290768 LOC234474 6294257 6293696 3489 6294257 6293696 3489 6294098 6293763 3330
Chr7 Normal NT_039436.1 GGGTCGTCTTGCCCC 1941195 LOC212974 1936558 1942825 4637 1937703 1942823 3492 1938505 1942040 2690
Chr6 Normal NT_039353.1 AGGTCAAGCTGTCCT 22587409 LOC330396 22583895 22921964 3514 22583917 22921964 3492 22608597 22778201 -21188
Chr19 Normal NT_039685.1 CTGTCACTCTGACCT 498908 G2an 495400 514037 3508 495415 513967 3493 495426 513038 3482
Chr13 Normal NT_039587.1 TGGTCAGCATGACCC 2490361 MOR209-1 2486868 2487794 3493 2486868 2487794 3493 2486868 2487794 3493
Chr15 Normal NT_039621.1 TGGGCAGTGTGACCC 43713967 38233 43710473 43730164 3494 43710473 43727659 3494 43715022 43726906 -1055
ChrX Complement NT_039708.1 AGGTCATCATGACAC 1118533 G6pdx 1122331 1102648 3798 1122028 1102648 3495 1121333 1103369 2800
Chr13 Complement NT_039590.1 GGGTAACGATGACCA 8711861 LOC218520 8715357 8708147 3496 8715357 8708147 3496 8715313 8708268 3452
Chr16 Complement NT_039624.1 GGGTCAGGATGCCCT 34663352 LOC268888 34666848 34650243 3496 34666848 34650243 3496 34666848 34650243 3496
Chr8 Complement NT_039456.1 TGGTCAGACTGACCT 428905 Atp7b 432403 366461 3498 432403 366461 3498 432382 366764 3477
Chr13 Complement NT_039589.1 GGGTCCTTTTGACCA 7517144 C030001A19Rik 7520642 7518499 3498 7520642 7518499 3498 7519890 7519189 2746
Chr6 Normal NT_039343.1 AAGTCACCCTGACCC 19647125 LOC243421 19643625 19665743 3500 19643625 19665743 3500 19643625 19665743 3500
Chr6 Complement NT_039353.1 TGGTCATGAAGACCC 5558653 Wnt7a 5562413 5508953 3760 5562153 5510819 3500 5562153 5510819 3500
Chr4 Normal NT_039267.1 GGATCAAGGTGACCT 1575549 LOC194269 1572048 1575475 3501 1572048 1575475 3501 1573170 1574435 2379
Chr4 Normal NT_039264.1 GGGTCCATCTGACCT 1546220 Ak4 1542268 1589551 3952 1542718 1589551 3502 1542800 1586646 3420
Chr5 Complement NT_039336.1 AGTTCAGGCTGACCT 335745 LOC333786 339247 332930 3502 339247 332930 3502 339247 332930 3502
Chr11 Complement NT_039515.1 CGGTCACCCTCACCT 2751974 Pold2 2755515 2749443 3541 2755476 2749447 3502 2754191 2749517 2217
Chr7 Complement NT_039433.1 AGGTCATCCTGAGCT 21028334 2900092E17Rik 21031860 21029536 3526 21031837 21029536 3503 21031406 21029755 3072
Chr11 Normal NT_039521.1 AGGACAGGCTGACCT 31920300 3110023B02Rik 31916797 31923013 3503 31916797 31923013 3503 31916804 31921142 3496
Chr19 Normal NT_039692.1 AGATCAAGTTGACCA 8344817 1700020F09Rik 8341054 8361914 3763 8341312 8361914 3505 8347279 8361798 -2462
Chr4 Complement NT_039260.1 GGGTCAGCAGGACCA 788814 1190005L05Rik 792320 790104 3506 792320 790104 3506 792314 790195 3500
Chr3 Normal NT_039227.1 AGGTCTTCATGACCT 1542175 LOC207744 1538669 1550019 3506 1538669 1550019 3506 1538669 1550019 3506
ChrX Normal NT_039700.1 TGGTCCATTTGACCT 298404 LOC331381 294898 295428 3506 294898 295428 3506 294898 295428 3506
Chr5 Complement NT_039302.1 AGGTCATTGTGAACC 1608165 LOC231126 1611672 1610788 3507 1611672 1610788 3507 1611614 1611153 3449
Chr14 Complement NT_039595.1 GTGTCAAGTTGACCA 6112183 LOC238938 6115690 6102154 3507 6115690 6102154 3507 6115690 6102154 3507
Chr4 Normal NT_039266.1 AGGACGATGTGACCC 1000038 LOC242675 996531 1003781 3507 996531 1003781 3507 996531 1003781 3507
Chr2 Complement NT_039208.1 TGGTCAACTTGATCC 13335895 LOC329443 13339404 13337419 3509 13339404 13337419 3509 13338431 13337688 2536
Chr15 Normal NT_039621.1 GGGTCAGGCTGCCCC 41084568 2310047D01 41081056 41083051 3512 41081056 41082750 3512 41081081 41082480 3487
Chr18 Normal NT_039679.1 AAGTCAGGGTGACCT 4537 LOC332355 1025 101515 3512 1025 101515 3512 5665 101515 -1128
Chr17 Complement NT_039649.1 AGGTCAGTCAGACCA 268632 1500004C10Rik 272145 267943 3513 272145 267943 3513 271782 269322 3150
Chr5 Complement NT_039324.1 TGGTCATGGTGTCCC 1542290 Flt3 1545803 1477456 3513 1545803 1477456 3513 1545780 1502600 3490
Chr15 Complement NT_039621.1 TGGTCAGCCTGACTC 60070782 2310037I24Rik 60074428 60058874 3646 60074296 60058874 3514 60071906 60059485 1124
Chr9 Normal NT_039472.1 GGGTCACAGGGACCC 25047849 LOC330926 25044335 25044916 3514 25044335 25044916 3514 25044335 25044916 3514
Chr4 Complement NT_039264.1 GGGTCAGAATGACCT 16850488 1810037K07Rik 16854069 16848118 3581 16854004 16848118 3516 16851668 16849140 1180
Chr11 Normal NT_039521.1 AGGTCATAGTGACAC 29447491 4933424M23Rik 29443975 29481114 3516 29443975 29481114 3516 29443983 29476829 3508
Chr4 Complement NT_039269.1 AGGTCACCTTGATCC 114926 LOC330012 118442 115009 3516 118442 115009 3516 116933 115950 2007
Chr6 Complement NT_039340.1 AGGTTAAAATGACCT 26400434 LOC333088 26403952 26397639 3518 26403952 26397639 3518 26403952 26397639 3518
Chr2 Normal NT_039208.1 GGATCAGTATGACCA 19526165 MOR225-3 19522647 19535363 3518 19522647 19523582 3518 19522647 19523582 3518
Chr11 Complement NT_039521.1 AGGTCAGCCTGGCCT 17620887 LOC328022 17624406 17590603 3519 17624406 17590603 3519 0 0 -17620887
Chr3 Normal NT_039238.1 AGGCCAACCTGACCT 92140 4921507I02Rik 88620 110952 3520 88620 110952 3520 88705 110000 3435
Chr4 Complement NT_039263.1 AGGTCAACTTGATCC 7301441 AI314783 7304961 7292042 3520 7304961 7292042 3520 7304898 7292336 3457
Chr4 Complement NT_039268.1 AGGTCACCTTGATCC 264226 LOC194189 267746 264309 3520 267746 264309 3520 266747 265251 2521
Chr4 Normal NT_039266.1 AGGTCTTCTTGACCT 7193587 LOC332952 7190066 7220030 3521 7190066 7220030 3521 7190066 7220030 3521
Chr14 Complement NT_039606.1 GGGTCCCCACGACCT 2051286 Tgm1 2054808 2041353 3522 2054808 2041366 3522 2054082 2041536 2796
Chr4 Complement NT_039266.1 GGGTCAGCCTGTCCA 7885484 2210401N16Rik 7889007 7859545 3523 7889007 7859545 3523 7888958 7859899 3474
Chr6 Complement NT_039341.1 TGCTCATCATGACCT 12934280 Tpk1 12937906 12613889 3626 12937803 12614672 3523 12937430 12616447 3150
Chr11 Normal NT_039521.1 AGGCCAGGCTGACCT 18215037 4732496G21Rik 18211513 18241091 3524 18211513 18241091 3524 18211597 18240963 3440
Chr2 Complement NT_039205.1 AGGTCATTTAGACCC 7259141 G430055L02Rik 7263519 7236239 4378 7262667 7251128 3526 7262628 7252648 3487
Chr11 Complement NT_039521.1 TCGTCAGCATGACCT 12130118 Gcn5l2 12133694 12125988 3576 12133644 12126478 3526 12133644 12126478 3526
Chr15 Complement NT_039621.1 AGGTCTCCTTGACCA 39935043 2810036M19Rik 39938653 39932353 3610 39938570 39932353 3527 39938528 39933856 3485
Chr2 Normal NT_039211.1 AGGTCAGCCTGGCCT 2624929 LOC329570 2621402 2643785 3527 2621402 2625293 3527 2624399 2624994 530
Chr16 Complement NT_039624.1 GGGTCATGTAGACCA 43240142 Tactile-pending 43243811 43159403 3669 43243669 43159403 3527 43243652 43159622 3510
Chr5 Complement NT_039312.1 AGGTCAGGATGAGCG 7204125 Tpc1-pending 7207653 7152287 3528 7207653 7154223 3528 7204167 7154223 42
Chr11 Complement NT_039521.1 TGGTCATCCTGAACC 31553855 2410002I01Rik 31557384 31549190 3529 31557384 31549190 3529 31557332 31550180 3477
Chr10 Normal NT_039500.1 AGGTCACGGTGGCCC 9888121 LOC237483 9884591 9959694 3530 9884591 9959694 3530 9884591 9959694 3530
Chr5 Complement NT_039336.1 AGCTCAGGCTGACCT 335716 LOC333786 339247 332930 3531 339247 332930 3531 339247 332930 3531
Chr17 Normal NT_039650.1 AGGCCAGGATGACCG 1730961 Ubd 1727236 1729956 3725 1727430 1729709 3531 1727820 1729581 3141
Chr17 Normal NT_039667.1 AGGCCAGGATGACCG 150675 Ubd 146950 149670 3725 147144 149423 3531 147534 149295 3141
Chr16 Normal NT_039624.1 GGGTCATTGTGTCCA 14903091 Txnrd2 14899558 14952208 3533 14899558 14952208 3533 14899586 14950921 3505
Chr16 Normal NT_039628.1 GGGTCATTGTGTCCA 15758 Txnrd2 12225 49457 3533 12225 49457 3533 43231 49457 -27473
Chr3 Complement NT_039227.1 AGATCAACCTGACCA 12211200 E030011K20 12214734 12184430 3534 12214734 12184430 3534 12214711 12184557 3511
Chr14 Complement NT_039606.1 CGATCAGAATGACCT 25957474 Pcdh8 25961087 25956571 3613 25961008 25956571 3534 25960896 25957146 3422
Chr11 Normal NT_039520.1 ATGTCAACCTGACCA 30630940 LOC327959 30627405 30629241 3535 30627405 30629241 3535 30627412 30629037 3528
Chr4 Complement NT_039266.1 AGGTCAGCCTGAGCT 12827533 LOC242733 12831069 12801572 3536 12831069 12801572 3536 12831069 12801572 3536
Chr14 Complement NT_039611.1 GGATCAAGTTGACCA 9240 LOC277164 12776 3985 3536 12776 3985 3536 12776 3985 3536
Chr14 Complement NT_039606.1 TGGTGAGTATGACCT 21913995 4933433D23Rik 21917536 21891575 3541 21917536 21892498 3541 21907558 21893148 -6437
Chr19 Normal NT_039689.1 AGGTCACAGAGACCA 3258933 AI447930 3255392 3273481 3541 3255392 3273481 3541 3255671 3272133 3262
Chr19 Normal NT_039692.1 AGGTCAGGTTGACCT 2307519 Pgam1 2303895 2314435 3624 2303978 2310683 3541 2304066 2309793 3453
Chr13 Normal NT_039589.1 GAGTCACGTTGACCT 784728 LOC218332 781185 864591 3543 781185 864591 3543 781185 864591 3543
ChrX Normal NT_039700.1 GGGTCACCGTGAACC 76661 LOC331378 73118 112485 3543 73118 112485 3543 75725 112481 936
Chr1 Complement NT_039172.1 TGGTCCTCCTGACCT 243690 LOC332465 247233 246580 3543 247233 246580 3543 247233 246580 3543
Chr1 Normal NT_039173.1 TGGACAAGATGACCC 7793222 LOC208791 7789675 7817623 3547 7789675 7817623 3547 7816498 7817579 -23276



Chr14 Normal NT_039606.1 TGGTCACCGTGCCCT 821846 Rem2 818169 822500 3677 818299 822500 3547 819644 821814 2202
Chr4 Complement NT_039264.1 AGGTCAGCCTGAGCT 6680274 2700068H02Rik 6683823 6680595 3549 6683823 6680595 3549 6683362 6681655 3088
Chr10 Complement NT_039503.1 GGGTCAGGTTGACCA 422133 MOR110-4 425683 424726 3550 425683 424726 3550 425683 424726 3550
Chr1 Normal NT_039185.1 ATGTCACCTTGACCA 5298834 Tnfsf4 5295235 5318033 3599 5295284 5318033 3550 5295408 5317165 3426
Chr1 Normal NT_039186.1 ATGTCAGGCTGACCT 234409 MOR123-1 230858 232731 3551 230858 232731 3551 231787 232731 2622
Chr13 Complement NT_039586.1 TGATCACCTTGACCC 1176313 Dokl-pending 1180185 1174575 3872 1179866 1174575 3553 1179842 1174640 3529
Chr17 Complement NT_039649.1 GGGTCAAGTTGACAT 10181964 LOC328802 10185517 10183514 3553 10185517 10183514 3553 10185045 10184740 3081
Chr12 Complement NT_039539.1 GGGTTAGAGTGACCT 1105431 D12Ertd482e 1109344 1066243 3913 1108987 1082118 3556 1108626 1083130 3195
Chr12 Complement NT_039556.1 TGGTCACAGTGTCCT 439267 LOC238437 442823 442367 3556 442823 442367 3556 442823 442367 3556
Chr18 Complement NT_039674.1 AGGTCTCTATGACCA 49214361 LOC240289 49217923 49217273 3562 49217918 49217273 3557 49217902 49217285 3541
Chr19 Complement NT_039687.1 AGGTGAGGATGACCT 2618387 LOC225936 2621945 2621028 3558 2621945 2621028 3558 2621945 2621028 3558
Chr11 Complement NT_039521.1 AGGTCAGGGTGATCC 13733906 Ubtf 13737464 13728270 3558 13737464 13728270 3558 13737442 13728908 3536
Chr15 Normal NT_039622.1 AGGTCAGCCTGAGCT 63320 Mona 59759 66386 3561 59759 66386 3561 59793 64708 3527
Chr11 Normal NT_039520.1 AGGCCAGAATGACCA 35435684 Slc6a4 35432122 35465866 3562 35432122 35465866 3562 35443966 35465202 -8282
Chr18 Complement NT_039674.1 AGGTAACTCTGACCC 296692 Crem 310323 237539 13631 300255 237539 3563 298210 239168 1518
Chr12 Normal NT_039551.1 AGGTCAAAGTGGCCA 32631251 LOC268576 32627688 32628473 3563 32627688 32628473 3563 32627993 32628205 3258
ChrX Complement NT_039740.1 AGGTCATCATGACAC 16203 G6pdx 20071 379 3868 19768 379 3565 19073 1100 2870
Chr18 Normal NT_039674.1 TGGTAAGTGTGACCT 43880714 LOC332314 43877149 43880157 3565 43877149 43880157 3565 43877149 43880157 3565
Chr19 Normal NT_039687.1 TGGTCTCTCTGACCT 12876969 LOC240574 12873403 12896807 3566 12873403 12896807 3566 12873403 12896807 3566
ChrX Normal NT_039698.1 GGGTCACCGTGAACC 1584965 4930414C09Rik 1495518 1910992 89447 1581398 1590251 3567 1584023 1589666 942
Chr9 Normal NT_039473.1 TGGGCACTCTGACCT 12874239 B130009M24Rik 12870672 12885116 3567 12870672 12885116 3567 12884209 12884643 -9970
Chr15 Normal NT_039621.1 TGGTCTCAGTGACCT 40339300 Lgals1 40335731 40339471 3569 40335731 40339201 3569 40335802 40339150 3498
Chr9 Normal NT_039476.1 AGGACATCCTGACCT 970738 LOC209772 967169 969897 3569 967169 969897 3569 967169 969897 3569
Chr11 Complement NT_039521.1 TGGTCACTGTGACAT 10938398 LOC237934 10941967 10935333 3569 10941967 10935333 3569 10941967 10935333 3569
Chr14 Complement NT_039611.1 AGGTTATCATGACCC 182979 LOC328488 186549 180498 3570 186549 180498 3570 186513 181001 3534
Chr10 Normal NT_039492.1 AGGTAGTGGTGACCT 20409393 Sec63 20405777 20474381 3616 20405821 20473237 3572 20405887 20473026 3506
ChrX Complement NT_039719.1 AGGGCACCCTGACCT 2535139 LOC237124 2538712 2533390 3573 2538712 2533390 3573 2538712 2533390 3573
Chr11 Complement NT_039520.1 AGATCAGGCTGACCT 16902227 MOR107-1 16905800 16904829 3573 16905800 16904829 3573 16905800 16904829 3573
Chr15 Complement NT_039621.1 AGGTCAGAAGGACCT 64153946 Npff 64157519 64156739 3573 64157519 64156739 3573 64157506 64156825 3560
Chr14 Complement NT_039609.1 GGGTCAAAATGGCCA 8425783 LOC332052 8429359 8428708 3576 8429359 8428708 3576 8429359 8428708 3576
Chr4 Complement NT_039266.1 AGGTCATTTTCACCT 10676137 LOC230872 10679714 10642691 3577 10679714 10642691 3577 10679632 10643099 3495
Chr9 Complement NT_039480.1 AGGTGACAGTGACCT 1582589 Tmem7 1586166 1580707 3577 1586166 1580707 3577 1586064 1582221 3475
Chr11 Normal NT_039520.1 TGGTCACACTCACCT 2272456 LOC195019 2268878 2337646 3578 2268878 2337646 3578 2268878 2337646 3578
Chr1 Normal NT_039173.1 AGGTAGGTCTGACCT 8103018 Bok 8099309 8109496 3709 8099436 8109496 3582 8100181 8108896 2837
ChrX Complement NT_039745.1 AGTTCAGGGTGACCT 415247 D130075J17Rik 418829 414767 3582 418829 414767 3582 417978 417637 2731
Chr16 Complement NT_039624.1 GGGCCACAGTGACCC 14397638 Slc25a1 14401738 14398277 4100 14401221 14398277 3583 14401132 14398866 3494
Chr16 Complement NT_039630.1 GGGCCACAGTGACCC 182072 Slc25a1 186172 182711 4100 185655 182711 3583 185566 183300 3494
Chr3 Complement NT_039239.1 AGGTCAGCATCACCT 9424240 LOC242155 9427824 9390541 3584 9427824 9390541 3584 9427824 9390541 3584
Chr3 Complement NT_039242.1 CGGTAATTTTGACCC 2951791 LOC242244 2955375 2866156 3584 2955375 2866156 3584 2955375 2866156 3584
Chr1 Complement NT_039195.1 AGGTCAGCCTGACAT 6459 MOR123-1 10043 8170 3584 10043 8170 3584 9114 8170 2655
Chr12 Normal NT_039548.1 AGGTCAGTGCGACCC 9041025 4930504H06Rik 9037437 9043854 3588 9037437 9043854 3588 9037673 9043815 3352
Chr9 Complement NT_039472.1 GGGTCACCATGATCT 2784755 LOC244703 2788344 2734685 3589 2788344 2734685 3589 2788344 2734685 3589
Chr2 Complement NT_039210.1 TGGTCAGGTTGACTT 3266188 LOC241736 3269778 3264707 3590 3269778 3264707 3590 3269778 3264707 3590
ChrX Complement NT_039711.1 GGGTGAACCTGACCT 4115628 LOC245528 4119218 4118215 3590 4119218 4118215 3590 4119218 4118215 3590
Chr13 Normal NT_039580.1 GGGTCATGGTGACCA 8982804 Barx1 8978953 8982437 3851 8979212 8982437 3592 8981041 8981909 1763
Chr17 Normal NT_039661.1 GGATCAAGTTGACCA 498127 LOC279926 494535 501298 3592 494535 501298 3592 495664 496737 2463
Chr2 Complement NT_039209.1 TGGTCATGGAGACCC 3495650 LOC241587 3499243 3461329 3593 3499243 3461329 3593 3499243 3461329 3593
Chr13 Complement NT_039587.1 AGGTAGGCCTGACCC 1447732 5730408I21Rik 1451364 1419331 3632 1451326 1419331 3594 1451232 1419506 3500
Chr9 Normal NT_039472.1 AAGTCACCCTGACCA 5489717 MOR147-1 5486118 5487083 3599 5486118 5487083 3599 5486118 5487083 3599
Chr7 Complement NT_039428.1 AGGTCAACATGACTC 19838756 Man2a2 19842358 19821290 3602 19842358 19831952 3602 19840956 19831952 2200
Chr13 Normal NT_039578.1 GGATCAGGCTGACCT 8004333 Zfp96 8000731 8057681 3602 8000731 8057681 3602 8051507 8057370 -47174
Chr9 Normal NT_039477.1 AGGACGCTGTGACCT 5263073 2510040D07Rik 5259470 5331189 3603 5259470 5331189 3603 5259553 5331093 3520
Chr10 Normal NT_039510.1 GGGTGATAATGACCC 394755 Smarcb1 391142 415967 3613 391152 415961 3603 391345 415687 3410
Chr11 Normal NT_039521.1 AGGTCGCAGAGACCC 16552267 C130031G21Rik 16548663 16562470 3604 16548663 16562470 3604 16548735 16562007 3532
Chr6 Normal NT_039340.1 AGGTCAGGTTGGCCT 2336862 LOC330261 2333258 2335977 3604 2333258 2335977 3604 2334508 2334783 2354
Chr13 Normal NT_039586.1 AGGTCAGTGTGAGCC 892817 Nsd1 882383 958491 10434 889212 958491 3605 889212 957338 3605
Chr4 Complement NT_039264.1 AGGTCAGACTTACCT 18529532 LOC269578 18533138 18530210 3606 18533138 18530210 3606 18532141 18531443 2609
Chr7 Normal NT_039420.1 AGGTCATCCTGACAG 2574995 LOC330525 2571388 2573960 3607 2571388 2573960 3607 2573080 2573960 1915
Chr1 Normal NT_039185.1 AGGTCAATGTCACCT 3947095 4930523C07Rik 3943487 3977527 3608 3943487 3977527 3608 3974490 3974972 -27395
Chr7 Normal NT_039413.1 AGTTCAGGGTGACCT 1471579 Gmfg 1467945 1477470 3634 1467970 1477116 3609 1468070 1477018 3509
Chr10 Normal NT_039502.1 AGGTCATCTTGAGCT 6016562 Mip 6012951 6018924 3611 6012951 6018924 3611 6012995 6017617 3567
Chr9 Normal NT_039477.1 TGGTCACCATGAGCT 1709695 LOC208462 1706083 1737059 3612 1706083 1737059 3612 1706083 1737059 3612
Chr12 Normal NT_039551.1 GGGACACCTTGACCA 25318128 LOC238297 25314516 25331997 3612 25314516 25331997 3612 25331445 25331927 -13317
Chr6 Normal NT_039343.1 AGGTCAGAATGATCT 17642352 A930038C07Rik 17638718 17674110 3634 17638739 17674110 3613 17663166 17671625 -20814
Chr1 Complement NT_039180.1 AGGTCAAAATGGCCA 16803588 LOC329251 16833715 16720361 30127 16807201 16720361 3613 16807157 16727237 3569
Chr11 Complement NT_039521.1 CGGTCAGCCTTACCT 27068901 LOC328036 27072516 27065651 3615 27072516 27065651 3615 27066326 27066051 -2575
Chr16 Normal NT_039635.1 AGGTCAGGATCACCA 10304 LOC333865 6689 89461 3615 6689 89461 3615 23685 89461 -13381
Chr10 Normal NT_039496.1 AGGTCAGCCTGCCCT 1356561 1700043E15Rik 1352924 1371025 3637 1352944 1370332 3617 1354237 1370214 2324
Chr16 Complement NT_039624.1 AGGTAATTCTGACCT 12094976 Mcmd4 12098645 12085189 3669 12098593 12085457 3617 12098467 12085963 3491
Chr10 Complement NT_039496.1 GGGTCATTATCACCC 1755537 Smarcb1 1759154 1732328 3617 1759154 1732334 3617 1758961 1732608 3424
Chr7 Normal NT_039420.1 AGGTGGGCATGACCC 2062740 Tead2 2057573 2075170 5167 2059123 2075011 3617 2059123 2075011 3617
Chr5 Normal NT_039297.1 AGGTCATTATTACCC 3027019 LOC330032 3023401 3257741 3618 3023401 3257741 3618 3023401 3257741 3618
Chr6 Complement NT_039355.1 AGGTCAGACTGCCCT 5992523 1500001M20Rik 5996142 5962592 3619 5996142 5962592 3619 5996050 5962650 3527
Chr3 Complement NT_039228.1 ATGTCGGTCTGACCC 2036709 Phc3 2040332 1970543 3623 2040328 1977825 3619 2036821 1978333 112
Chr4 Normal NT_039264.1 GGGTCAAGCTGACTC 20818089 LOC194219 20814469 20818899 3620 20814469 20818899 3620 20815392 20818758 2697
Chr3 Normal NT_039240.1 TGGTCACAGTGACTC 5949745 LOC242185 5946125 6205376 3620 5946125 6205376 3620 5946125 6205376 3620
Chr12 Normal NT_039553.1 AGCTCAGAGTGACCT 8559599 LOC271055 8555979 8575565 3620 8555979 8575565 3620 8555979 8575565 3620
Chr6 Normal NT_039341.1 AGGACACAATGACCA 1251463 1700012A03Rik 1247822 1256469 3641 1247842 1256469 3621 1249189 1256333 2274
Chr15 Normal NT_039620.1 AGGTCTGGCTGACCT 706857 4932434G09Rik 703227 738342 3630 703236 738342 3621 707195 738200 -338
Chr2 Complement NT_039210.1 TGTTCATGCTGACCC 18882708 LOC241808 18886329 18840375 3621 18886329 18840375 3621 18886329 18840375 3621
Chr11 Complement NT_039534.1 GGGTCAGCATGATCA 100869 LOC333844 104492 89276 3623 104492 89276 3623 104492 89276 3623
Chr4 Complement NT_039266.1 AGGTCATCTTGACAC 12038504 LOC329980 12042129 12040482 3625 12042129 12040482 3625 12041361 12041080 2857
Chr12 Complement NT_039553.1 TGGCCACTTTGACCC 1969186 LOC212115 1972813 1936052 3627 1972813 1936052 3627 1972813 1936052 3627
Chr6 Normal NT_039353.1 AGGTCGGTGTGAACT 490876 LOC232194 487249 529565 3627 487249 529565 3627 493140 499906 -2264
Chr5 Normal NT_039318.1 AGGTCTCCATGACCC 1482816 LOC243341 1479189 1527365 3627 1479189 1527365 3627 1479189 1527365 3627
Chr4 Complement NT_039264.1 ATGTCACCATGACCT 5902084 LOC332928 5905711 5852677 3627 5905711 5852677 3627 5905711 5852677 3627
Chr10 Normal NT_039496.1 AGGTCAGTGTCACCT 976912 5133400C09Rik 973284 984233 3628 973284 984233 3628 973349 981642 3563
Chr5 Normal NT_039312.1 GGCTCAGGCTGACCT 8374074 Sca2 8370446 8439914 3628 8370446 8439673 3628 8370446 8439558 3628
Chr5 Normal NT_039314.1 AGGTCAGTCTGAACT 5396239 Stx1a 5392521 5420138 3718 5392611 5420138 3628 5392620 5418943 3619
Chr14 Complement NT_039598.1 AGGTCACTGGGACCC 3227340 Il17br 3231056 3218299 3716 3230969 3218360 3629 3230951 3225031 3611
Chr11 Complement NT_039520.1 AGGTCAGTTTGACCT 14603621 LOC195067 14607250 14511447 3629 14607250 14511447 3629 14607250 14511447 3629
Chr15 Normal NT_039620.1 AGGTCTGGCTGACCT 706857 4932434G09Rik 703227 738342 3630 703227 738332 3630 707195 738200 -338
Chr5 Normal NT_039305.1 AGGACATTATGACCT 5865469 LOC330077 5861836 5867859 3633 5861836 5867859 3633 5861836 5867859 3633
Chr6 Normal NT_039343.1 TGGTCATTTTAACCT 7736722 Gsbs-pending 7733053 7748294 3669 7733086 7747818 3636 7737993 7747165 -1271
Chr7 Normal NT_039400.1 AGGTCAGCCTGATCT 522013 LOC232940 518377 536979 3636 518377 536979 3636 518459 535494 3554



Chr4 Complement NT_039261.1 TGTTCAGTCTGACCT 6144760 LOC332887 6148397 6132679 3637 6148397 6132679 3637 6148397 6132679 3637
Chr13 Normal NT_039590.1 GGGTTGGGTTGACCT 15739267 LOC328333 15735629 15738308 3638 15735629 15738308 3638 15736061 15736492 3206
Chr12 Complement NT_039556.1 TGGTCACAGTGTCCT 652456 LOC331880 656094 655638 3638 656094 655638 3638 656094 655638 3638
Chr1 Normal NT_039185.1 AGGTGGAAGTGACCT 15150517 Mpz 15142011 15152420 8506 15146878 15151339 3639 15146878 15151339 3639
Chr13 Normal NT_039590.1 AGTTCAATATGACCA 6839873 LOC328317 6836231 6858215 3642 6836231 6858215 3642 6836231 6858215 3642
Chr5 Complement NT_039314.1 CGGTCATTGTGAGCT 5272128 1700111I05Rik 5275772 5270633 3644 5275772 5270633 3644 5275738 5270901 3610
Chr14 Normal NT_039598.1 AGGGCAAAGTGACCA 13232639 LOC207235 13228995 13229999 3644 13228995 13229999 3644 13229050 13229385 3589
Chr11 Normal NT_039521.1 TTGTCACTGTGACCT 9780457 Stard3 9776813 9799528 3644 9776813 9799528 3644 9790550 9798991 -10093
Chr11 Normal NT_039515.1 TGGTCATTTTGACCC 1013984 0610009J22Rik 1010312 1016309 3672 1010339 1016309 3645 1010410 1015646 3574
Chr4 Normal NT_039281.1 GGATCAAGGTGACCT 11837 LOC330025 8191 12224 3646 8191 12224 3646 8311 8598 3526
ChrX Complement NT_039710.1 AGGACAGAACGACCT 3187262 Maged1 3190908 3184310 3646 3190908 3184310 3646 3190129 3184702 2867
Chr11 Complement NT_039520.1 AGGTGGTGTTGACCC 4871145 Timd2 4883330 4846242 12185 4874791 4847122 3646 4865755 4847124 -5390
Chr7 Normal NT_039433.1 AGGGCACAGTGACCT 21899133 6820429M01 21894302 21903499 4831 21895484 21903499 3649 21896159 21899472 2974
Chr15 Normal NT_039621.1 CGGACATGGTGACCT 62659265 C630029C19Rik 62655616 62658091 3649 62655616 62658091 3649 62656229 62656510 3036
Chr4 Normal NT_039262.1 GGATCAAGTTGACCA 10697872 LOC194175 10694223 10701255 3649 10694223 10701255 3649 10694260 10694562 3612
Chr5 Normal NT_039305.1 AGGGCATGCTGACCT 25018554 LOC333023 25014905 25093454 3649 25014905 25093454 3649 25014905 25093454 3649
Chr8 Complement NT_039467.1 GGGTCAGCAGGACCG 53786103 A830048P05 53789753 53736250 3650 53789753 53736250 3650 53786779 53736430 676
Chr2 Normal NT_039210.1 CGGTGAGTTTGACCT 2641813 LOC228797 2638162 2671327 3651 2638162 2661931 3651 2638162 2661931 3651
Chr7 Normal NT_039428.1 AGGTCAACGTGCCCT 15728279 D430020F16 15724627 16016748 3652 15724627 16016748 3652 15727112 16015493 1167
Chr17 Complement NT_039655.1 GGGCCAGAATGACCC 9188042 Daam2 9191694 9188923 3652 9191694 9188923 3652 9191673 9189518 3631
Chr6 Normal NT_039360.1 TGCTCACTGTGACCT 744570 LOC232475 740918 743217 3652 740918 743217 3652 741032 741217 3538
Chr6 Normal NT_039342.1 CGGTCATTCTCACCC 167848 LOC232785 164196 177063 3652 164196 174321 3652 167115 172748 733
Chr15 Normal NT_039621.1 GGGTGGGTATGACCC 53640454 Cntn1 53559830 53850955 80624 53636801 53849099 3653 53724415 53848577 -83961
Chr7 Complement NT_039433.1 AGGTTATATTGACCC 5464543 LOC209120 5468196 5348930 3653 5468196 5348930 3653 5468196 5348930 3653
Chr14 Normal NT_039597.1 GGGTAGTTTTGACCC 751141 LOC328365 747484 939168 3657 747484 939168 3657 862627 937665 -111486
Chr6 Normal NT_039343.1 CTGTCAAGATGACCT 12887667 LOC330335 12884010 12905415 3657 12884010 12905415 3657 12903858 12904439 -16191
Chr5 Complement NT_039312.1 AGGTCATTGTGTCCA 7626965 Rph3a 7630622 7562778 3657 7630622 7562883 3657 7607725 7563115 -19240
Chr2 Complement NT_039209.1 TGGCCATATTGACCT 44180537 LOC332674 44184195 44182904 3658 44184195 44182904 3658 44184195 44182904 3658
Chr18 Normal NT_039674.1 GGTTCAGTGTGACCT 42829882 Kcnn2 42535017 42952958 294865 42826223 42952816 3659 42826223 42952478 3659
Chr18 Complement NT_039674.1 AAGTCAGTCTGACCT 14134505 LOC225234 14138166 14034886 3661 14138166 14034886 3661 14138166 14034886 3661
Chr8 Normal NT_039467.1 GGGTCGTATTGACCT 41976680 Nudt7 41973015 41991987 3665 41973018 41991987 3662 41973066 41991742 3614
Chr7 Normal NT_039436.1 GGGTAAGGCTGACCC 1267385 LOC244235 1263722 1266151 3663 1263722 1266151 3663 1263722 1266151 3663
ChrX Complement NT_039708.1 AGTTCAGGGTGACCT 491338 D130075J17Rik 495002 490858 3664 495002 490858 3664 494068 493727 2730
Chr2 Normal NT_039211.1 GGGTCAGCATGACAG 4194802 LOC241830 4191138 4331646 3664 4191138 4253516 3664 4191138 4253516 3664
Chr17 Normal NT_039650.1 GGGGCAGAATGACCA 1582335 LOC328811 1578670 1579544 3665 1578670 1579544 3665 1578820 1579544 3515
Chr8 Normal NT_039467.1 GGGTCGTATTGACCT 41976680 Nudt7 41973015 41991987 3665 41973015 41991980 3665 41973066 41991742 3614
Chr1 Complement NT_039185.1 AGGTCACTTTAACCA 4063663 LOC332529 4067330 4050548 3667 4067330 4050548 3667 4067330 4050548 3667
Chr19 Normal NT_039687.1 TGGTCATGGTGACTC 12087118 LOC240571 12083449 12149017 3669 12083449 12149017 3669 12083449 12149017 3669
Chr11 Normal NT_039521.1 TGGTAAACCTGACCC 27736625 Galr2 27732408 27735384 4217 27732955 27735130 3670 27732955 27735130 3670
Chr7 Normal NT_039433.1 GGGTCTCAGTGACCA 14255092 MGC40669 14251422 14304985 3670 14251422 14304985 3670 14300067 14304398 -44975
Chr9 Normal NT_039475.1 GAGTCATGTTGACCC 3513190 Bckdhb 3509519 3709017 3671 3509519 3709017 3671 3509537 3707152 3653
Chr6 Complement NT_039350.1 GGGTGAGTATGACCA 3481201 LOC269763 3484872 3484271 3671 3484872 3484271 3671 3484865 3484438 3664
ChrX Normal NT_039708.1 AGGTCACCATGAACA 1001847 Gdi1 998174 1005022 3673 998174 1005022 3673 998559 1004101 3288
Chr5 Normal NT_039312.1 GGGTCTCCTTGACCC 959078 Mvk 954307 987266 4771 955405 986893 3673 955423 986893 3655
Chr5 Complement NT_039297.1 GGGTCATGATGGCCT 7287298 Pex1 7290971 7248344 3673 7290971 7248344 3673 7290648 7248719 3350
Chr14 Complement NT_039606.1 TGGTCACAATGTCCT 34672056 LOC219255 34675730 34675297 3674 34675730 34675297 3674 34675730 34675297 3674
ChrX Complement NT_039706.1 AAGTCACCCTGACCT 11361914 Cetn2 11365643 11360681 3729 11365590 11360950 3676 11365562 11361450 3648
Chr4 Normal NT_039264.1 AGGTCACCCAGACCT 7698308 Gli6-pending 7565410 7765751 132898 7694632 7765751 3676 7698398 7765437 -90
Chr15 Normal NT_039621.1 AGGTCAGAGTGGCCT 37656321 1110025J15Rik 37652576 37655725 3745 37652644 37655725 3677 37653695 37655187 2626
Chr4 Complement NT_039278.1 AGGTCACCTTGATCC 115831 Smarca5 119909 115910 4078 119508 115910 3677 119493 116139 3662
Chr6 Normal NT_039360.1 TGCTCACTGTGACCT 744597 LOC232475 740918 743217 3679 740918 743217 3679 741032 741217 3565
Chr7 Complement NT_039433.1 AGGTCAGCCTGATCT 21287087 Sps2 21290767 21288604 3680 21290767 21288604 3680 21290640 21289282 3553
Chr15 Complement NT_039618.1 AGGTCATAATTACCT 19542208 LOC328517 19545890 19543049 3682 19545890 19543049 3682 19545890 19543049 3682
Chr11 Normal NT_039535.1 TGGTCATATTCACCC 106502 MOR255-2 102820 103767 3682 102820 103767 3682 102820 103767 3682
Chr15 Normal NT_039621.1 TGATCAGCATGACCC 38367093 LOC328560 38363409 38408067 3684 38363409 38408067 3684 38363409 38408067 3684
Chr12 Normal NT_039551.1 AGGTCACACTGTCCT 31883497 G630009D10Rik 31879812 31893183 3685 31879812 31893183 3685 31881358 31893000 2139
Chr12 Normal NT_039539.1 GGGTCAAGATGACTT 761461 Dnmt3a 701024 775318 60437 757774 774163 3687 701201 774156 60260
Chr7 Normal NT_039410.1 TGGTCATCATGACCG 15540 Cyp2b9 11851 172425 3689 11851 172425 3689 11851 172049 3689
Chr7 Normal NT_039433.1 GGGTCGTGCTGCCCC 5985026 Parva 5980903 6147197 4123 5981336 6144291 3690 5981363 6144124 3663
Chr1 Complement NT_039184.1 ATGTCAACTTGACCT 3767350 1200016B10Rik 3843037 3709330 75687 3771042 3709330 3692 3766221 3709944 -1129
Chr15 Complement NT_039618.1 GGCTCATGTTGACCA 1645327 1700020L11Rik 1673478 1524867 28151 1649019 1526529 3692 1648998 1526585 3671
Chr1 Normal NT_039170.1 GGGTCAGGATGACCT 36587623 Cflar 36568859 36612736 18764 36583930 36590803 3693 36584004 36589939 3619
Chr4 Complement NT_039268.1 GGGTGATGATGACCT 8194500 Mmp23 8198193 8195464 3693 8198193 8195464 3693 8197989 8195518 3489
Chr11 Normal NT_039521.1 GGGTGGGGCTGACCT 9780506 Stard3 9776813 9799528 3693 9776813 9799528 3693 9790550 9798991 -10044
Chr11 Complement NT_039520.1 GGGTGAATATGACCA 32475101 MOR255-2 32478797 32477850 3696 32478797 32477850 3696 32478797 32477850 3696
Chr15 Normal NT_039621.1 TGGTCACTCTGACCC 39822740 Mpst 39818746 39823011 3994 39819044 39823011 3696 39819075 39822682 3665
Chr12 Complement NT_039539.1 GGGTAGTCTTGACCC 10424603 LOC238086 10428300 10423454 3697 10428300 10423454 3697 10428300 10423454 3697
Chr1 Normal NT_039170.1 TGGTCCCTGTGACCC 39918444 LOC278810 39914747 39967876 3697 39914747 39967876 3697 39914747 39967876 3697
Chr15 Normal NT_039621.1 GTGTCAACTTGACCC 46326353 LOC239564 46322655 46323656 3698 46322655 46323656 3698 46322655 46323656 3698
Chr2 Complement NT_039206.1 GGATCAAGTTGACCA 3551611 LOC269268 3555309 3548211 3698 3555309 3548211 3698 3555309 3548211 3698
Chr4 Complement NT_039266.1 TGGTCATGGTGTCCC 8337162 Pla2g5 8398103 8333881 60941 8340861 8335177 3699 8340861 8335177 3699
Chr11 Normal NT_039521.1 GGGTCAGTGTGACTC 21082887 Prkar1a 21077644 21097895 5243 21079188 21097895 3699 21082024 21095841 863
Chr7 Normal NT_039429.1 AAGTCAGGCTGACCT 21839672 MOR5-1 21835972 21836937 3700 21835972 21836937 3700 21835972 21836937 3700
Chr3 Normal NT_039226.1 GGATCAAATTGACCT 11599255 Slc7a12-pending 11595555 11621175 3700 11595555 11621175 3700 11595653 11620943 3602
Chr7 Complement NT_039385.1 AGGCCAGATTGACCA 991978 0610042E07Rik 995679 974458 3701 995679 974458 3701 981028 974768 -10950
Chr1 Complement NT_039167.1 AGGGCACACTGACCT 10854831 LOC240731 10858534 10857838 3703 10858534 10857838 3703 10858534 10857838 3703
Chr12 Normal NT_039551.1 GGGTGGGAGTGACCT 30194074 Zap3-pending 30190303 30265911 3771 30190371 30265887 3703 30190472 30265162 3602
Chr16 Normal NT_039624.1 GGATCAGACTGACCT 37598931 LOC328677 37595226 37596631 3705 37595226 37596631 3705 37595635 37595919 3296
Chr8 Normal NT_039467.1 GGCTCGGGGTGACCT 56129404 LOC333352 56125699 56188582 3705 56125699 56188582 3705 56125699 56188582 3705
Chr9 Complement NT_039480.1 AGGCCAGTCTGACCT 682671 2810477H02Rik 688411 655098 5740 686377 655098 3706 685872 655171 3201
Chr2 Complement NT_039210.1 CGGTCATGGTGCCCT 13075437 Matn4 13079766 13064237 4329 13079143 13064269 3706 13076526 13064498 1089
Chr3 Normal NT_039227.1 GGGTCACAATGAACT 3513941 LOC207783 3510233 3529968 3708 3510233 3529968 3708 3510233 3529968 3708
Chr9 Complement NT_039476.1 GGGTCAGTATGAGCT 3848563 LOC333419 3852271 3838276 3708 3852271 3838276 3708 3852271 3838276 3708
Chr3 Complement NT_039239.1 AGCTCATTCTGACCA 6334214 Cappa1 6337923 6296371 3709 6337923 6296371 3709 6337888 6298408 3674
Chr1 Complement NT_039182.1 GGGTCACCTAGACCA 2515309 LOC214461 2519018 2420887 3709 2519018 2420887 3709 2519018 2420887 3709
Chr4 Complement NT_039264.1 TGGTGAGTGTGACCC 18687287 6330530A05Rik 18691306 18688211 4019 18690997 18688211 3710 18689252 18688851 1965
Chr18 Complement NT_039674.1 AGGTCCATATGACCT 35240436 A030002D08Rik 35244146 35233496 3710 35244146 35233496 3710 35240320 35233966 -116
Chr15 Complement NT_039621.1 AGGTAGGCCTGACCC 52650953 LOC223802 52654665 52652306 3712 52654665 52652306 3712 52654311 52654003 3358
Chr16 Complement NT_039624.1 GGGGCGGTGTGACCC 46481255 LOC208269 46484968 46478716 3713 46484968 46478716 3713 46484968 46478716 3713
Chr1 Normal NT_039170.1 AGGTCATCTTCACCT 26696736 LOC241060 26693022 26693938 3714 26693022 26693938 3714 26693022 26693938 3714
ChrX Normal NT_039711.1 GGGTCAGCCTGTCCC 5812062 Dlgh3 5808345 5861807 3717 5808345 5861807 3717 5808665 5859724 3397
Chr4 Normal NT_039265.1 TGGTGAGAATGACCC 7413100 Sync 7409313 7430255 3787 7409381 7430082 3719 7409435 7429748 3665
ChrX Complement NT_039726.1 GGGTCAGAGTTACCT 5419737 LOC194591 5423457 5404323 3720 5423457 5404323 3720 5413025 5404831 -6712
Chr19 Complement NT_039692.1 CAGTCAACTTGACCC 4105478 Mrs3 4109198 4098036 3720 4109198 4098036 3720 4109083 4098300 3605
Chr15 Complement NT_039621.1 AGGTCAAATCGCCCC 50627446 Hdac10 50631189 50625798 3743 50631167 50625802 3721 50630285 50626975 2839



ChrX Normal NT_039706.1 AGGTAAAACTGACCA 107301 LOC245441 103580 157143 3721 103580 157143 3721 103580 157143 3721
Chr1 Complement NT_039171.1 GGGTCAAGTTGACAC 2249392 2900005C20Rik 2253115 2250776 3723 2253115 2250776 3723 0 0 -2249392
Chr4 Normal NT_039262.1 TTGTCACAATGACCT 3250467 Pappa 3246744 3474096 3723 3246744 3474096 3723 3277629 3473695 -27162
Chr19 Normal NT_039685.1 GGGTCACTGTGCCCT 337457 AA407588 333708 338516 3749 333732 338516 3725 333735 338471 3722
Chr2 Complement NT_039208.1 AGGTGGAAATGACCC 21353847 MOR227-4 21357572 21356648 3725 21357572 21356648 3725 21357572 21356649 3725
Chr12 Normal NT_039549.1 TGGTAATGATGACCT 11260275 LOC328093 11256549 11258130 3726 11256549 11258130 3726 11256724 11257191 3551
Chr11 Normal NT_039515.1 AGGTAACACTGACCT 21881476 LOC331719 21877750 22069239 3726 21877750 22069239 3726 21877750 22069239 3726
Chr4 Normal NT_039265.1 AGGTCACACTGACAG 6384768 LOC215428 6381041 6419706 3727 6381041 6419706 3727 6389638 6419706 -4870
Chr18 Complement NT_039674.1 AGGTGGGCCTGACCC 53203562 LOC225552 53207289 53206405 3727 53207289 53206405 3727 53207289 53206405 3727
Chr15 Complement NT_039617.1 AGATCAAAGTGACCT 813355 AW549877 820772 807044 7417 817084 807044 3729 816964 811202 3609
Chr8 Complement NT_039467.1 GGGTCAACCTGAGCA 32330022 Appbp1 32333780 32311024 3758 32333752 32311024 3730 32333708 32311034 3686
Chr11 Normal NT_039520.1 TGTTCAGGTTGACCT 16615034 BC003251 16610485 16627482 4549 16611303 16627482 3731 16611437 16626153 3597
Chr8 Complement NT_039462.1 AGGTCAGCCTGAGCT 6150144 Slc5a5 6153908 6144387 3764 6153875 6144997 3731 6153812 6145359 3668
Chr15 Complement NT_039621.1 GGGTCTGGTCGACCC 37926029 Scrt1 37929906 37925906 3877 37929761 37925906 3732 37929534 37926296 3505
Chr8 Normal NT_039460.1 AGGTGACGGTGACCT 1322805 Fath 1319072 1340036 3733 1319072 1340036 3733 1321620 1329765 1185
Chr10 Complement NT_039496.1 TGGTCATGCTGACTC 5924610 F730040C21 5928344 5916462 3734 5928344 5916468 3734 5926927 5916886 2317
Chr18 Complement NT_039674.1 TGGTCAGCATGACTT 14134432 LOC225234 14138166 14034886 3734 14138166 14034886 3734 14138166 14034886 3734
Chr7 Complement NT_039433.1 AGGTCATCCTGAACT 4145758 4833411B01Rik 4149493 3842547 3735 4149493 3842547 3735 4149334 3843932 3576
Chr15 Complement NT_039621.1 TGGTCACAATGACCT 45047751 D430005B17 45051487 45031432 3736 45051487 45031432 3736 45051448 45033235 3697
Chr9 Normal NT_039482.1 TAGTCATATTGACCT 9293860 Lars2-pending 9290124 9384750 3736 9290124 9384750 3736 9295057 9383847 -1197
Chr16 Complement NT_039624.1 AGGTCGAGATGACAC 37781366 LOC332172 37785102 37696657 3736 37785102 37696657 3736 37785102 37696657 3736
Chr17 Complement NT_039655.1 AGGTCAGGCTGGCCT 5298114 Slc29a1 5305017 5294661 6903 5301853 5294682 3739 5301667 5295131 3553
Chr17 Complement NT_039638.1 AGGTCAGCCTGGCCT 5401230 Wtap 5404975 5379586 3745 5404975 5379586 3745 5398732 5380255 -2498
Chr14 Complement NT_039609.1 AGGTCAATGTGACGG 24865017 5730419O14Rik 24868870 24805251 3853 24868764 24805251 3747 24836796 24819431 -28221
Chr4 Normal NT_039266.1 CGGTCATTCTGCCCT 925359 LOC329950 921612 923777 3747 921612 923777 3747 921854 923652 3505
Chr3 Complement NT_039242.1 GGGTCATACTGACTG 9352841 LOC214527 9356589 9269514 3748 9356589 9269514 3748 9356589 9269514 3748
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572988 6330576B01Rik 6576739 6574279 3751 6576739 6574279 3751 6574861 6574496 1873
Chr10 Normal NT_039492.1 AGGTCAGTGTGAGCT 3413839 LOC215866 3410088 3412618 3751 3410088 3412618 3751 3410274 3411122 3565
Chr4 Complement NT_039264.1 GGGTCATGAAGACCC 5901960 LOC332928 5905711 5852677 3751 5905711 5852677 3751 5905711 5852677 3751
Chr1 Normal NT_039188.1 ATGTCATTGTGACCC 433540 LOC240945 429786 617968 3754 429786 617968 3754 430224 617441 3316
Chr14 Complement NT_039606.1 GGGTCAGGTTGGCCA 1442626 Ap1g2 1446762 1439265 4136 1446382 1439265 3756 1446382 1439314 3756
ChrX Complement NT_039723.1 AGGTCAATATGAGCA 120582 Sat 124530 121219 3948 124338 121222 3756 124249 121578 3667
ChrX Complement NT_039708.1 TGGTAAAGCTGACCC 1057932 Ubl4 1061830 1058881 3898 1061689 1060564 3757 1061625 1060638 3693
Chr1 Complement NT_039185.1 ATGTCACACTGACCC 14385077 6330408P19Rik 14388837 14317443 3760 14388837 14317443 3760 14388792 14328682 3715
Chr5 Normal NT_039311.1 AGGCCACTGTGACCA 1133313 LOC330163 1129552 1131929 3761 1129552 1131929 3761 1130382 1130696 2931
Chr7 Normal NT_039413.1 GGGTGAGCCTGACCG 3560821 LOC233069 3557059 3563304 3762 3557059 3563304 3762 3560161 3563304 660
Chr2 Complement NT_039210.1 AAGTCGCACTGACCC 14567870 MGC25852 14571632 14501805 3762 14571632 14501805 3762 14550411 14502757 -17459
Chr9 Complement NT_039480.1 AGGTGACAGTGACCT 1582403 Tmem7 1586166 1580707 3763 1586166 1580707 3763 1586064 1582221 3661
Chr17 Normal NT_039655.1 CAGTCACATTGACCC 5960706 D17Wsu94e 5956942 5961540 3764 5956942 5961019 3764 5957091 5960716 3615
Chr13 Complement NT_039590.1 AGGTCAGACTGAGCT 23551681 LOC218654 23555445 23553049 3764 23555445 23553049 3764 23555445 23553049 3764
Chr11 Complement NT_039520.1 AGGTCAGCAGGACCT 32269460 LOC327962 32273224 32269289 3764 32273224 32269289 3764 32273072 32269289 3612
Chr2 Normal NT_039208.1 GGGTCGTGCTGCCCC 912300 LOC329420 908536 1075543 3764 908536 910839 3764 909732 910127 2568
Chr17 Complement NT_039656.1 AGGTCATGCAGACCA 2004128 LOC268964 2007893 2007365 3765 2007893 2007365 3765 2007864 2007397 3736
Chr11 Normal NT_039515.1 AGGTCACTGTGACAG 27148388 LOC237712 27144622 27188543 3766 27144622 27188543 3766 27144622 27188543 3766
ChrX Normal NT_039698.1 AGGACACTGTGACCC 934576 Tcfe3 930669 943292 3907 930810 943292 3766 934733 942024 -157
Chr7 Normal NT_039393.1 GGGTCACGTGGACCA 1184157 LOC243835 1180390 1185657 3767 1180390 1185657 3767 1180390 1185657 3767
Chr7 Complement NT_039428.1 CAGTCATTATGACCT 9310922 LOC330560 9314689 9285993 3767 9314689 9285993 3767 9314689 9285993 3767
Chr10 Normal NT_039491.1 TGGTCACCCTGCCCC 13223412 LOC237316 13219644 13273213 3768 13219644 13273213 3768 13219644 13273213 3768
Chr13 Normal NT_039573.1 AGGTCAACTTGATCC 1967279 LOC331893 1963511 1990464 3768 1963511 1990464 3768 1963511 1990464 3768
Chr19 Complement NT_039692.1 AGGTAGTTTTGACCT 16267783 4930552P12Rik 16271554 16208124 3771 16271554 16208124 3771 16210084 16209809 -57699
Chr8 Complement NT_039467.1 AAGTCACACTGACCT 47531985 Taf1c 47535805 47528554 3820 47535759 47528554 3774 47534953 47529187 2968
Chr2 Normal NT_039202.1 AGGTCAGAAAGACCT 11828862 Cacnb2 11825087 11982985 3775 11825087 11982985 3775 11825210 11982912 3652
Chr8 Normal NT_039467.1 AGGTCATACTGGCCT 41481940 4930481F22Rik 41478164 41490537 3776 41478164 41490537 3776 41478183 41490162 3757
Chr4 Complement NT_039266.1 GGGACAAGATGACCT 6672048 LOC242709 6675824 6613200 3776 6675824 6613200 3776 6675824 6613200 3776
Chr13 Normal NT_039585.1 TGGTCTCCTTGACCT 2625597 LOC268657 2621821 2622282 3776 2621821 2622282 3776 2621853 2622209 3744
Chr3 Normal NT_039230.1 AGGTCAACTTGACCC 13249243 LOC242068 13245464 13265457 3779 13245464 13265457 3779 13245464 13265457 3779
Chr16 Normal NT_039624.1 GGGTGAATTTGACCC 21161966 B130055L10Rik 21158186 21750729 3780 21158186 21750729 3780 21375461 21748883 -213495
Chr17 Complement NT_039667.1 GGGTCAGCTTGATCT 115868 LOC333760 119650 119345 3782 119650 119345 3782 119650 119345 3782
Chr2 Complement NT_039209.1 AGGCCATCTTGACCA 27955369 LOC332662 27959154 27942589 3785 27959154 27942589 3785 27959154 27942589 3785
Chr17 Complement NT_039656.1 AGGTCAGCTGGACCT 89424 Sult1a2 93243 61341 3819 93211 61341 3787 73515 61514 -15909
Chr2 Complement NT_039205.1 AAGTCAGCCTGACCC 4321990 Abo 4341765 4319289 19775 4325778 4319973 3788 4325778 4319973 3788
Chr4 Normal NT_039268.1 GGGTCATGTGGACCC 8671758 LOC230996 8667969 8685241 3789 8667969 8685241 3789 8675012 8683494 -3254
Chr4 Complement NT_039261.1 GGGTGATGTTGACCA 3284177 LOC329845 3287966 3287038 3789 3287966 3287038 3789 3287966 3287038 3789
Chr17 Complement NT_039650.1 GGGTCAGCTTGATCT 1695175 LOC209742 1698965 1698660 3790 1698965 1698660 3790 1698965 1698660 3790
ChrX Complement NT_039750.1 GGGTCAGAGTTACCT 144241 LOC237197 148031 128901 3790 148031 128901 3790 137603 129409 -6638
Chr6 Complement NT_039350.1 AGTTCATTGTGACCT 11837316 LOC269764 11841106 11828243 3790 11841106 11828243 3790 11841106 11828243 3790
Chr8 Normal NT_039468.1 GTGTCACTGTGACCC 123090 LOC333356 119298 124474 3792 119298 124474 3792 119298 124474 3792
Chr18 Complement NT_039674.1 TGGTCAAGCAGACCT 35555159 Pcdh12 35558993 35541684 3834 35558951 35543368 3792 35558664 35543397 3505
Chr18 Normal NT_039674.1 TGGTCACCCAGACCT 58413658 Pdgfrb 58409597 58449213 4061 58409866 58449213 3792 58424619 58447537 -10961
Chr6 Complement NT_039350.1 AGGTCATTTTGAGCT 1388783 AJ237586 1392576 1340144 3793 1392576 1340144 3793 1392080 1344624 3297
Chr5 Normal NT_039312.1 AGGTCTACCTGACCA 1425752 Oasl2 1421959 1437223 3793 1421959 1437223 3793 1422688 1436326 3064
Chr15 Complement NT_039620.1 AGGTCACCCTGAACC 2368454 4930533G20Rik 2372250 2357426 3796 2372250 2357426 3796 2370425 2359010 1971
Chr19 Complement NT_039684.1 TGGTCACAGTGGCCT 2693260 Doc2g 2697058 2693024 3798 2697058 2693024 3798 2696483 2693285 3223
Chr15 Complement NT_039617.1 TGGTAAAAATGACCT 5196634 4933421G18Rik 5303933 5190922 107299 5200433 5194946 3799 5199961 5197431 3327
Chr3 Normal NT_039239.1 AGGTCAGCTTGAACC 7189002 6530418L21Rik 7185203 7199965 3799 7185203 7199965 3799 7185305 7197920 3697
Chr9 Normal NT_039471.1 AGCTCAAGTTGACCT 2223619 Casp1 2219048 2227814 4571 2219820 2227300 3799 2219820 2227300 3799
Chr11 Complement NT_039521.1 GGGTCAGAAAGACCC 6197329 LOC327998 6201130 6196644 3801 6201130 6196644 3801 6200864 6197076 3535
Chr10 Complement NT_039500.1 TGGTCATCTTGAGCT 13592516 LOC327807 13596318 13594012 3802 13596318 13594012 3802 13595394 13594813 2878
Chr12 Complement NT_039549.1 AGGTCATCCTGAACG 13546000 2700097O09Rik 13549803 13515350 3803 13549803 13515350 3803 13549770 13515516 3770
Chr11 Normal NT_039515.1 AGGTCAATCTAACCA 21075836 LOC331716 21072032 21125330 3804 21072032 21125330 3804 21072032 21125330 3804
Chr1 Complement NT_039170.1 GTGTCAAATTGACCT 12163112 Tesp2 12166916 12158329 3804 12166916 12158335 3804 12166900 12158490 3788
Chr5 Complement NT_039305.1 AGGTCAATCAGACCT 10602931 Calp-pending 10994582 10487087 391651 10606736 10487087 3805 10606685 10488492 3754
Chr13 Complement NT_039589.1 GGGTCACCCTGACAA 434943 Adcy2 438894 58314 3951 438749 58314 3806 438742 58979 3799
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572931 6330576B01Rik 6576739 6574279 3808 6576739 6574279 3808 6574861 6574496 1930
Chr15 Complement NT_039621.1 GGGTGGAGGTGACCT 41679081 2510038A11Rik 41682890 41679311 3809 41682890 41679311 3809 41682879 41679676 3798
Chr2 Normal NT_039202.1 AGGTCAACTTGATCC 10608125 Siat8f-pending 10604316 10614891 3809 10604316 10614891 3809 10604316 10613008 3809
Chr10 Complement NT_039495.1 CGGTCACCATGACAT 3111062 Pald 3142760 3078352 31698 3114872 3078352 3810 3114843 3079780 3781
Chr1 Normal NT_039180.1 GGGCCAGGCTGACCT 14419381 4933411J24Rik 14415569 14442922 3812 14415569 14442922 3812 14415698 14441826 3683
Chr11 Complement NT_039521.1 GGGTCATACTGACAC 27259836 Caskin2-pending 27265138 27250463 5302 27263649 27250848 3813 27263449 27251456 3613
Chr10 Normal NT_039496.1 AGCTCAAACTGACCC 3441908 1810010L20Rik 3438051 3454676 3857 3438094 3454676 3814 3438150 3453010 3758
Chr11 Normal NT_039521.1 GGGTCACCTTGACAG 7787995 Hoxb1 7784181 7786105 3814 7784181 7785919 3814 7784256 7785568 3739
Chr10 Normal NT_039500.1 AGGTCAGCCTGACAG 31457042 LOC331684 31453228 31520320 3814 31453228 31520320 3814 31453228 31520320 3814
Chr1 Complement NT_039170.1 AGGCCAGTGTGACCA 36291257 2310076N22Rik 36295101 36280635 3844 36295072 36283425 3815 36294206 36280842 2949
Chr14 Complement NT_039606.1 AGGCCATATTGACCA 7680099 5730442K12Rik 7683919 7664232 3820 7683919 7664232 3820 7683870 7664644 3771
Chr5 Normal NT_039305.1 TGGTCATGATGGCCT 30257366 LOC231271 30253546 30331972 3820 30253546 30331972 3820 30253546 30331972 3820



Chr5 Normal NT_039324.1 AGGTCGATGTGACTT 2010113 2510048O06Rik 2006125 2021728 3988 2006292 2021489 3821 2006353 2021242 3760
Chr6 Normal NT_039350.1 GAGTCGTCATGACCC 2373962 Ggcx 2370120 2386516 3842 2370141 2386516 3821 2370215 2385964 3747
Chr10 Normal NT_039496.1 AGGTCAGGCTGGCCC 6369007 Onecut3 6365185 6384575 3822 6365185 6384575 3822 6365239 6384575 3768
Chr8 Normal NT_039467.1 GGGACAGCATGACCC 42275565 LOC330844 42271741 42279476 3824 42271741 42279476 3824 42271741 42279476 3824
Chr11 Normal NT_039521.1 TGGTCATTTTGTCCT 28891644 LOC195100 28887818 28917798 3826 28887818 28917798 3826 28888390 28917798 3254
Chr2 Normal NT_039208.1 TGGTCCACGTGACCT 22098470 Sfpi1 22080237 22134356 18233 22094644 22113603 3826 22094796 22113241 3674
Chr5 Normal NT_039315.1 AGGTCACCTTGAACT 1169079 2610020C11Rik 1165252 1181442 3827 1165252 1181442 3827 1165400 1181018 3679
Chr5 Normal NT_039332.1 AGGTCATAATGGCCA 27814 Gats 14898 29814 12916 23986 29814 3828 24016 27322 3798
Chr7 Normal NT_039429.1 AGGTCAATCTGACAA 7428116 B230207H15Rik 7423566 7641375 4550 7424287 7641375 3829 7424380 7638913 3736
Chr1 Normal NT_039169.1 TGGTCATAATGACTT 3409491 Tfap2d 3405662 3468978 3829 3405662 3468978 3829 3405896 3468818 3595
Chr18 Complement NT_039674.1 TTGTCATGCTGACCT 27730950 LOC225328 27734780 27734168 3830 27734780 27734168 3830 27734639 27734286 3689
Chr6 Normal NT_039359.1 TGTTCAGGTTGACCC 7384749 LOC243690 7380919 7385775 3830 7380919 7385775 3830 7380919 7385775 3830
Chr9 Complement NT_039480.1 ATGTCGTAGTGACCC 4312003 Pdcd6ip 4315970 4261400 3967 4315833 4263078 3830 4315833 4263078 3830
Chr2 Normal NT_039205.1 TGGTCAAAGTGGCCC 4391622 Rpl7a 4387593 4397474 4029 4387791 4390055 3831 4387791 4390055 3831
Chr8 Normal NT_039455.1 GTGTCACAGTGACCG 11596402 Myom2 11592570 11667615 3832 11592570 11667615 3832 11599558 11667149 -3156
Chr17 Normal NT_039656.1 TGGTCAACTTGATCT 1098199 LOC240118 1094365 1165359 3834 1094365 1165359 3834 1094365 1165359 3834
Chr4 Normal NT_039264.1 AGGTAGAGGTGACCC 16835126 Prdx1 16831247 16845682 3879 16831292 16845196 3834 16833101 16844939 2025
Chr4 Complement NT_039268.1 GGGTCATGCTGGCCT 2724017 Car6 2730715 2716401 6698 2727853 2716401 3836 2727569 2716788 3552
Chr9 Normal NT_039471.1 GGATCAAGTTGACCT 8734681 LOC210240 8730844 8898257 3837 8730844 8898257 3837 8730844 8898257 3837
Chr3 Normal NT_039228.1 AGGTTATAATGACCC 3646969 6330416C07Rik 3643131 3693107 3838 3643131 3691360 3838 3645550 3677374 1419
Chr16 Normal NT_039624.1 GGGTGGCTGTGACCT 56036034 Cpo 56032195 56041993 3839 56032195 56041993 3839 56032598 56040389 3436
Chr7 Complement NT_039436.1 GGGTGACTGTGACCA 1042386 1810014F10Rik 1046229 1040593 3843 1046228 1043298 3842 1046217 1043469 3831
Chr1 Complement NT_039170.1 AGGCCAGTGTGACCA 36291257 2310076N22Rik 36295101 36280635 3844 36295101 36280635 3844 36294206 36280842 2949
Chr4 Complement NT_039262.1 CGGTCATGTTGTCCC 11594441 LOC242502 11598285 11530625 3844 11598285 11530625 3844 11598285 11530625 3844
Chr6 Complement NT_039355.1 TGGTCAAACAGACCT 4424942 D6Ertd263e 4428788 4419093 3846 4428788 4419093 3846 4427174 4419127 2232
Chr11 Normal NT_039521.1 AGGACAGTCTGACCT 30775431 Card14 30764540 30802146 10891 30771580 30801959 3851 30773878 30801513 1553
Chr1 Complement NT_039185.1 AGGTCAGGGTGCCCT 15274419 Usp21 15279262 15273257 4843 15278270 15273504 3851 15278250 15273514 3831
Chr7 Normal NT_039420.1 GGGTCGCGGGGACCC 2212162 Mata2-pending 2208310 2209553 3852 2208310 2209480 3852 2208344 2209185 3818
Chr11 Complement NT_039515.1 AGCTCATGCTGACCC 784982 AI414849 789801 782159 4819 788835 782159 3853 788324 782688 3342
Chr15 Normal NT_039621.1 GGGTCAGCCTCACCA 47160316 LOC239569 47156461 47164947 3855 47156461 47164947 3855 47156461 47164947 3855
Chr6 Complement NT_039350.1 AGGTCAGGCTGATCA 3421502 4931417E11Rik 3425359 3424274 3857 3425359 3424274 3857 3425256 3424339 3754
Chr10 Normal NT_039496.1 AGGTCGGGATGACAT 2311825 Mcm3ap 2307915 2354992 3910 2307966 2354992 3859 2309083 2354876 2742
Chr11 Complement NT_039520.1 AGGTGAGGCTGACCT 30341263 Aipl1 30345174 30336311 3911 30345124 30336752 3861 30345124 30336841 3861
Chr14 Normal NT_039606.1 AGTTCAAGTTGACCT 12176666 2610528H13Rik 12172804 12202731 3862 12172804 12202731 3862 12172885 12201612 3781
Chr9 Normal NT_039474.1 AGGTCATAGTGAGCA 8998686 4732459H24Rik 8994824 9090286 3862 8994824 9090286 3862 8994824 9090286 3862
Chr14 Normal NT_039609.1 GGATCACATTGACCT 4917152 Cln5 4913290 4920578 3862 4913290 4920578 3862 4913420 4919302 3732
Chr14 Normal NT_039609.1 GTGTCACCACGACCC 21894836 LOC328475 21890974 21899515 3862 21890974 21899515 3862 21890974 21899515 3862
Chr15 Normal NT_039617.1 TGGTCAGAATGACCT 3227150 Dab2 3135595 3277438 91555 3223287 3276331 3863 3253631 3273777 -26481
Chr12 Complement NT_039553.1 GGGTCATGATGACTA 7008078 2810452K22Rik 7011976 6995469 3898 7011942 6996012 3864 7011915 6996774 3837
Chr2 Complement NT_039209.1 AGGTCAGCTGGACCC 6223882 LOC212717 6227746 6221699 3864 6227746 6221699 3864 6227703 6224041 3821
Chr9 Normal NT_039474.1 GGGTCAAAATGACAG 24487759 Gcm1 24483892 24497465 3867 24483892 24497451 3867 24485885 24497105 1874
Chr7 Complement NT_039429.1 AGGTCAAACTGACAT 10413438 4933417L02Rik 10417413 10368482 3975 10417306 10389327 3868 10416458 10390971 3020
Chr1 Complement NT_039171.1 GGGTCAAGTTGACAC 2249392 LOC269210 2253260 2252455 3868 2253260 2252455 3868 2253086 2252799 3694
Chr3 Normal NT_039242.1 AGATCATGTTGACCT 24414193 LOC332845 24410325 24434534 3868 24410325 24434534 3868 24410325 24434534 3868
Chr8 Normal NT_039456.1 GGGTCAAAATGAGCT 2848400 LOC209157 2844530 2866850 3870 2844530 2866850 3870 2844530 2866850 3870
Chr9 Complement NT_039474.1 GGGTCACATTGAGCT 6798499 LOC330955 6802369 6801237 3870 6802369 6801237 3870 6802298 6801540 3799
Chr16 Complement NT_039625.1 TGGTCACCATGATCT 15346779 LOC224379 15350651 15320777 3872 15350651 15320777 3872 15350651 15320777 3872
Chr7 Normal NT_039394.1 AGGTGGGAATGACCT 451472 LOC232895 447600 453404 3872 447600 453404 3872 449607 450245 1865
Chr16 Complement NT_039625.1 GGGTCAATTTGAACG 29483714 Hlcs 29487587 29349067 3873 29487587 29349067 3873 29486112 29350989 2398
Chr10 Complement NT_039509.1 ATGTCATCCCGACCT 132401 Mcm3ap 136325 89353 3924 136274 89353 3873 135157 89469 2756
Chr17 Normal NT_039658.1 GGGTCGACTTGACAC 6813423 AI181996 6809547 6812768 3876 6809547 6812768 3876 6811989 6812318 1434
Chr5 Complement NT_039311.1 TGGTCAGTATGACGT 70554 Pgbpll 75873 71552 5319 74430 71558 3876 74259 71593 3705
Chr7 Normal NT_039433.1 GGGTCGATGTGACCA 14660442 LOC330645 14656565 14660911 3877 14656565 14660911 3877 14659119 14659406 1323
Chr5 Normal NT_039307.1 GGGGCATGCTGACCT 7791155 LOC231368 7787277 7787741 3878 7787277 7787741 3878 7787277 7787741 3878
Chr15 Normal NT_039621.1 TGTTCAGTTTGACCC 64554149 Hoxc13 64550270 64557952 3879 64550270 64557952 3879 64550327 64556564 3822
Chr15 Complement NT_039621.1 AGGTCACAGTGTCCT 39801026 1700061J05Rik 39804907 39787405 3881 39804907 39787405 3881 39799169 39787474 -1857
Chr10 Normal NT_039496.1 GGGTCATTGTGACAC 6578028 LOC208240 6573797 6575445 4231 6574147 6575445 3881 6574181 6575286 3847
Chr5 Normal NT_039311.1 AGGTCAGTCTGTCCT 258554 Pole 254591 305233 3963 254673 305233 3881 254673 305023 3881
Chr6 Normal NT_039369.1 AGGTCAGGCTGGCCT 60472 Gnb3 56588 62623 3884 56588 62623 3884 57143 62186 3329
Chr8 Normal NT_039462.1 GGGTAAAGGTGACCA 4132309 Lpl 4128385 4155184 3924 4128425 4154668 3884 4128624 4152429 3685
Chr1 Normal NT_039184.1 CAGTCATGGTGACCT 3694889 Nd1-pending 3691005 3705890 3884 3691005 3705890 3884 3692628 3704995 2261
Chr4 Complement NT_039258.1 TGGTCAACTTGATCC 19343528 LOC329805 19347413 19241045 3885 19347413 19241045 3885 19347287 19241045 3759
Chr7 Complement NT_039420.1 GGGTCAGGCTGGCCC 1142391 Scgf 1146342 1143637 3951 1146277 1143637 3886 1146148 1143924 3757
Chr14 Normal NT_039598.1 AGGACAGTATGACCT 4108504 Itih4 4104606 4120282 3898 4104617 4120150 3887 4104633 4120005 3871
Chr12 Normal NT_039549.1 GGGTCAAGGTGACTA 3869220 LOC328088 3865332 3869849 3888 3865332 3869849 3888 3868576 3868938 644
Chr17 Complement NT_039655.1 TGGTCAGGCTGCCCC 7927114 LOC328832 7931005 7929427 3891 7931005 7929427 3891 7930177 7929755 3063
Chr4 Normal NT_039264.1 GGGCCGTGCTGACCT 7046052 Ssbp3 7042161 7180384 3891 7042161 7179256 3891 7042548 7178744 3504
Chr1 Complement NT_039170.1 TGGTCGCCATGACCC 52240101 2310061B02Rik 52252886 52236801 12785 52243993 52236801 3892 52243949 52237969 3848
Chr7 Complement NT_039407.1 AGGTCAGGCTGGCCC 1051949 LOC232974 1055841 1051488 3892 1055841 1051488 3892 1055841 1051488 3892
Chr7 Normal NT_039428.1 CGGTCATCGTCACCT 6377116 LOC244030 6373224 6392649 3892 6373224 6392649 3892 6373224 6392649 3892
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572845 6330576B01Rik 6576739 6574279 3894 6576739 6574279 3894 6574861 6574496 2016
Chr5 Normal NT_039314.1 AGGTCAAGGTGAGCC 6179823 AB041661 6175929 6211003 3894 6175929 6211003 3894 6204089 6209497 -24266
Chr11 Normal NT_039520.1 GAGTCAGCATGACCA 31003729 Ankhzn 30999835 31081114 3894 30999835 31081046 3894 30999850 31050325 3879
Chr5 Complement NT_039317.1 GGGTCACTCTGACTA 267417 LOC330226 271312 269913 3895 271312 269913 3895 270446 270126 3029
Chr15 Complement NT_039621.1 AGCTCAGATTGACCA 38775515 LOC332112 38779411 38767854 3896 38779411 38767854 3896 38779411 38767854 3896
Chr16 Complement NT_039624.1 AAGTCAGTATGACCC 39246063 Gap43 39267838 39157268 21775 39249960 39157456 3897 39249959 39157853 3896
Chr8 Normal NT_039462.1 AGGTCAGCTTGACTC 5496713 Sfrs14 5492816 5538441 3897 5492816 5518867 3897 5495273 5518830 1440
Chr6 Complement NT_039350.1 GAGTCATTTTGACCA 8340221 Ingaprp-pending 8344119 8341130 3898 8344119 8341130 3898 8343762 8341327 3541
Chr11 Normal NT_039520.1 AGGTCAACTTGATCC 6897756 LOC216707 6893858 6902490 3898 6893858 6902490 3898 6893858 6902490 3898
Chr2 Normal NT_039212.1 GGGTAGGTGTGACCC 1144003 LOC241840 1140103 1263399 3900 1140103 1141764 3900 1140290 1140745 3713
Chr10 Complement NT_039496.1 AGGTCCAGGTGACCA 5440476 Theg 5444376 5433516 3900 5444376 5433516 3900 5444111 5433573 3635
Chr9 Complement NT_039474.1 GGGTCACACTGCCCT 3744486 Scamp5 3748424 3721830 3938 3748387 3724148 3901 3732352 3724172 -12134
Chr15 Complement NT_039618.1 GGGTCAAGGTGACAA 4395063 LOC223375 4398965 4347782 3902 4398965 4347782 3902 4398965 4347782 3902
Chr17 Normal NT_039649.1 GGGTCACGTGGACCT 1033193 C630036E02Rik 1029290 1038711 3903 1029290 1038711 3903 1032258 1037259 935
Chr7 Normal NT_039436.1 GGGTCCTTGTGACCC 2697729 LOC330675 2693822 2696998 3907 2693822 2696998 3907 2694146 2696996 3583
Chr3 Normal NT_039242.1 TGGCCATGTTGACCT 18015538 LOC215299 18011630 18035145 3908 18011630 18035145 3908 18011630 18035145 3908
Chr14 Complement NT_039606.1 GTGTCAGGGTGACCT 25957100 Pcdh8 25961087 25956571 3987 25961008 25956571 3908 25960896 25957146 3796
Chr7 Complement NT_039435.1 TGGGCAGCTTGACCT 2619382 5830403F22Rik 2623291 2574130 3909 2623291 2574130 3909 2574444 2574145 -44938
Chr4 Complement NT_039265.1 TGTTCACGGTGACCT 2654493 3100002H09Rik 2658403 2657531 3910 2658403 2657531 3910 2658357 2657935 3864
Chr9 Normal NT_039482.1 AGGTCTAAATGACCC 5682806 4921538N17Rik 5678894 5709081 3912 5678894 5709081 3912 5679012 5708962 3794
Chr2 Complement NT_039206.1 CGGTCACAGTGACCT 169795 LOC329387 173708 84237 3913 173708 84237 3913 85843 85379 -83952
Chr1 Normal NT_039170.1 ATGTCGTGGTGACCC 13969139 D430024K22Rik 13965177 13981473 3962 13965225 13977971 3914 13976014 13977647 -6875
Chr2 Complement NT_039210.1 AGGTCTTCTCGACCC 5500562 LOC228838 5504478 5497950 3916 5504478 5497950 3916 5504478 5503018 3916
Chr7 Complement NT_039414.1 GGCTCAGAACGACCT 1003355 2700023B17Rik 1007358 962610 4003 1007275 962669 3920 1007213 965906 3858
Chr2 Normal NT_039208.1 AGGGCACCCTGACCT 24189248 LOC277414 24185326 24675705 3922 24185326 24199533 3922 24195398 24197697 -6150



Chr11 Complement NT_039520.1 ATGTCAGCTTGACCT 30572468 LOC237831 30576391 30553331 3923 30576391 30553331 3923 30576391 30553331 3923
Chr3 Complement NT_039234.1 GGGTCATAATGGCCC 24966492 Dap3 24971587 24943831 5095 24970416 24943919 3924 24963204 24944216 -3288
Chr6 Normal NT_039355.1 GGGTGGTGGTGACCC 13739065 Mfap5-pending 13735065 13751070 4000 13735141 13751070 3924 13735808 13750216 3257
Chr19 Complement NT_039684.1 AGGTTATCCTGACCA 1324627 2010003J03Rik 1328553 1323784 3926 1328553 1323784 3926 1327104 1325209 2477
Chr2 Complement NT_039210.1 AGGTCATAATGAGCC 3207205 Apba2bp 3214368 3199883 7163 3211132 3199883 3927 3210142 3200619 2937
Chr13 Normal NT_039579.1 GGGTCCGGATGACCT 645467 D330015H01Rik 641539 645623 3928 641539 645623 3928 643687 643995 1780
Chr18 Complement NT_039674.1 AGGTAGTTGTGACCC 61269983 LOC271528 61273911 61273525 3928 61273911 61273525 3928 61273911 61273525 3928
Chr6 Complement NT_039343.1 CGGTCAACCAGACCC 12356324 A530053G22Rik 12360255 12352905 3931 12360255 12352905 3931 12360164 12354185 3840
Chr10 Normal NT_039492.1 GGGTCAACTTGACAC 3348597 LOC215865 3344666 3345306 3931 3344666 3345306 3931 3344666 3345306 3931
Chr11 Complement NT_039515.1 AGGCCAGCTTGACCC 20820270 LOC327885 20824202 20820697 3932 20824202 20820697 3932 20821912 20821637 1642
Chr13 Complement NT_039580.1 GTGTCAGAGTGACCT 1470530 Elovl2 1474463 1436595 3933 1474463 1436595 3933 1474427 1439390 3897
Chr3 Normal NT_039242.1 AGGGCAGCTTGACCT 17553506 LOC215283 17549572 17549991 3934 17549572 17549991 3934 17549572 17549991 3934
Chr8 Complement NT_039464.1 TGGTCAACTTGACCT 323437 2310015I10Rik 327372 324191 3935 327372 324191 3935 327327 324623 3890
Chr5 Normal NT_039314.1 TCGTCAGGATGACCT 5359010 Cldn3 5355075 5356511 3935 5355075 5356511 3935 5355484 5356143 3526
Chr6 Complement NT_039350.1 AGGTCAACTTGATCC 3406834 LOC243479 3410769 3330075 3935 3410769 3330075 3935 3410751 3330075 3917
Chr9 Complement NT_039472.1 CGGTCTCAGTGACCC 7282541 Fbxl12 7290579 7281509 8038 7286478 7281549 3937 7286079 7282185 3538
Chr7 Complement NT_039433.1 TCGTCAAGTTGACCC 23145366 LOC272439 23149303 23105759 3937 23149303 23105759 3937 23149303 23105759 3937
Chr11 Complement NT_039521.1 AGGTCAGCCTGATCT 12835196 2310044P18Rik 12839313 12828367 4117 12839134 12828543 3938 12839089 12828590 3893
Chr5 Complement NT_039308.1 AGGTCAACTTGATCC 6412457 LOC333040 6416395 6361862 3938 6416395 6361862 3938 6416395 6361862 3938
Chr13 Complement NT_039579.1 AGCTCATCCTGACCA 4620326 Ssr1 4624321 4608145 3995 4624267 4608225 3941 4624215 4609871 3889
Chr14 Complement NT_039609.1 GGGTCATGATGATCC 23802467 LOC328478 23806409 23801998 3942 23806409 23801998 3942 23803175 23802180 708
Chr8 Normal NT_039467.1 AAGTCAGCTTGACCG 37700586 C130044A18Rik 37696642 37741824 3944 37696642 37741824 3944 37696642 37741824 3944
Chr17 Complement NT_039655.1 GGGTCACCACGACAC 6277646 8430404F20Rik 6295426 6274463 17780 6281592 6277436 3946 6281516 6281199 3870
Chr11 Normal NT_039520.1 AGGTAAAACTGACCC 33785925 G430029E23Rik 33781979 33839230 3946 33781979 33839230 3946 33783206 33838444 2719
Chr6 Complement NT_039341.1 GGGTGGTTCTGACCC 16731070 LOC232780 16735016 16734076 3946 16735016 16734076 3946 16734974 16734408 3904
Chr7 Complement NT_039399.1 GGGTCAACTTGACAC 121564 LOC243860 125510 122805 3946 125510 122805 3946 125510 122805 3946
Chr19 Complement NT_039692.1 TGGTCCATCTGACCT 4900671 LOC329066 4904617 4902967 3946 4904617 4902967 3946 4903420 4903148 2749
Chr1 Normal NT_039170.1 GGGCCAAGATGACCA 23600433 LOC329134 23596483 23597172 3950 23596483 23597172 3950 23596483 23597172 3950
Chr11 Complement NT_039520.1 AGATCAGGTTGACCT 38324585 LOC331764 38328535 38292380 3950 38328535 38292380 3950 38328535 38292380 3950
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572788 6330576B01Rik 6576739 6574279 3951 6576739 6574279 3951 6574861 6574496 2073
Chr10 Normal NT_039495.1 AAGTCACTCTGACCA 3072476 LOC237361 3068525 3069029 3951 3068525 3069029 3951 3068546 3068992 3930
Chr9 Normal NT_039482.1 AGGTTGTCCTGACCT 5071260 Acaa1 5066944 5075942 4316 5067307 5075942 3953 5067344 5075942 3916
Chr11 Complement NT_039521.1 GGGTCATGGTGACCA 30599874 LOC328045 30603828 30599818 3954 30603828 30599818 3954 30603655 30603260 3781
Chr9 Normal NT_039474.1 AGGTCACCTTGGCCA 18991965 LOC330977 18988011 18989842 3954 18988011 18989842 3954 18988024 18988314 3941
ChrX Normal NT_039711.1 AGGTTAGTGTGACCT 10240751 2610029G23Rik 10236776 10273756 3975 10236796 10240485 3955 10236815 10240202 3936
Chr7 Complement NT_039420.1 AGGTCATCCTGACAG 2574995 1700008E09Rik 2578951 2578252 3956 2578951 2578252 3956 2578720 2578337 3725
Chr19 Normal NT_039684.1 GGGTGAGGCTGACCA 2532917 AI790298 2528961 2534660 3956 2528961 2534660 3956 2532660 2533652 257
Chr14 Normal NT_039598.1 AGGTCAAGGTGACTT 6085399 E130203B14Rik 6081442 6166830 3957 6081442 6166830 3957 6081598 6165205 3801
Chr4 Complement NT_039262.1 TGGCCATTATGACCT 472740 LOC277673 476697 416506 3957 476697 416506 3957 476585 417070 3845
Chr11 Normal NT_039515.1 AGCTCAGTCTGACCT 20096156 4930430E16Rik 20091374 20107573 4782 20092198 20107573 3958 20099633 20107390 -3477
Chr2 Normal NT_039209.1 AGGTCACTATGACTG 36324129 Ankrd5 36303498 36570337 20631 36320169 36343942 3960 36325115 36343811 -986
Chr5 Complement NT_039336.1 AGGTCAAGATGACAG 261204 LOC194299 282428 219381 21224 265164 221887 3960 265164 226375 3960
Chr17 Normal NT_039658.1 AGGTTGTAGTGACCC 17043470 LOC328867 17039510 17041731 3960 17039510 17041731 3960 17040390 17040791 3080
Chr5 Normal NT_039302.1 AGGTCACTGTGGCCC 2584243 Adra2c 2580282 2583843 3961 2580282 2583843 3961 2581848 2583224 2395
Chr2 Complement NT_039202.1 AAGTCACCCTGACCC 13267887 LOC227590 13271848 13266419 3961 13271848 13266419 3961 13267070 13266795 -817
Chr9 Normal NT_039472.1 GGGTTATTTTGACCC 25688758 LOC270147 25684796 25707931 3962 25684796 25707931 3962 25684796 25707931 3962
Chr4 Complement NT_039260.1 TGGTCCTAATGACCT 2961630 2810011G06Rik 2965701 2948246 4071 2965593 2948246 3963 2965571 2952179 3941
Chr7 Complement NT_039433.1 GGGTGATAGCGACCT 9745798 A430081P20Rik 9869366 9683594 123568 9749762 9684221 3964 9724593 9684638 -21205
Chr19 Normal NT_039685.1 AGGTCAGTGTGACAA 264911 Chrm1 260730 278509 4181 260946 278509 3965 274875 276257 -9964
Chr9 Complement NT_039472.1 GGGTCTGCGTGACCA 14686643 LOC244763 14690609 14660812 3966 14690609 14660812 3966 14690609 14660812 3966
Chr2 Complement NT_039209.1 TGGTCAAAATGACTC 45754288 Crnkl1 45758572 45741040 4284 45758256 45741040 3968 45758162 45741982 3874
Chr11 Complement NT_039521.1 AGATCAGGCTGACCT 6322479 LOC217122 6326447 6278945 3968 6326447 6278945 3968 6280188 6279528 -42291
Chr9 Complement NT_039482.1 AGGTCAGGATAACCC 4876688 MGC29978 4880714 4871674 4026 4880657 4871695 3969 4880645 4871989 3957
Chr5 Complement NT_039305.1 AGGTCATAATGTCCT 12840986 LOC242988 12844956 12779093 3970 12844956 12779093 3970 12844956 12779093 3970
Chr17 Complement NT_039661.1 AAGTCATCCTGACCA 135398 LOC333867 139368 127608 3970 139368 127608 3970 139368 127608 3970
ChrX Complement NT_039699.1 TGCTCAAGCTGACCT 754036 LOC208429 758007 755808 3971 758007 755808 3971 757910 756141 3874
Chr16 Normal NT_039625.1 GGGGCAGCACGACCC 29496929 LOC239973 29492957 29542508 3972 29492957 29542508 3972 29492957 29542508 3972
Chr4 Complement NT_039263.1 AGGTCAGGGTGAGCA 10804995 4930471O16Rik 10808968 10772335 3973 10808968 10773139 3973 10808968 10776428 3973
Chr19 Normal NT_039689.1 CTGTCACTTTGACCT 4061253 LOC240657 4057279 4058600 3974 4057279 4058600 3974 4057279 4058600 3974
Chr5 Complement NT_039339.1 GGGTCAGCTTGGCCT 45258 LOC333894 49232 38525 3974 49232 38525 3974 49232 38525 3974
Chr2 Normal NT_039206.1 AGGACAGGCTGACCA 16068373 Kif5c 16064156 16394343 4217 16064397 16203651 3976 16064397 16203651 3976
Chr7 Complement NT_039400.1 TGGTCATTTTTACCC 1025766 Pvrl2 1029743 1008370 3977 1029743 1008370 3977 1029743 1009215 3977
Chr8 Complement NT_039459.1 AGGTCACAATGACAC 1055418 AI481402 1059396 969050 3978 1059396 969050 3978 1059345 978317 3927
Chr3 Normal NT_039248.1 GGGTCCACTTGACCC 249222 Fgf2 245069 296117 4153 245244 296084 3978 245244 296084 3978
Chr9 Complement NT_039472.1 AGTTCATATTGACCC 6698744 LOC235021 6702723 6702079 3979 6702723 6702079 3979 6702723 6702079 3979
Chr9 Normal NT_039480.1 GGGTGAGTGTGACCC 1434289 LOC260408 1430310 1437031 3979 1430310 1437031 3979 1430356 1436800 3933
Chr1 Normal NT_039172.1 GGGGCAAAGTGACCA 639710 LOC332468 635731 643883 3979 635731 643883 3979 635731 643883 3979
Chr8 Normal NT_039455.1 GGGTCACGGTGACCT 683923 LOC244245 679942 682217 3981 679942 682217 3981 680085 680912 3838
Chr14 Complement NT_039599.1 ACGTCATCATGACCA 2073966 Cnih 2077949 2065283 3983 2077949 2065283 3983 2077874 2066133 3908
Chr5 Complement NT_039313.1 AAGTCACCATGACCA 4881046 Hpvc2 4885029 4884785 3983 4885029 4884785 3983 4885029 4884796 3983
Chr16 Normal NT_039624.1 ATGTCGTGCTGACCC 30310355 CCC9 30306370 30452173 3985 30306370 30452171 3985 30306370 30451857 3985
Chr12 Complement NT_039539.1 AGGTCAACCTGAGCC 14780107 2210409H23Rik 14784093 14692075 3986 14784093 14692075 3986 14784093 14692075 3986
Chr15 Normal NT_039621.1 TGGTGAGATTGACCC 57587741 LOC239639 57583753 57586537 3988 57583753 57586537 3988 57583753 57586537 3988
Chr6 Complement NT_039343.1 AGGTCAACTTGATCC 18430474 LOC243410 18434462 18420962 3988 18434462 18420962 3988 18434462 18420962 3988
Chr10 Normal NT_039500.1 GGGGCAGCACGACCC 21309107 LOC237524 21305117 21373314 3990 21305117 21373314 3990 21305117 21373314 3990
Chr4 Normal NT_039264.1 AGCTCAAGCTGACCT 2066911 LOC332923 2062921 2081709 3990 2062921 2081709 3990 2062921 2081709 3990
Chr8 Normal NT_039467.1 GGGTCAAGCTGAGCT 86644 Sin3b 82653 117866 3991 82653 117866 3991 82665 116236 3979
Chr17 Normal NT_039656.1 GGGTTATAGTGACCC 1347310 LOC328843 1343318 1343629 3992 1343318 1343629 3992 1343318 1343629 3992
Chr8 Normal NT_039459.1 AGGTCAAATTGACAC 522882 4930592A21Rik 518889 526123 3993 518889 526123 3993 518916 524603 3966
Chr7 Complement NT_039428.1 TGGTCACCCCGACCT 12717100 5630401D06Rik 12721094 12718899 3994 12721094 12718899 3994 12720784 12720503 3684
Chr10 Normal NT_039500.1 AGGCCAAGATGACCT 1971215 LOC237432 1967221 2013656 3994 1967221 2013656 3994 1967221 2013656 3994
Chr6 Complement NT_039356.1 CAGTCAGCTTGACCT 4238935 Klrb1c 4242930 4233404 3995 4242930 4233404 3995 4242831 4235103 3896
Chr4 Normal NT_039264.1 AGCTCAAGCTGACCT 2035630 LOC235961 2031635 2034422 3995 2031635 2034422 3995 2031635 2034422 3995
Chr6 Normal NT_039343.1 GGATCAAGTTGACCT 20424361 LOC232050 20420365 20420911 3996 20420365 20420911 3996 20420365 20420911 3996
Chr17 Complement NT_039650.1 AAGTCATCCTGACCA 771363 LOC240090 775359 763428 3996 775359 763428 3996 775359 763428 3996
Chr14 Complement NT_039609.1 AGGTCAATCTGAGCT 22033509 LOC332057 22037505 22023136 3996 22037505 22023136 3996 22037505 22023136 3996
Chr2 Complement NT_039209.1 AGTTCATGCTGACCT 19623003 4930485G23Rik 19627000 19625407 3997 19627000 19625407 3997 19626766 19626476 3763
Chr10 Complement NT_039500.1 GGATCAAGTTGACCA 19493967 LOC237512 19497964 19497581 3997 19497964 19497581 3997 19497964 19497581 3997
Chr5 Complement NT_039297.1 GGGTCGTGCTGCCCC 782178 LOC330030 786175 784672 3997 786175 784672 3997 786156 785120 3978
Chr3 Normal NT_039253.1 AGGTCATACTGACTA 83488 Trpc3 60910 130380 22578 79491 130287 3997 79491 129604 3997
Chr13 Complement NT_039590.1 GGGTCAACCTGACAG 22143208 LOC331974 22147206 22146574 3998 22147206 22146574 3998 22147206 22146574 3998
Chr4 Normal NT_039266.1 AGATCGTTCTGACCT 5771022 9430088F20 5734345 5773580 36677 5767023 5773580 3999 5767299 5772228 3723
Chr13 Normal NT_039590.1 AGGTCATCCTGAGCT 9391286 LOC328324 9387287 9403080 3999 9387287 9403080 3999 9402116 9402412 -10830
Chr6 Normal NT_039367.1 TGGTCACTTTGCCCC 116750 V1ra8 112750 113589 4000 112750 113589 4000 112750 113589 4000
Chr6 Complement NT_039356.1 AGGCCAGCCTGACCT 253964 Gnb3 257966 251897 4002 257966 251897 4002 257411 252286 3447



Chr8 Normal NT_039460.1 AGATCAAATTGACCG 1923006 LOC244458 1919001 1926926 4005 1919001 1926926 4005 1919001 1926926 4005
Chr11 Normal NT_039521.1 AAGTCAAGATGACCC 6358699 LOC217123 6354684 6371465 4015 6354692 6371465 4007 6354798 6370048 3901
Chr1 Normal NT_039170.1 GTGTCAACTTGACCT 5536772 LOC226948 5532764 5557684 4008 5532764 5557684 4008 5532764 5557684 4008
Chr6 Complement NT_039353.1 AGGTCACCCTGGCCT 4559293 AW048498 4563302 4538216 4009 4563302 4538216 4009 4543877 4538357 -15416
Chr3 Normal NT_039228.1 GGGTCCACTTGACCC 8490229 Fgf2 8486044 8542235 4185 8486219 8542166 4010 8486219 8542166 4010
Chr5 Normal NT_039329.1 AGGTTGTTTTGACCC 140655 LOC330251 136645 138200 4010 136645 138200 4010 136809 137429 3846
Chr17 Normal NT_039649.1 TGTTCATGTTGACCT 2266379 2310051D06Rik 2262368 2266107 4011 2262368 2266107 4011 2262861 2265429 3518
Chr15 Normal NT_039621.1 GGGTCTGTGTGACCT 64042907 Sp1 64038894 64065284 4013 64038894 64065284 4013 64038982 64063638 3925
Chr16 Normal NT_039624.1 AGCTCAGAATGACCT 13883039 1300018G05Rik 13878982 13903695 4057 13879025 13901365 4014 13879145 13901185 3894
Chr4 Normal NT_039264.1 GGGTCCTGGTGACCT 15058948 9130206I24Rik 15054934 15067590 4014 15054934 15067590 4014 15059393 15067467 -445
Chr7 Complement NT_039435.1 AGGTCAGAAGGACCT 4761034 LOC330664 4765048 4747849 4014 4765048 4747849 4014 4748242 4747958 -12792
ChrX Normal NT_039726.1 CGGTGAGCTTGACCC 5213687 LOC237195 5209671 5211980 4016 5209671 5211980 4016 5210558 5211055 3129
Chr8 Complement NT_039455.1 ATGTCATAATGACCC 10315370 LOC330712 10319387 10316738 4017 10319387 10316738 4017 10318812 10318477 3442
Chr8 Complement NT_039467.1 GGGTCTTCTCGACCC 11152528 Gpsn2 11156565 11133659 4037 11156546 11133659 4018 11156435 11133767 3907
Chr9 Normal NT_039471.1 ATGTCAACTTGACCA 4697543 LOC330878 4693524 4695216 4019 4693524 4695216 4019 4694382 4694567 3161
Chr11 Complement NT_039521.1 GGCTCAGGCTGACCT 31000579 Nptx1 31004687 30996145 4108 31004598 30996145 4019 31004362 30999246 3783
Chr8 Complement NT_039467.1 AGGTCATTTTGGCCT 23451787 LOC330832 23455807 23416686 4020 23455807 23416686 4020 23436656 23417283 -15131
Chr2 Complement NT_039208.1 GGGTCGTACTGCCCC 17364259 MOR186-1 17368280 17367342 4021 17368280 17367342 4021 17368280 17367342 4021
Chr10 Normal NT_039496.1 AGGTCACTCTGGCCT 5851530 Cnn2 5847475 5854263 4055 5847508 5854263 4022 5847552 5853488 3978
Chr11 Normal NT_039535.1 GGGTCCCAGTGACCA 97356 MOR255-1 93334 94269 4022 93334 94269 4022 93334 94269 4022
Chr4 Complement NT_039259.1 AGGTCAGAATGACCA 11620797 1700003M02Rik 11624891 11596981 4094 11624821 11596981 4024 11624774 11597190 3977
Chr18 Normal NT_039674.1 AGGTGATAGTGACCA 34993333 Pcdh13 34936312 35116240 57021 34989309 35116240 4024 34936312 35114499 57021
Chr8 Normal NT_039467.1 CGGTCATGGTGACAT 21987032 Slc12a3 21982992 22020013 4040 21983004 22019840 4028 21983016 22019838 4016
Chr3 Complement NT_039226.1 TGGTCACTATGCCCC 8072658 LOC229070 8076687 8075008 4029 8076687 8075008 4029 8076658 8075894 4000
Chr1 Complement NT_039170.1 AGGGCATGCTGACCT 45952082 LOC241079 45956113 45917444 4031 45956113 45917444 4031 45956113 45917444 4031
Chr7 Normal NT_039424.1 AGGTCACTCTGACTA 7770071 Atp10a 7765909 7936846 4162 7766039 7936617 4032 7766162 7936563 3909
Chr11 Normal NT_039520.1 TGGTCAGCCTGCCCT 36781065 Unc119h 36777032 36782681 4033 36777032 36782560 4033 36777092 36782168 3973
Chr11 Complement NT_039515.1 GGCTCAATGTGACCA 24286224 LOC216600 24290258 24281573 4034 24290258 24281573 4034 24290258 24281573 4034
Chr18 Normal NT_039676.1 AGGTCACTTTGAGCA 2089502 LOC269039 2085468 2085996 4034 2085468 2085996 4034 2085468 2085996 4034
Chr15 Complement NT_039621.1 GGGTGGAGCTGACCC 35275729 LOC239531 35279764 35193839 4035 35279764 35193839 4035 35271823 35262737 -3906
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572703 6330576B01Rik 6576739 6574279 4036 6576739 6574279 4036 6574861 6574496 2158
Chr11 Complement NT_039515.1 AGGTCAGGCTGGCCT 3472615 LOC192950 3476651 3475083 4036 3476651 3475083 4036 3475902 3475154 3287
Chr11 Complement NT_039520.1 TGGTCACTGGGACCC 32484245 MOR255-1 32488282 32487347 4037 32488282 32487347 4037 32488282 32487347 4037
Chr2 Complement NT_039220.1 TGGTCAAAATGACTC 99972 Crnkl1 104326 86806 4354 104010 86806 4038 103916 87748 3944
Chr5 Normal NT_039312.1 TGGTCAGCGTGAGCC 1235909 A930031F18Rik 1231868 1246415 4041 1231868 1246415 4041 1232743 1243919 3166
Chr11 Complement NT_039515.1 GGGTCGACATGAACC 19837679 LOC331715 19841723 19833164 4044 19841723 19833164 4044 19841723 19833164 4044
Chr12 Complement NT_039549.1 GGGTCACATTGATCT 11634346 LOC217566 11638391 11629777 4045 11638391 11629777 4045 11638391 11629777 4045
Chr14 Normal NT_039606.1 GGGTGGCCTTGACCC 2106816 Ltb4r2 2102769 2106471 4047 2102769 2106471 4047 2103215 2104339 3601
Chr11 Normal NT_039521.1 AGGCCAGGCTGACCT 18215037 LOC217253 18210989 18211742 4048 18210989 18211742 4048 18211098 18211619 3939
Chr10 Complement NT_039492.1 AAGTCAAGATGACCA 11597244 LOC270711 11601292 11598529 4048 11601292 11598529 4048 11601292 11598529 4048
Chr19 Normal NT_039684.1 GGGTGAGGCTGACCA 2532917 LOC329022 2528869 2529390 4048 2528869 2529390 4048 2528911 2529390 4006
Chr11 Complement NT_039520.1 CAGTCACTTTGACCT 10818945 LOC331741 10822995 10748067 4050 10822995 10748067 4050 10822995 10748067 4050
Chr1 Normal NT_039184.1 AGGCCAACCTGACCT 5738372 LOC332520 5734318 5776451 4054 5734318 5776451 4054 5734318 5776451 4054
Chr7 Normal NT_039413.1 AGGTCACAATGACAC 1833285 5830482F20Rik 1829228 1830504 4057 1829228 1830504 4057 1829374 1829700 3911
Chr7 Normal NT_039400.1 AGATCAGGCTGACCT 870581 Zfp296 865816 869464 4765 866524 869464 4057 866614 869368 3967
Chr4 Normal NT_039266.1 GGGTCAAACTGACCC 13030404 Pramel1 13026345 13032071 4059 13026345 13032071 4059 13028372 13030801 2032
Chr6 Complement NT_039350.1 GGGTCAGGTTGCCCT 13070201 Wbp1 13074390 13071882 4189 13074260 13071882 4059 13074108 13072094 3907
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572674 6330576B01Rik 6576739 6574279 4065 6576739 6574279 4065 6574861 6574496 2187
Chr2 Complement NT_039209.1 AGGTCACGGTGAGCA 10986539 LOC228442 10990605 10990039 4066 10990605 10990039 4066 10990605 10990039 4066
Chr4 Normal NT_039264.1 GGGTCAGTATGACAG 20952789 Cited4 20948722 20950056 4067 20948722 20950056 4067 20949041 20949589 3748
Chr7 Complement NT_039428.1 AGGGCAGCCTGACCT 20003899 Blm 20007971 19927641 4072 20007971 19927740 4072 19987560 19927907 -16339
Chr1 Complement NT_039173.1 GGGCCATTGTGACCC 7510532 Kif1a 7514628 7426839 4096 7514604 7429652 4072 7494629 7429685 -15903
Chr5 Normal NT_039337.1 AGGACATCCTGACCT 29932 Xrcc2 25853 41784 4079 25859 39602 4073 25934 39488 3998
Chr19 Complement NT_039687.1 AGGTCATGAGGACCC 3982303 LOC208030 3986377 3985295 4074 3986377 3985295 4074 3986377 3985295 4074
Chr6 Normal NT_039343.1 TTGTCATGCTGACCT 6867448 LOC330322 6863373 6876106 4075 6863373 6876106 4075 6874872 6876008 -7424
Chr4 Normal NT_039266.1 GGGTCAGGGTGACTG 3080113 Nr0b2 3076002 3079147 4111 3076037 3078848 4076 3076037 3078848 4076
Chr6 Normal NT_039353.1 TGGTCACTTTGCCCC 4345170 V1ra8 4341094 4341933 4076 4341094 4341933 4076 4341094 4341933 4076
Chr3 Complement NT_039230.1 GGCTCATTGTGACCA 893923 LOC242001 898001 808543 4078 898001 808543 4078 898001 808543 4078
Chr1 Complement NT_039170.1 AGGTCAACTTGATCC 14612206 LOC241053 14616285 14615788 4079 14616285 14615788 4079 14616285 14615788 4079
Chr7 Complement NT_039413.1 AGGTCAAACTGGCCT 3599814 1700023M09Rik 3603986 3602613 4172 3603894 3602613 4080 3603601 3602740 3787
Chr6 Normal NT_039350.1 GAGTCATTTTGACCA 8340221 Pap 8336141 8338722 4080 8336141 8338722 4080 8336461 8338522 3760
Chr9 Normal NT_039472.1 GGGTCACCTTGACTT 1092704 0610040D20Rik 1088512 1098468 4192 1088621 1098437 4083 1089817 1098222 2887
Chr10 Normal NT_039500.1 AGATCACTTTGACCC 3871603 LOC270764 3867520 3992681 4083 3867520 3992681 4083 3867520 3992681 4083
Chr2 Normal NT_039206.1 AGGACATCATGACCT 553306 LOC271772 549222 629267 4084 549222 613853 4084 549222 613853 4084
Chr3 Complement NT_039228.1 TAGTCAGTATGACCT 7804887 Trpc3 7827536 7757843 22649 7808972 7757934 4085 7808972 7758616 4085
Chr10 Complement NT_039492.1 TGGTCATTTAGACCT 10432475 LOC212877 10436561 10281474 4086 10436561 10281474 4086 10436561 10281474 4086
Chr6 Complement NT_039343.1 GGATCAAGTTGACCA 16857723 LOC245881 16861809 16841011 4086 16861809 16841011 4086 16861809 16841011 4086
Chr11 Complement NT_039521.1 GGATCACCATGACCT 25514416 5330435L01Rik 25518503 25300019 4087 25518503 25317016 4087 25517335 25318415 2919
Chr8 Complement NT_039467.1 TGGTCATCATGACCC 33763422 2410004K13Rik 33767510 33765699 4088 33767510 33765699 4088 33767501 33765879 4079
Chr5 Complement NT_039302.1 GGGGCAGCCCGACCC 720256 LOC231118 724344 719602 4088 724344 719602 4088 724344 719602 4088
Chr6 Normal NT_039353.1 TGGTCAACTTGATCC 22313929 LOC333146 22309838 22393638 4091 22309838 22393638 4091 22309838 22393638 4091
Chr17 Normal NT_039655.1 AGGTCACCCTGATCT 7105712 Guca1b 7101619 7109191 4093 7101619 7109191 4093 7101716 7108228 3996
Chr5 Complement NT_039308.1 AGGACACCCTGACCG 3346132 LOC330132 3350225 3217867 4093 3350225 3217867 4093 3350225 3349036 4093
Chr5 Complement NT_039312.1 AGGTCAAGGTCACCC 11184095 2900002H16Rik 11188190 11149866 4095 11188190 11149866 4095 11187736 11150572 3641
Chr1 Complement NT_039170.1 AGGTCAGCCTGGCCT 50935601 Tnp1 50939717 50938901 4116 50939696 50938901 4095 50939687 50939121 4086
Chr12 Complement NT_039539.1 ACGTCAACTTGACCC 3284770 LOC238049 3288866 3195040 4096 3288866 3195040 4096 3288866 3195040 4096
Chr11 Normal NT_039521.1 AGGGCAATGTGACCC 13412854 1700006E09Rik 13405980 13413957 6874 13408757 13413957 4097 13408815 13413213 4039
Chr18 Normal NT_039674.1 GGGTCCCAGTGACCC 32388949 Catna1 32384850 32520757 4099 32384850 32520757 4099 32418587 32519876 -29638
Chr1 Normal NT_039183.1 AGATCGACTTGACCT 1621756 LOC215338 1617657 1618652 4099 1617657 1618652 4099 1617657 1618652 4099
Chr12 Normal NT_039539.1 AGGTCAAGATGCCCC 10035637 LOC331803 10031537 10032875 4100 10031537 10032875 4100 10031537 10032875 4100
Chr2 Complement NT_039212.1 CTGTCAAATTGACCT 2829227 6720461J16Rik 2833328 2821730 4101 2833328 2821730 4101 2825367 2823103 -3860
Chr14 Complement NT_039595.1 AGGTTAAGCTGACCT 9160076 LOC238954 9164177 9151432 4101 9164177 9151432 4101 9164177 9151432 4101
Chr15 Complement NT_039621.1 TGGACACAGTGACCC 52853426 LOC223804 52857528 52775080 4102 52857528 52775080 4102 52829110 52779529 -24316
ChrX Complement NT_039751.1 GGGTCAAGCTCACCG 27737 LOC333825 31841 29532 4104 31841 29532 4104 30954 30457 3217
Chr7 Normal NT_039407.1 GGCTCAGCCCGACCC 1417037 1200010B10Rik 1412930 1424266 4107 1412930 1424266 4107 1412970 1423655 4067
Chr2 Normal NT_039211.1 TGGTTAGAGTGACCC 2639442 1300015D01Rik 2635333 2669854 4109 2635333 2643785 4109 2641054 2641335 -1612
Chr7 Complement NT_039413.1 AGGTCAAAATGCCCT 2891270 LOC233057 2895381 2876802 4111 2895381 2885175 4111 2892187 2886017 917
Chr8 Complement NT_039467.1 AGGTCACGTGGACCA 45670691 LOC330853 45674802 45672630 4111 45674802 45672630 4111 45674070 45673669 3379
Chr5 Normal NT_039302.1 AGTTCATATTGACCC 1093267 LOC332998 1089154 1119882 4113 1089154 1119882 4113 1089154 1119882 4113
Chr18 Complement NT_039676.1 TGGTGACAGTGACCC 190537 Slc14a1 213493 173023 22956 194650 173023 4113 187882 173769 -2655
Chr2 Normal NT_039204.1 TGGTCATAGTGTCCC 4125738 LOC241260 4121622 4165153 4116 4121622 4165153 4116 4121622 4165153 4116
Chr2 Normal NT_039210.1 GGGTCAAAGTGCCCG 16963107 LOC241795 16958991 17544121 4116 16958991 16967732 4116 16958991 16967732 4116
Chr17 Complement NT_039636.1 AGCTCAGGATGACCC 1291415 LOC239988 1295532 1271416 4117 1295532 1271416 4117 1295532 1271416 4117
Chr17 Normal NT_039638.1 CTGTCACAGTGACCT 5292941 Gpr90 5288821 5290629 4120 5288821 5290629 4120 5289662 5290627 3279
Chr2 Complement NT_039206.1 AGGTCAGCATGAACA 739291 2010005B09Rik 743412 740535 4121 743412 740535 4121 742094 741720 2803



Chr5 Complement NT_039300.1 TGGTCAGCCTGAGCT 4181580 LOC332994 4185703 4183244 4123 4185703 4183244 4123 4185703 4183244 4123
Chr1 Complement NT_039171.1 GGGCCAGAGTGACCT 155502 Resp18 159649 153078 4147 159628 153078 4126 159555 153187 4053
Chr9 Complement NT_039477.1 GGGTCACTGTGCCCA 7613924 Wdr6 7618123 7611606 4199 7618050 7611606 4126 7617977 7612238 4053
Chr2 Normal NT_039209.1 AAGTCACCCTGACCC 30351232 Oxt 30347068 30452508 4164 30347105 30347827 4127 30347105 30347827 4127
Chr6 Normal NT_039355.1 ACGTCAATCTGACCT 13613284 1700063H04Rik 13609156 13610464 4128 13609156 13610464 4128 13609820 13610128 3464
ChrX Complement NT_039700.1 GGGTCAGAGAGACCT 3333348 8430401K06Rik 3337476 3293666 4128 3337476 3293666 4128 3318530 3294549 -14818
Chr11 Complement NT_039521.1 TTGTCACTATGACCC 27685432 LOC328038 27689560 27687450 4128 27689560 27687450 4128 27689173 27688724 3741
Chr17 Normal NT_039649.1 GGGTCATCATCACCT 3515235 3930402F13Rik 3511105 3514131 4130 3511105 3514131 4130 3511559 3512938 3676
Chr5 Normal NT_039299.1 AGGTCACAGTGACTG 10078330 9630005C02 10074200 10217278 4130 10074200 10217278 4130 10074200 10217278 4130
Chr10 Complement NT_039500.1 CGGTCAGTGTGACAC 30770633 Gas41-pending 30774797 30765511 4164 30774763 30765511 4130 30774599 30766034 3966
Chr2 Normal NT_039208.1 GGGTCAGGATTACCT 15951750 Eeg1-pending 15947574 15994587 4176 15947619 15968891 4131 15948641 15967325 3109
Chr8 Complement NT_039456.1 GGGTTACCCTGACCT 9818095 LOC244389 9822228 9768414 4133 9822228 9768414 4133 9822228 9768414 4133
Chr3 Normal NT_039237.1 AGGTGGTTGTGACCC 1208006 LOC229573 1203872 1204606 4134 1203872 1204606 4134 1203944 1204258 4062
Chr12 Normal NT_039553.1 TGGTCTCCCTGACCT 9322904 2410008J05Rik 9318742 9322359 4162 9318769 9322359 4135 9321003 9321959 1901
Chr3 Complement NT_039240.1 ACGTCAGGGTGACCC 8313650 Abcd3 8317970 8261518 4320 8317786 8262840 4136 8317786 8262840 4136
ChrX Normal NT_039709.1 AGGACACTGTGACCA 5012634 LOC279592 5008497 5093698 4137 5008497 5093698 4137 5008497 5093698 4137
Chr3 Complement NT_039230.1 AGGTCAGCACGGCCT 1105313 LOC242004 1109451 990368 4138 1109451 990368 4138 1109451 990368 4138
ChrX Normal NT_039702.1 GGGTTATACTGACCT 4245 Pem 107 4137 4138 107 4137 4138 110 4023 4135
Chr4 Complement NT_039267.1 TGGTCAGAGTGACCA 267899 4930569K13Rik 272038 255248 4139 272038 255248 4139 259546 256178 -8353
Chr1 Complement NT_039167.1 TGGTCACTTTGCCCC 1346692 LOC329084 1350831 1348455 4139 1350831 1348455 4139 1349848 1349552 3156
Chr14 Complement NT_039606.1 GGGCCACCCTGACCT 22141186 1110031C13Rik 22145326 22031278 4140 22145326 22031278 4140 22145162 22031876 3976
Chr12 Complement NT_039551.1 GGGTCATTCTGTCCC 21982628 Gpx2 21986769 21983600 4141 21986769 21983600 4141 21986638 21983913 4010
Chr5 Normal NT_039299.1 AGGTCAACCTGGCCT 9544261 1700021B12Rik 9540119 9579053 4142 9540119 9579053 4142 9544744 9578946 -483
Chr5 Normal NT_039315.1 AGGCCAGCCTGACCT 486854 0610009M14Rik 482182 496033 4672 482709 496033 4145 483568 495562 3286
Chr9 Complement NT_039472.1 AGGTCAAATTGATCA 22262228 3010015K02Rik 22266374 22256797 4146 22266374 22256797 4146 22260052 22257150 -2176
Chr8 Normal NT_039467.1 GAGTCACCATGACCA 11720568 4930432K21Rik 11716408 11740969 4160 11716422 11740969 4146 11717238 11740667 3330
Chr11 Normal NT_039521.1 AGGTCACATAGACCT 10271695 LOC268480 10267549 10271428 4146 10267549 10271428 4146 10267847 10269629 3848
Chr1 Complement NT_039170.1 TGGTCATGCAGACCT 38371436 LOC329166 38375582 38373920 4146 38375582 38373920 4146 38374841 38374524 3405
Chr3 Complement NT_039242.1 AGGTCAGTCTGATCC 21769854 LOC332841 21774000 21765608 4146 21774000 21765608 4146 21774000 21765608 4146
Chr11 Complement NT_039520.1 CGGTCAAGGTGAGCC 38571528 LOC216990 38575678 38570207 4150 38575678 38570207 4150 38570684 38570361 -844
Chr4 Complement NT_039264.1 GTGTCACCCTGACCC 21955975 LOC230710 21960125 21912041 4150 21960125 21912041 4150 21960125 21912041 4150
Chr1 Normal NT_039188.1 AGTTCATTCCGACCC 3187323 LOC329307 3183171 3185585 4152 3183171 3185585 4152 3184483 3185010 2840
Chr18 Normal NT_039674.1 TGGTGAGAGTGACCC 61310653 LOC328973 61306500 61367333 4153 61306500 61367333 4153 61306517 61366873 4136
Chr10 Complement NT_039496.1 AGGTCAGACTGGCCT 5601283 1110018N15Rik 5605441 5594987 4158 5605437 5594994 4154 5605416 5595098 4133
Chr4 Complement NT_039264.1 AGTTCAGGCTGACCT 21230019 LOC242663 21234173 21212591 4154 21234173 21212591 4154 21234173 21212591 4154
Chr2 Normal NT_039210.1 AGGTCACTGTAACCC 7442794 C130078N17Rik 7438639 7460104 4155 7438639 7439796 4155 7439298 7439624 3496
Chr2 Complement NT_039209.1 GGGTCATTATGGCCT 11676307 MOR245-21 11680462 11679524 4155 11680462 11679524 4155 11680462 11679524 4155
Chr11 Normal NT_039521.1 AGGTGGACCTGACCC 15559436 Crhr1 15555107 15597760 4329 15555280 15597760 4156 15555310 15596766 4126
Chr16 Normal NT_039624.1 GGGTCAGAGGGACCT 9016197 LOC223981 9012040 9068002 4157 9012040 9068002 4157 9012040 9068002 4157
Chr6 Normal NT_039356.1 AGGTCACTGTTACCC 4816570 LOC232413 4812413 4827316 4157 4812413 4827316 4157 4812590 4826075 3980
Chr12 Complement NT_039572.1 AGGTCAGGGAGACCA 63322 2410008J05Rik 67507 63881 4185 67480 63881 4158 65244 64288 1922
Chr7 Complement NT_039433.1 GGGTCTGAGTGACCC 20570338 Eif3s8 20574496 20563914 4158 20574496 20563914 4158 20573456 20564232 3118
Chr4 Complement NT_039268.1 GGGTCATGCTGATCA 1668362 LOC277734 1672520 1671487 4158 1672520 1671487 4158 1671921 1671553 3559
Chr10 Complement NT_039500.1 AGGTCAAAGTGACTG 21214860 LOC327817 21219018 21199078 4158 21219018 21199078 4158 21208215 21202628 -6645
Chr9 Normal NT_039472.1 AGCTCAAAATGACCA 13945175 LOC235086 13941016 14015497 4159 13941016 14015497 4159 13941016 14015497 4159
Chr2 Complement NT_039206.1 GGATCAAGTTGACCA 20246759 LOC329407 20250918 20242374 4159 20250918 20242374 4159 20243351 20242899 -3408
Chr9 Complement NT_039476.1 TGGGCAGGCTGACCC 9757832 LOC331011 9761993 9690505 4161 9761993 9690505 4161 9691130 9690831 -66702
Chr14 Complement NT_039606.1 CTGTCAATTTGACCC 5661718 4933417L10Rik 5665880 5642284 4162 5665880 5642284 4162 5665850 5642719 4132
Chr8 Complement NT_039456.1 GGGTCAACTTGACAC 1630060 4933405K01Rik 1634223 1623424 4163 1634223 1623424 4163 1633659 1623664 3599
Chr7 Complement NT_039413.1 AGGTCAGAGTGACAC 3916525 Cd22 3920763 3906026 4238 3920688 3906026 4163 3918506 3906732 1981
Chr8 Normal NT_039467.1 GGGTCACGGTGACCA 48612595 Cox4a 48608368 48614332 4227 48608429 48614332 4166 48609435 48614232 3160
Chr9 Complement NT_039474.1 AGGTCATGCTTACCT 8539572 LOC330958 8543738 8542234 4166 8543738 8542234 4166 8542757 8542332 3185
Chr14 Complement NT_039599.1 AAGTCGCAGTGACCT 2968145 LOC332001 2972311 2961567 4166 2972311 2961567 4166 2972311 2961567 4166
Chr11 Complement NT_039520.1 TGGTCCTGGTGACCC 4870625 Timd2 4883330 4846242 12705 4874791 4847122 4166 4865755 4847124 -4870
Chr2 Complement NT_039205.1 TGGTCAACCTGACCC 8275992 LOC241300 8280159 8212769 4167 8280159 8212769 4167 8280159 8212769 4167
Chr6 Normal NT_039356.1 GAGTCACCATGACCA 2893531 AI851877 2882842 2938562 10689 2889363 2938562 4168 2915342 2936056 -21811
Chr4 Complement NT_039266.1 AGGACACCATGACCA 94402 LOC212773 98570 57260 4168 98570 57260 4168 98570 57260 4168
ChrX Normal NT_039700.1 GGGTCAGTGTGTCCT 1099891 1700054O13Rik 1095721 1096274 4170 1095721 1096274 4170 1095805 1096158 4086
Chr8 Normal NT_039467.1 GGGTCAGTATGAGCA 36967907 LOC244643 36963737 36978161 4170 36963737 36978161 4170 36963737 36978161 4170
Chr8 Normal NT_039467.1 TGGTCAGCCTGACAT 10124182 LOC234520 10120011 10122730 4171 10120011 10122730 4171 10120011 10122730 4171
Chr4 Complement NT_039268.1 AGGCCAGCCTGACCT 7962337 2010015L04Rik 7966509 7953119 4172 7966509 7953119 4172 7956396 7955875 -5941
Chr1 Complement NT_039184.1 TGGGCAGTCTGACCT 7438963 LOC240826 7443135 7337211 4172 7443135 7337211 4172 7443135 7337211 4172
Chr2 Normal NT_039205.1 GGGTCACTGCGCCCC 10224688 Sh2d3c 10210703 10245242 13985 10220516 10237905 4172 10220516 10237568 4172
Chr8 Normal NT_039467.1 AGGTCAGGGTGACCT 38205977 LOC195656 38201804 38395711 4173 38201804 38395711 4173 38374620 38376506 -168643
Chr9 Normal NT_039480.1 AGGTCAATCTGGCCA 2067332 C730036H08 2063158 2084792 4174 2063158 2084792 4174 2063583 2084351 3749
Chr13 Complement NT_039586.1 AGGTCAAGGTGACTA 2200171 Lect2 2204383 2198312 4212 2204345 2198312 4174 2204207 2198550 4036
Chr6 Normal NT_039350.1 TGGTCATTCTGAGCC 2307209 0610030E20Rik 2302729 2306913 4480 2303034 2305383 4175 2303166 2304816 4043
Chr2 Complement NT_039205.1 TGGTCAAGGTGACAC 2712512 2310002J15Rik 2716778 2715617 4266 2716687 2715617 4175 2716288 2715860 3776
Chr18 Normal NT_039678.1 GGGTCGGGCTGCCCT 647054 3010027C24Rik 642878 657404 4176 642878 657404 4176 657030 657326 -9976
Chr8 Normal NT_039467.1 GGGTCAGAGTGATCC 4901586 LOC244518 4897409 4923299 4177 4897409 4923299 4177 4897409 4923299 4177
Chr11 Normal NT_039520.1 AGGTCTAGATGACCC 16468266 LOC215405 16464088 16465260 4178 16464088 16465260 4178 16464088 16465260 4178
Chr2 Complement NT_039210.1 TGGTCACATTGCCCC 15384315 LOC228886 15388493 15295919 4178 15388493 15295919 4178 15388327 15319430 4012
Chr11 Complement NT_039515.1 AGCTCACTGTGACCA 20820024 LOC327885 20824202 20820697 4178 20824202 20820697 4178 20821912 20821637 1888
Chr9 Normal NT_039477.1 AGGTGGTTGTGACCC 5556815 LOC331023 5552636 5554904 4179 5552636 5554904 4179 5554601 5554891 2214
Chr8 Complement NT_039467.1 GGGTAAGGGTGACCA 31594789 LOC234656 31598969 31596873 4180 31598969 31596873 4180 31598969 31596873 4180
ChrX Normal NT_039703.1 GGGTCTGAATGACCT 2882209 4930550L24Rik 2878027 2879040 4182 2878027 2879040 4182 2878078 2879040 4131
Chr11 Normal NT_039521.1 AGGTCTCGGTGACCT 5552491 LOC331779 5548309 5580199 4182 5548309 5580199 4182 5548309 5580199 4182
Chr10 Normal NT_039491.1 AGGTCATGTTGACAC 7002212 LOC237285 6998027 6998497 4185 6998027 6998497 4185 6998027 6998497 4185
Chr3 Complement NT_039229.1 TGGTCATATTGACCT 7634501 LOC241992 7638686 7580446 4185 7638686 7580446 4185 7638686 7580446 4185
Chr2 Normal NT_039205.1 TGGCCAGAGTGACCT 9154661 MGC30456 9150476 9283323 4185 9150476 9159113 4185 9150476 9158374 4185
ChrX Normal NT_039703.1 AGGTAGGCCTGACCC 280244 1600025M17Rik 276058 279114 4186 276058 279114 4186 278803 279087 1441
Chr8 Complement NT_039467.1 AGTTCATATTGACCT 33763323 2410004K13Rik 33767510 33765699 4187 33767510 33765699 4187 33767501 33765879 4178
Chr4 Complement NT_039268.1 TGGTCATTGTGAGCT 1351799 LOC332960 1355986 1274069 4187 1355986 1274069 4187 1355986 1274069 4187
Chr1 Normal NT_039189.1 GGGTCACTCTGCCCA 1958915 LOC226781 1954727 1965271 4188 1954727 1965271 4188 1955079 1955858 3836
Chr6 Normal NT_039355.1 AAGTCAGGGTGACCA 14290654 1810046I24Rik 14286421 14312382 4233 14286465 14312382 4189 14286557 14312375 4097
Chr18 Normal NT_039674.1 GGATCAAGTTGACCA 14467498 LOC211905 14463309 14478869 4189 14463309 14478869 4189 14463309 14478869 4189
Chr14 Normal NT_039599.1 GGTTCAGGCTGACCT 2692045 Lgals3 2687855 2700099 4190 2687855 2700099 4190 2693466 2699619 -1421
Chr9 Normal NT_039472.1 AGATCAGGCTGACCT 5064660 Mbd3l2 5047534 5062379 17126 5060469 5062379 4191 5060522 5061990 4138
Chr10 Complement NT_039496.1 AGCTCAGTCTGACCC 6768058 Timm9 6772249 6770731 4191 6772249 6771192 4191 6772023 6771441 3965
Chr3 Normal NT_039238.1 AGGTCAGTTTGCCCG 145873 LOC271944 141680 142876 4193 141680 142876 4193 141680 142876 4193
Chr7 Normal NT_039395.1 GGGCCATGCTGACCT 1398540 LOC232917 1394346 1447518 4194 1394346 1447518 4194 1394346 1447518 4194
Chr15 Normal NT_039621.1 GGGACAGAATGACCT 43500945 LOC328573 43496751 43499559 4194 43496751 43499559 4194 43496830 43499463 4115
Chr2 Normal NT_039210.1 AGGTAATCCTGACCT 1245372 Idb1 1241176 1269958 4196 1241176 1242325 4196 1241262 1241768 4110
Chr4 Complement NT_039266.1 TGGTCACAGTCACCC 10282154 2810441C07Rik 10286351 10131076 4197 10286351 10131279 4197 10237970 10131581 -44184
Chr11 Normal NT_039520.1 TGGACATGATGACCT 10216004 D11Ertd497e 10211777 10221480 4227 10211807 10220375 4197 10211865 10220057 4139



Chr10 Complement NT_039492.1 AGGTCAGAGTGCCCA 20817349 LOC331621 20821546 20771781 4197 20821546 20771781 4197 20821546 20771781 4197
Chr4 Normal NT_039264.1 GGATCAAGTTGACCT 15486132 LOC277752 15481934 15508795 4198 15481934 15508795 4198 15481934 15508795 4198
Chr8 Normal NT_039467.1 TGGTCTTGATGACCC 22429736 Cx3cl1 22425281 22435696 4455 22425537 22435652 4199 22425537 22433828 4199
Chr15 Complement NT_039621.1 GGGTCACCATGTCCA 60298324 Arf3 60302649 60276921 4325 60302524 60279595 4200 60281969 60279627 -16355
Chr11 Normal NT_039515.1 TGTTCATCATGACCT 20240265 LOC237699 20236065 20288085 4200 20236065 20288085 4200 20236065 20288085 4200
Chr2 Complement NT_039209.1 AGATCAGGATGACCG 47458103 LOC329532 47462303 47447069 4200 47462303 47447069 4200 47462303 47447069 4200
Chr5 Normal NT_039303.1 TGGCCAGTGTGACCT 1394056 Stx18 1389856 1490773 4200 1389856 1490772 4200 1389955 1490327 4101
Chr12 Complement NT_039552.1 AGGTCATTTTAACCA 14678529 8030448M07 14682730 14640114 4201 14682730 14640114 4201 14644660 14642068 -33869
Chr5 Complement NT_039312.1 AAGTCAAGTTGACCC 595625 9530023G02 599869 595583 4244 599827 595583 4202 599390 595596 3765
Chr8 Normal NT_039467.1 CGGTCAACTTGCCCC 44980747 Bcdo1 44976545 45015801 4202 44976545 45015801 4202 44976711 45015583 4036
Chr11 Complement NT_039521.1 TGCTCACCTTGACCT 12129442 Gcn5l2 12133694 12125988 4252 12133644 12126478 4202 12133644 12126478 4202
Chr1 Normal NT_039185.1 AGGTCAGCCTGATCT 7026626 LOC329283 7022423 7024405 4203 7022423 7024405 4203 7023540 7023818 3086
Chr10 Complement NT_039496.1 GGGTCAGTCTGGCCA 5621584 2610010O19Rik 5625880 5617404 4296 5625788 5617404 4204 5625691 5617951 4107
Chr17 Complement NT_039657.1 AGCTCACTGTGACCA 6572532 6330576B01Rik 6576739 6574279 4207 6576739 6574279 4207 6574861 6574496 2329
Chr16 Normal NT_039624.1 TGGTCAATCTAACCC 26584232 LOC239811 26580024 26587972 4208 26580024 26587972 4208 26580024 26587972 4208
Chr19 Complement NT_039683.1 GGGTCACTGTTACCC 91967 Prdx5 96681 93229 4714 96177 93351 4210 96149 93378 4182
Chr11 Complement NT_039515.1 GGGTCAAAATGACTC 8534338 Zpbp 8538548 8356180 4210 8538548 8358653 4210 8538504 8358743 4166
Chr9 Complement NT_039472.1 GGCTCATCCTGACCA 2521887 D430038H04Rik 2526101 2520238 4214 2526101 2520238 4214 2526091 2524859 4204
Chr6 Normal NT_039350.1 GGTTCACACCGACCT 10162322 LOC243500 10158108 10376579 4214 10158108 10376579 4214 10158108 10376579 4214
Chr16 Complement NT_039627.1 TGGTCATGGTGACCA 1279365 9030624C24Rik 1283581 1247166 4216 1283581 1247287 4216 1283486 1247335 4121
Chr2 Normal NT_039210.1 AGTTCAGTGTGACCC 16367997 Cebpb 16363781 16376408 4216 16363781 16365286 4216 16363888 16364778 4109
Chr8 Normal NT_039455.1 GTGTCACTGTGACCC 464543 LOC244243 460327 465927 4216 460327 465927 4216 460327 465927 4216
Chr17 Complement NT_039655.1 GGGTCAGACAGACCC 6676954 MGC36320 6721600 6641038 44646 6681170 6641516 4216 6680326 6641627 3372
Chr16 Complement NT_039624.1 TGGTCAGTCTAACCC 7270193 Prm3 7274409 7274005 4216 7274409 7274005 4216 7274387 7274082 4194
Chr17 Complement NT_039637.1 GGGTCTCACTGACCA 310589 LOC328737 314806 312035 4217 314806 312035 4217 314113 313790 3524
Chr8 Complement NT_039455.1 GGGTCTTCTTGACCA 5962188 LOC330703 5966406 5962042 4218 5966406 5962042 4218 5965669 5965361 3481
Chr9 Normal NT_039473.1 GGGACATGGTGACCT 10293271 Cryab 10289051 10292926 4220 10289051 10292926 4220 10289570 10292788 3701
Chr15 Complement NT_039621.1 TGGTCTCTGTGACCC 29309848 LOC213693 29314071 29257754 4223 29314071 29257754 4223 29314071 29257754 4223
Chr7 Normal NT_039418.1 AGGTCACAGTCACCC 713425 LOC233174 709202 710494 4223 709202 710494 4223 709313 709960 4112
Chr5 Normal NT_039312.1 AGGTGAACTTGACCT 1963604 Msi1h 1959381 1984572 4223 1959381 1984572 4223 1959444 1981868 4160
Chr5 Complement NT_039299.1 AGGTCAGGATGTCCT 10065518 Xrcc2 10069749 10053766 4231 10069743 10055947 4225 10069668 10056061 4150
Chr13 Normal NT_039578.1 GGATCAGGCTGACCT 8004333 1700020G18Rik 8000060 8007477 4273 8000107 8007477 4226 8000115 8006940 4218
Chr3 Normal NT_039227.1 GAGTCAAAATGACCC 12998006 4831440I19Rik 12993780 12996957 4226 12993780 12996957 4226 12993792 12994073 4214
Chr2 Normal NT_039208.1 CAGTCAGGTTGACCC 4670648 LOC241470 4666422 4970466 4226 4666422 4677552 4226 4666422 4677552 4226
Chr3 Complement NT_039234.1 CGTTCATGTTGACCT 24209559 Rhbg 24213785 24201975 4226 24213785 24202226 4226 24213747 24202481 4188
Chr13 Normal NT_039579.1 GGATCAAGTTGACCA 351102 LOC193525 346874 347714 4228 346874 347714 4228 346874 347714 4228
Chr7 Normal NT_039420.1 TGGGCAGCCTGACCT 2575617 LOC330525 2571388 2573960 4229 2571388 2573960 4229 2573080 2573960 2537
Chr2 Complement NT_039208.1 GGTTCATAATGACCC 17292750 LOC228196 17296980 17282125 4230 17296980 17282125 4230 17296980 17282125 4230
Chr7 Complement NT_039395.1 AGGTAGGTCTGACCC 1265545 Ppp5c 1269775 1246807 4230 1269775 1246814 4230 1269674 1247268 4129
Chr17 Complement NT_039649.1 AGCTCAGACTGACCC 11305196 Skiv2l 11309466 11298515 4270 11309426 11298675 4230 11304336 11298675 -860
Chr17 Complement NT_039662.1 AGCTCAGACTGACCC 1094698 Skiv2l 1098967 1088018 4269 1098928 1088178 4230 1098928 1088178 4230
Chr7 Normal NT_039420.1 AGGTCAGGTCGACAC 2645066 LOC243968 2639569 2648059 5497 2640835 2648059 4231 2645223 2647929 -157
Chr17 Normal NT_039664.1 AGGTCAGGATGAGCT 49555 LOC333746 45324 48651 4231 45324 48651 4231 45335 48651 4220
Chr9 Normal NT_039480.1 GGGACGTCATGACCC 1553795 Lrrc2 1547268 1579830 6527 1549563 1579830 4232 1553545 1577348 250
Chr8 Complement NT_039455.1 TGGCCATGCTGACCT 9763561 D330008N11Rik 9767894 9749443 4333 9767795 9749443 4234 9767661 9749612 4100
Chr18 Normal NT_039674.1 TGGTCAGCATGATCC 71737973 4933415I03Rik 71733738 71810352 4235 71733738 71810352 4235 71750076 71810119 -12103
ChrX Complement NT_039701.1 AGCTCAGGGTGACCT 1650596 LOC245382 1654831 1641546 4235 1654831 1641546 4235 1654831 1641546 4235
Chr7 Complement NT_039436.1 GGGTCGTCTTGCCCC 1941195 Hrmp1-pending 1945432 1944130 4237 1945432 1944130 4237 1945376 1944403 4181
Chr7 Complement NT_039385.1 TGCTCAGTATGACCC 902336 Il11 906573 903131 4237 906573 903131 4237 906573 903643 4237
Chr18 Complement NT_039678.1 GGGTCACCATGACAT 182615 LOC269045 186853 173366 4238 186853 173366 4238 186202 173746 3587
Chr6 Normal NT_039341.1 AGGTCACTCTGACAG 10791451 Tcrb-V13 10787213 10792391 4238 10787213 10792391 4238 10790911 10792222 540
Chr5 Complement NT_039324.1 AGTTCAGCCTGACCA 2908772 LOC210696 2913011 2852990 4239 2913011 2852990 4239 2913011 2852990 4239
Chr8 Complement NT_039467.1 AGATCACAATGACCT 25067999 LOC234611 25072238 25070282 4239 25072238 25070282 4239 25072070 25071018 4071
ChrX Normal NT_039713.1 AAGTCACCCTGACCT 10169019 LOC237018 10164778 10165299 4241 10164778 10165299 4241 10164778 10165299 4241
Chr12 Normal NT_039549.1 TGGTCAAAATGGCCT 11505771 LOC238163 11501530 11577906 4241 11501530 11577906 4241 11501530 11577906 4241
Chr12 Normal NT_039551.1 CGATCACACTGACCT 29482648 B830026H24Rik 29478360 29508850 4288 29478405 29507106 4243 29485331 29507038 -2683
Chr14 Complement NT_039608.1 TGGTCAATTTGACTT 4602196 LOC280570 4606439 4604217 4243 4606439 4604217 4243 4605934 4605494 3738
Chr19 Normal NT_039692.1 AGGTCACTCTGACAC 16661914 LOC213983 16657670 16739356 4244 16657670 16739356 4244 16657670 16739356 4244
Chr1 Normal NT_039170.1 GGGCCACAATGACCA 35565138 LOC332439 35560894 35603269 4244 35560894 35603269 4244 35560894 35603269 4244
Chr15 Normal NT_039618.1 AGGTCACCTTGATCC 396684 1700028N11Rik 392439 423518 4245 392439 423518 4245 419153 423339 -22469
Chr17 Complement NT_039661.1 AGCTCATCCTGACCT 16440 LOC193765 20685 17358 4245 20685 17358 4245 20674 17358 4234
Chr6 Complement NT_039343.1 GGATCAAGTTGACCT 9778483 V1rc24 9782728 9781718 4245 9782728 9781718 4245 9782728 9781718 4245
Chr7 Normal NT_039393.1 AGGTCAACTTGATCC 1348274 LOC330471 1344028 1345383 4246 1344028 1345383 4246 1344028 1345383 4246
Chr8 Complement NT_039467.1 TGGTCAAAATGATCT 33731248 1700018F16Rik 33735495 33729521 4247 33735495 33729521 4247 33735367 33729592 4119
Chr10 Normal NT_039490.1 GGGTCAAGGAGACCT 835133 LOC213783 830885 847789 4248 830885 847789 4248 830885 847789 4248
Chr5 Complement NT_039305.1 TGGTCATGCTGCCCC 8428965 LOC242974 8433213 8247357 4248 8433213 8247357 4248 8433213 8247357 4248
Chr1 Complement NT_039170.1 AGGTCAGCTAGACCT 14363534 2310066K23Rik 14367853 14355974 4319 14367783 14357062 4249 14367711 14357934 4177
Chr5 Complement NT_039317.1 GGGTCAGCCTCACCT 577893 2900029I10Rik 582173 569408 4280 582143 569408 4250 579132 569458 1239
Chr9 Normal NT_039472.1 AGATCAGGCTGACCT 8028976 Ilf3 8024090 8061470 4886 8024726 8061435 4250 8043909 8060946 -14933
Chr13 Complement NT_039579.1 TGGTCAACTTGATCC 331119 LOC193403 335369 334529 4250 335369 334529 4250 335369 334529 4250
Chr2 Normal NT_039205.1 GGGGCAGCCTGACCC 2981859 Fbxw5 2977568 2982260 4291 2977608 2982257 4251 2978749 2981755 3110
Chr11 Complement NT_039530.1 AGGTCAGCCTGATCA 18315 LOC333841 22566 17173 4251 22566 17173 4251 22566 17173 4251
Chr1 Complement NT_039180.1 AGGTCTAGATGACCT 20807187 Lhx9 20811954 20794695 4767 20811439 20797499 4252 20811439 20798155 4252
Chr2 Normal NT_039205.1 AAGTCACGATGACCA 3826833 LOC227643 3822581 3824310 4252 3822581 3824310 4252 3822647 3823552 4186
Chr8 Normal NT_039455.1 AGGTCAACTTGATCC 6771718 LOC244280 6767466 6780149 4252 6767466 6780149 4252 6767466 6780149 4252
Chr17 Complement NT_039649.1 AGGTCATTCTGCCCC 2438352 Rab40c 2442629 2420587 4277 2442605 2420587 4253 2442409 2422100 4057
Chr18 Complement NT_039674.1 TGGTCAGGATGACTC 32194173 MGC18745 32198505 32170421 4332 32198432 32170984 4259 32198156 32171490 3983
Chr5 Normal NT_039297.1 AGTTCACCTTGACCT 5331285 MGC30495 5327026 5349113 4259 5327026 5349113 4259 5327102 5347315 4183
Chr8 Normal NT_039467.1 TGGTCTTGATGACCC 22429736 AB030188 22425476 22426389 4260 22425476 22426389 4260 22425537 22425677 4199
Chr5 Complement NT_039307.1 AAGTCAAAATGACCA 1116325 LOC243062 1120586 1116225 4261 1120586 1116225 4261 1120586 1116225 4261
ChrX Complement NT_039726.1 GGGTAGCATTGACCC 4739419 LOC195727 4743681 4694918 4262 4743681 4694918 4262 4743681 4694918 4262
Chr1 Normal NT_039172.1 CGGTTATCCTGACCT 4197678 5230400G24Rik 4193414 4220919 4264 4193415 4220919 4263 4197752 4220248 -74
Chr4 Normal NT_039259.1 TGCTCAGGATGACCT 8753071 LOC277783 8748808 8804140 4263 8748808 8804140 4263 8748808 8804140 4263
Chr6 Complement NT_039361.1 TGGTCAGACTGGCCT 2769074 6230418K12Rik 2773338 2712536 4264 2773338 2712536 4264 2773121 2714635 4047
Chr7 Complement NT_039420.1 AGGTCAGTTTGAACC 325397 A230106M20 329661 312208 4264 329661 312208 4264 315885 313763 -9512
Chr17 Normal NT_039650.1 AGGTCAGTATGACAA 2776614 MOR256-48 2772349 2773287 4265 2772349 2773287 4265 2772349 2773287 4265
Chr2 Normal NT_039202.1 TGGTAATACTGACCT 663901 3110001A13Rik 659600 728276 4301 659635 726285 4266 718994 725759 -55093
Chr11 Normal NT_039520.1 AGATCAGGCTGACCT 11815810 LOC192824 11811544 11846106 4266 11811544 11845253 4266 11811677 11837538 4133
Chr11 Normal NT_039530.1 AGATCAGGCTGACCT 44722 LOC268406 40456 75024 4266 40456 74171 4266 40589 66455 4133
Chr1 Complement NT_039170.1 AGGTGGATCTGACCC 32748245 LOC329154 32752514 32593818 4269 32752514 32593818 4269 32752293 32595186 4048
Chr11 Normal NT_039520.1 TGGTCATTTTGAGCT 25223809 A530088H08Rik 25219539 25236248 4270 25219539 25236248 4270 25233413 25233820 -9604
Chr15 Complement NT_039621.1 AGGGCGGCATGACCC 37942581 Fbxl6 37946851 37943851 4270 37946851 37943852 4270 37946688 37943925 4107
Chr18 Complement NT_039674.1 AGCTCGTAATGACCT 54290738 A530081L18Rik 54295009 54133627 4271 54295009 54133627 4271 54183928 54134426 -106810
Chr17 Complement NT_039658.1 AGGCCAAAATGACCC 7278824 0610033M06Rik 7283096 7064206 4272 7283096 7064206 4272 7282704 7065151 3880
Chr13 Complement NT_039589.1 GGGTCAGGTTGACTG 12541203 LOC268677 12545475 12544520 4272 12545475 12544520 4272 12545384 12544520 4181



Chr4 Complement NT_039265.1 AGGTCAGAGTGAGCA 4367313 AI836109 4371586 4365938 4273 4371586 4365938 4273 4371553 4366456 4240
Chr13 Complement NT_039590.1 CGCTCAAGCTGACCT 8633557 Rad17 8639099 8605283 5542 8637830 8605283 4273 8637766 8605765 4209
Chr8 Normal NT_039455.1 GGGTCACCATGACAT 6763354 LOC333269 6759080 6762997 4274 6759080 6762997 4274 6759080 6762997 4274
Chr10 Normal NT_039498.1 AGCTCAGGCTGACCT 1949815 LOC237417 1945540 1999799 4275 1945540 1999799 4275 1945540 1999799 4275
Chr6 Normal NT_039360.1 GTGTCATAGTGACCA 6232526 Sspn 6226022 6259345 6504 6228251 6259345 4275 6228278 6255616 4248
Chr4 Normal NT_039266.1 AGGTCAGGTTCACCT 11052058 Hspb7 11046832 11051363 5226 11047782 11050252 4276 11047838 11050111 4220
Chr6 Normal NT_039343.1 GGGTCATGTAGACCC 19849124 LOC243428 19844846 19847265 4278 19844846 19847265 4278 19844846 19847265 4278
Chr17 Normal NT_039643.1 GGGTCATGCTGACCA 4412579 Zfp52 4408201 4437507 4378 4408300 4437507 4279 4432134 4436972 -19555
Chr7 Normal NT_039420.1 GGGTCAGTTTGCCCA 2267900 Lhb 2263620 2264535 4280 2263620 2264528 4280 2263627 2264452 4273
Chr11 Normal NT_039521.1 GGGTCACGATGACCT 12556406 LOC217197 12552126 12568455 4280 12552126 12568455 4280 12552126 12568455 4280
ChrX Normal NT_039699.1 AGGTCTGTCTGACCT 750032 LOC208428 745726 746419 4306 745750 746419 4282 745750 746100 4282
Chr8 Normal NT_039467.1 AGATCAGTCTGACCC 41160743 LOC208925 41156460 41201947 4283 41156460 41201947 4283 41156460 41201947 4283
Chr4 Normal NT_039265.1 GGGTCAAACTGACCA 1284730 Heyl 1280445 1296759 4285 1280445 1295608 4285 1280756 1293519 3974
Chr1 Complement NT_039180.1 AGGTCAGTTTGACTC 1746935 LOC226356 1751220 1740389 4285 1751220 1740389 4285 1751186 1740567 4251
Chr16 Normal NT_039624.1 AGGCCAGGTTGACCT 29507038 LOC271363 29502753 29512149 4285 29502753 29512149 4285 29502753 29512149 4285
Chr17 Complement NT_039649.1 AGGTCAGCATGAACC 11530417 Ly6g6d 11538277 11531594 7860 11534703 11531784 4286 11534703 11531784 4286
Chr17 Complement NT_039662.1 AGGTCAGCATGAACC 1319880 Ly6g6d 1327740 1321057 7860 1324166 1321247 4286 1324166 1321247 4286
Chr19 Complement NT_039684.1 AGGTCAGGCTGAGCT 639768 1200010C09Rik 644540 637247 4772 644055 637437 4287 643210 638487 3442
Chr9 Normal NT_039482.1 GGGTCGGGCTGTCCT 4336636 Itga9 4332349 4622665 4287 4332349 4622665 4287 4352521 4621062 -15885
Chr9 Normal NT_039476.1 GGGTCAAGCTGACAT 9963517 LOC331013 9959230 9960708 4287 9959230 9960708 4287 9959503 9959961 4014
Chr11 Normal NT_039515.1 AGGTCATCCTCACCC 394310 Sepm-pending 389821 392487 4489 390023 392487 4287 390082 392297 4228
Chr12 Normal NT_039553.1 GGGTGAAACTGACCC 6708832 LOC331863 6704544 6712890 4288 6704544 6712890 4288 6704544 6712890 4288
Chr4 Normal NT_039260.1 CGGCCACGCTGACCT 5205503 LOC332884 5201215 5203506 4288 5201215 5203506 4288 5201215 5203506 4288
Chr9 Complement NT_039474.1 AGGTGAAGATGACCT 7228450 LOC212315 7232740 7192229 4290 7232740 7192229 4290 7232740 7192229 4290
Chr2 Complement NT_039208.1 GGATCAAGTTGACCA 25716387 LOC228377 25720679 25592880 4292 25720679 25592880 4292 25720679 25592880 4292
Chr1 Normal NT_039169.1 CGGTCACAGTGTCCT 5111469 LOC329106 5107177 5108360 4292 5107177 5108360 4292 5107177 5108360 4292
Chr11 Normal NT_039536.1 AGGTAAAACTGACCT 132748 4930500E24Rik 127609 138143 5139 128454 132460 4294 128477 130779 4271
Chr6 Normal NT_039343.1 AGGGCAGCCTGACCT 171467 AI448302 167167 172912 4300 167167 172912 4300 167669 168241 3798
Chr2 Complement NT_039209.1 GGGTCTGAGTGACCA 38245145 LOC228664 38249445 38248000 4300 38249445 38248000 4300 38249206 38248192 4061
Chr7 Normal NT_039429.1 GGGTCACCCTGATCA 3221546 LOC244113 3217245 3303471 4301 3217245 3303471 4301 3217245 3303471 4301
Chr14 Complement NT_039606.1 TGGTCAGGCTCACCT 1972628 Imp4a-pending 1977013 1966738 4385 1976930 1967240 4302 1976930 1967241 4302
Chr8 Normal NT_039467.1 AGGTCAAATTGACGA 23008169 Mmp15 23003867 23024592 4302 23003867 23024592 4302 23003872 23023601 4297
Chr3 Normal NT_039228.1 TGGTCAACTTGATCC 6426224 LOC241941 6421918 6488897 4306 6421918 6488897 4306 6421918 6488897 4306
Chr18 Normal NT_039674.1 GGGTCAGACTGTCCA 1657928 9430020K01 1653620 1659359 4308 1653620 1659359 4308 1653675 1658854 4253
Chr8 Normal NT_039457.1 TGGTCATCTTGCCCT 1345835 LOC330736 1341527 1343841 4308 1341527 1343841 4308 1342565 1342867 3270
Chr7 Complement NT_039420.1 GGGTGGTGATGACCT 1705162 Ptov1 1709470 1702691 4308 1709470 1702691 4308 1709203 1703055 4041
Chr7 Normal NT_039400.1 CGGTGACCCTGACCC 577527 Rtn2 573219 586884 4308 573219 586884 4308 573384 586660 4143
Chr4 Normal NT_039268.1 CTGTCATGGTGACCC 474261 2510039O18Rik 469951 476370 4310 469951 476370 4310 470081 475674 4180
Chr16 Complement NT_039625.1 GGGTCAGCCTGTCCA 22660562 LOC328722 22664872 22660620 4310 22664872 22660620 4310 22662472 22662176 1910
Chr3 Complement NT_039234.1 AGGCCAACCTGACCC 22949344 Cd1d1 22953759 22950156 4415 22953655 22950156 4311 22953570 22950898 4226
Chr6 Normal NT_039340.1 GGGTCAAAATGACTA 20131572 LOC232637 20127260 20144126 4312 20127260 20144126 4312 20127260 20144126 4312
Chr11 Complement NT_039515.1 AGGTCAGTTTTACCT 1937427 4930500E24Rik 1942586 1931391 5159 1941740 1937729 4313 1941717 1939410 4290
Chr6 Normal NT_039353.1 GGGTCTGCTTGACCT 1894626 E230015B07Rik 1890312 1898954 4314 1890312 1898954 4314 1893805 1897198 821
Chr11 Normal NT_039521.1 AGATCAGGCTGACCT 487257 LOC217071 482839 502062 4418 482943 502062 4314 482949 497670 4308
Chr7 Complement NT_039390.1 AGGTCATGGTGATCT 198146 V1re11 202461 200938 4315 202461 200938 4315 202214 201282 4068
Chr7 Normal NT_039437.1 CGGTCAGATTGCCCT 2564128 LOC211087 2559812 2596968 4316 2559812 2596968 4316 2559812 2596968 4316
Chr5 Complement NT_039308.1 TGGTCAAGATGAACT 13217504 LOC231587 13221820 13219746 4316 13221820 13219746 4316 13221820 13219746 4316
Chr5 Normal NT_039312.1 AGGTAGTACTGACCT 3253460 LOC330176 3249144 3250692 4316 3249144 3250692 4316 3250245 3250685 3215
Chr13 Complement NT_039573.1 TGGGCATGGTGACCT 2603252 LOC238468 2607569 2570763 4317 2607569 2570763 4317 2607569 2570763 4317
Chr8 Normal NT_039467.1 GGGTCAGAGCGCCCT 10636132 C030044C12Rik 10631814 10634324 4318 10631814 10634324 4318 10633787 10634161 2345
Chr2 Complement NT_039209.1 AGCTCAAATTGACCT 19233280 LOC332658 19237600 19213817 4320 19237600 19213817 4320 19237424 19213817 4144
Chr19 Normal NT_039689.1 GGATCAAGTTGACCT 9564 LOC332383 5243 5882 4321 5243 5882 4321 5311 5882 4253
Chr14 Normal NT_039606.1 AGGTCTCTGTGACCT 16704536 hr 16699502 16718982 5034 16700214 16717837 4322 16701831 16717746 2705
Chr3 Normal NT_039242.1 CGGTCAGGCTGACAC 5846226 LOC229861 5841904 5852964 4322 5841904 5852964 4322 5842020 5852926 4206
Chr9 Normal NT_039473.1 CGGTCAGTATTACCT 3798309 H2afx 3793986 3795346 4323 3793986 3795346 4323 3794037 3794468 4272
Chr16 Complement NT_039625.1 GTGTCACCATGACCA 25647138 2610039C10Rik 25651462 25643352 4324 25651462 25643352 4324 25651335 25643938 4197
Chr9 Normal NT_039482.1 TGGTCAGTTTGAGCC 5640500 8430408H12Rik 5636176 5667867 4324 5636176 5667867 4324 5645612 5666092 -5112
Chr5 Normal NT_039302.1 GGGTCATTGTGAGCC 3771396 Grpel1 3767072 3775966 4324 3767072 3773585 4324 3767083 3773291 4313
Chr4 Normal NT_039265.1 AGTTCAGGCTGACCT 4630070 LOC230756 4625744 4643791 4326 4625744 4643791 4326 4627563 4642645 2507
Chr14 Complement NT_039608.1 GGGTCAGATAGACCA 197713 LOC328452 202040 146179 4327 202040 146179 4327 202040 146179 4327
Chr15 Normal NT_039621.1 GGGTGACTGTGACCA 28348376 LOC239511 28344047 28452070 4329 28344047 28452070 4329 28369240 28452070 -20864
ChrX Normal NT_039706.1 AAGTCGCACTGACCC 11502503 LOC331436 11498173 11499896 4330 11498173 11499896 4330 11498173 11499896 4330
ChrX Normal NT_039746.1 AAGTCGCACTGACCC 51606 LOC333823 47275 48998 4331 47275 48998 4331 47275 48998 4331
Chr4 Normal NT_039259.1 AGCTCACGATGACCT 18109748 Ube2r2 18105417 18163464 4331 18105417 18161343 4331 18105588 18160918 4160
ChrX Complement NT_039752.1 GGGTAGCATTGACCC 135386 LOC245686 139718 90960 4332 139718 90960 4332 139718 90960 4332
Chr2 Normal NT_039208.1 AGGCCACCTTGACCA 19375280 MOR174-5 19370948 19423550 4332 19370948 19371895 4332 19370948 19371895 4332
Chr3 Normal NT_039234.1 TGGCCAAAATGACCT 18223858 5330427D05Rik 18219502 18253323 4356 18219525 18253323 4333 18220503 18252703 3355
Chr15 Normal NT_039621.1 GGGTCACCATGACTG 227416 LOC223499 223081 257075 4335 223081 257075 4335 223198 256982 4218
Chr4 Complement NT_039268.1 AGGGCATCCCGACCC 5917155 LOC230959 5921490 5908199 4335 5921490 5908199 4335 5921446 5917242 4291
Chr7 Complement NT_039400.1 AGGTCAGCCTGAGCT 1057085 Lu 1061478 1047239 4393 1061422 1047239 4337 1061416 1047714 4331
Chr2 Normal NT_039207.1 TGGTTATGGTGACCT 9607958 4932414N04Rik 9603620 9800108 4338 9603620 9699027 4338 9659485 9698933 -51527
Chr16 Normal NT_039624.1 AGGTGAATGTGACCT 35826529 Igsf11 35716317 35840815 110212 35822191 35840253 4338 35822191 35840253 4338
Chr12 Complement NT_039551.1 TGGTCATGGTGTCCT 29161704 LOC238316 29166042 29140545 4338 29166042 29140545 4338 29165918 29164087 4214
Chr6 Complement NT_039343.1 CGGTCAAGCTGACAC 2084096 Osbpl3 2161516 2002404 77420 2088434 2002404 4338 2075812 2002662 -8284
Chr13 Normal NT_039590.1 TGGTCACTGTGAACT 18821302 LOC238876 18816962 18858406 4340 18816962 18858406 4340 18816962 18858406 4340
Chr9 Normal NT_039489.1 GGTTCACAATGACCT 88176 Nope 83786 120245 4390 83835 120245 4341 83835 117831 4341
Chr6 Normal NT_039359.1 AGGTGAGTGTGACCT 5558812 2500002K03Rik 5554438 5642855 4374 5554469 5642855 4343 5554500 5642290 4312
Chr3 Normal NT_039252.1 TGGGCACTGTGACCT 8065 Tenr 3722 52132 4343 3722 52132 4343 3774 52087 4291
Chr7 Normal NT_039420.1 CGGTCATTGTGAACC 781464 LOC269907 777120 778447 4344 777120 778447 4344 778063 778404 3401
Chr15 Normal NT_039621.1 TGGCCAGCGTGACCT 40327380 AB041662 40323035 40328523 4345 40323035 40328523 4345 40327502 40327830 -122
Chr17 Normal NT_039643.1 GGGTTATTTTGACCC 2095470 LOC328762 2091125 2103342 4345 2091125 2103342 4345 2100533 2100805 -5063
Chr5 Normal NT_039312.1 GTGTCATGTTGACCA 7976962 A130010L24 7972616 7992157 4346 7972616 7992157 4346 7973127 7990201 3835
Chr4 Normal NT_039260.1 AGGCCATCCTGACCT 1124465 LOC242410 1120118 1122147 4347 1120118 1122147 4347 1120209 1121975 4256
Chr7 Complement NT_039400.1 GGGTCACCATGCCCA 566244 LOC232941 570598 567225 4354 570598 567225 4354 570576 567616 4332
Chr15 Normal NT_039621.1 GAGTCAGGGTGACCT 41760833 LOC239556 41756478 41817156 4355 41756478 41817156 4355 41756478 41817156 4355
Chr1 Normal NT_039167.1 TGGTAACTCTGACCC 12839329 LOC329100 12834974 12837162 4355 12834974 12837162 4355 12836088 12836414 3241
Chr1 Complement NT_039170.1 AGGTCAGAGTAACCA 30782971 1700019D03Rik 30787330 30748825 4359 30787330 30748883 4359 30749265 30748945 -33706
Chr7 Complement NT_039428.1 GGGACACTCTGACCC 18026133 Ntrk3 18030492 17754461 4359 18030492 17902770 4359 18030492 17903919 4359
Chr19 Normal NT_039684.1 AGGTCAGCCTGAGCT 2234362 Syt12 2220495 2252034 13867 2230002 2250255 4360 2230002 2250255 4360
Chr13 Complement NT_039590.1 AGGTCAGTTTGACTT 21477010 Gzma 21481371 21474216 4361 21481371 21474216 4361 21481343 21474283 4333
Chr2 Complement NT_039209.1 AGATCAGGCTGACCA 48564309 LOC225641 48568670 48567689 4361 48568670 48567689 4361 48568556 48568272 4247
Chr13 Complement NT_039590.1 GGTTCGAAGTGACCC 21556357 Gzmk 21560720 21551833 4363 21560720 21551833 4363 21560720 21551833 4363
Chr13 Normal NT_039590.1 ATGTCGTGGTGACCC 7079652 LOC271148 7075289 7097468 4363 7075289 7097468 4363 7075289 7097468 4363
Chr1 Complement NT_039186.1 AGGTCACAATGACAA 3715086 LOC240938 3719450 3672138 4364 3719450 3672138 4364 3719450 3672138 4364
Chr8 Complement NT_039455.1 ATGTCACTTTGACCT 291892 Cd209e-pending 296280 289937 4388 296258 289945 4366 296225 291056 4333



Chr12 Complement NT_039554.1 AGGTCAACTTGATCC 920735 LOC194579 925101 924585 4366 925101 924585 4366 925101 924585 4366
Chr2 Complement NT_039210.1 GGGTCACACTCACCT 844189 Ifld2 848556 841912 4367 848556 841912 4367 847851 842694 3662
Chr14 Complement NT_039606.1 GGGTCAACTTGACAC 9509741 LOC328427 9514109 9509060 4368 9514109 9509060 4368 9512330 9509120 2589
Chr6 Normal NT_039341.1 AGGTCAGCCTGATCT 8668379 LOC243774 8664010 8665821 4369 8664010 8665821 4369 8664010 8665821 4369
Chr5 Complement NT_039311.1 AGGTCATCGTGTCCT 70058 Pgbpll 75873 71552 5815 74430 71558 4372 74259 71593 4201
Chr9 Normal NT_039477.1 AGGACAGAGTGACCT 2985396 3632410F03Rik 2981023 2994718 4373 2981023 2994718 4373 2981081 2993181 4315
Chr11 Complement NT_039521.1 AGCTCACCCTGACCA 28074115 4732465I17Rik 28078488 28049638 4373 28078488 28049638 4373 28058840 28050488 -15275
Chr5 Normal NT_039307.1 AGGTCAACTTGATCC 14835990 LOC243102 14831615 14895713 4375 14831615 14895713 4375 14831615 14895713 4375
Chr17 Normal NT_039664.1 TGGTCATGGTGGCCC 49700 LOC333746 45324 48651 4376 45324 48651 4376 45335 48651 4365
Chr10 Normal NT_039496.1 TGCTCACAGTGACCT 6101913 9430059D04Rik 6089695 6107291 12218 6097535 6107162 4378 6101633 6106903 280
Chr5 Complement NT_039312.1 GGGTCACCCTGGCCA 2673077 LOC269693 2677455 2666231 4378 2677455 2666231 4378 2676772 2666537 3695
Chr9 Normal NT_039476.1 AGGTCATGCTGACAG 10936161 LOC279530 10931783 10978811 4378 10931783 10978811 4378 10931783 10978811 4378
Chr16 Normal NT_039624.1 CAGTCAGAGTGACCC 28453602 Dlgh1 28449223 28658100 4379 28449223 28657552 4379 28449231 28657213 4371
Chr17 Normal NT_039656.1 AGGTCAGCTGGACCT 89424 MGC37588 84639 87182 4785 85044 87182 4380 85499 85767 3925
Chr8 Normal NT_039467.1 CCGTCAGCTTGACCT 38661491 Cog4 38657103 38692387 4388 38657109 38692387 4382 38657113 38692028 4378
Chr5 Complement NT_039308.1 CGGTCCTCATGACCT 7858556 8430417G17Rik 7862939 7839247 4383 7862939 7839247 4383 7862768 7840078 4212
Chr3 Complement NT_039239.1 AGGTCAGTCAGACCC 249241 LOC194103 253625 251734 4384 253625 251734 4384 253625 251734 4384
Chr4 Complement NT_039267.1 AGGTCATCTTGAGCC 312831 LOC329990 317215 314794 4384 317215 314794 4384 316891 316583 4060
Chr2 Complement NT_039205.1 AAGTCACGCTGACCC 7222656 LOC227680 7227041 7221232 4385 7227041 7221232 4385 7227041 7221232 4385
Chr17 Normal NT_039649.1 AGGTGGGAATGACCT 7619806 Abcg1 7615376 7674220 4430 7615419 7674220 4387 7615493 7672728 4313
Chr5 Normal NT_039308.1 AGGTCAGGCTGAGCT 5048420 4933408F15 5044031 5102555 4389 5044031 5102555 4389 5044709 5102201 3711
Chr6 Normal NT_039355.1 AAGTCGACATGACCT 13780665 Aicda 13776275 13786358 4390 13776275 13786358 4390 13776359 13784652 4306
Chr17 Complement NT_039661.1 GGGCCACCATGACCA 16295 LOC193765 20685 17358 4390 20685 17358 4390 20674 17358 4379
Chr19 Complement NT_039692.1 AGGTCTCTTTGACCT 5172417 LOC212675 5176808 5119656 4391 5176808 5119656 4391 5176808 5119656 4391
Chr14 Complement NT_039598.1 TGGACATACTGACCC 4746495 LOC328373 4750887 4749586 4392 4750887 4749586 4392 4750177 4749899 3682
Chr11 Complement NT_039520.1 AGGGCAAACTGACCT 11947056 Rad50 11951467 11893721 4411 11951448 11893721 4392 11951206 11894620 4150
Chr11 Complement NT_039530.1 AGGGCAAACTGACCT 175983 Rad50 180394 122652 4411 180375 122652 4392 180133 123551 4150
Chr7 Normal NT_039429.1 GGGTCAGTGTGACTA 19972420 Art1 19968026 19980216 4394 19968026 19980216 4394 19972586 19977084 -166
Chr17 Complement NT_039657.1 AAGTCAGCATGACCC 8692675 LOC224949 8697069 8655941 4394 8697069 8655941 4394 8697069 8655941 4394
Chr7 Normal NT_039442.1 GGCTCAGCTCGACCT 47870 LOC333632 43476 46644 4394 43476 46644 4394 45277 45564 2593
Chr11 Complement NT_039520.1 AGGTCAGCCTGATCT 43654038 1300003O07Rik 43658720 43614922 4682 43658435 43614969 4397 43658419 43615256 4381
Chr13 Normal NT_039578.1 GGGCCACTTTGACCC 8725724 LOC193453 8721327 8726830 4397 8721327 8726830 4397 8721327 8726034 4397
ChrX Normal NT_039703.1 ATGTCAGCCTGACCT 851694 LOC236798 847297 917677 4397 847297 917677 4397 847297 917677 4397
Chr16 Complement NT_039624.1 GGGTCGTGCTGCCCC 9587604 LOC271346 9592001 9542271 4397 9592001 9542271 4397 9591981 9542271 4377
Chr3 Normal NT_039238.1 TTGTCAGAGTGACCC 3478873 Prkab2 3474475 3489267 4398 3474475 3489267 4398 3474776 3485967 4097
Chr4 Normal NT_039265.1 GGGACAAGGTGACCT 1849754 LOC230727 1845355 1877054 4399 1845355 1877054 4399 1845388 1876863 4366
Chr7 Normal NT_039442.1 AGCTCGACCTGACCT 47875 LOC333632 43476 46644 4399 43476 46644 4399 45277 45564 2598
Chr7 Normal NT_039429.1 CGGTCAACATTACCC 622371 LOC244098 617970 620430 4401 617970 620430 4401 619631 620341 2740
Chr16 Complement NT_039624.1 TGGTCACTCTGGCCC 42842143 LOC268892 42846548 42832992 4405 42846548 42832992 4405 42833278 42832997 -8865
Chr19 Complement NT_039692.1 TGCTCACCTTGACCC 2997395 Loxl4 3006076 2988046 8681 3001801 2988604 4406 3001801 2988604 4406
Chr6 Normal NT_039341.1 AGGTCAGGATAACCA 1654488 LOC330283 1650080 1653660 4408 1650080 1653660 4408 1650490 1652270 3998
Chr13 Complement NT_039586.1 CGGTCTCTGTGACCT 3794172 1110055B05Rik 3798583 3797108 4411 3798583 3797108 4411 3798523 3798173 4351
Chr3 Normal NT_039226.1 AGGTGGCTCTGACCT 5730893 LOC241871 5726481 5772916 4412 5726481 5772916 4412 5726481 5772916 4412
Chr7 Complement NT_039413.1 AGGTCAATATAACCT 393936 Spnb4 398348 382034 4412 398348 382034 4412 398337 382034 4401
Chr3 Normal NT_039228.1 TGGGCACTGTGACCT 8205452 Tenr 8201040 8248881 4412 8201040 8248880 4412 8201092 8248836 4360
Chr2 Normal NT_039206.1 GGGTCAGTGTGGCCA 1908966 2310011D08Rik 1904549 2274521 4417 1904549 1925708 4417 1904897 1914866 4069
Chr7 Normal NT_039429.1 GGATCATGCCGACCT 2679167 LOC233436 2674749 2675696 4418 2674749 2675696 4418 2674749 2675696 4418
Chr1 Complement NT_039171.1 AGCTCAGGCTGACCC 61337 LOC245860 65755 58878 4418 65755 58878 4418 65703 59942 4366
Chr4 Complement NT_039264.1 AGGTCATTTTGACAC 16849585 1810037K07Rik 16854069 16848118 4484 16854004 16848118 4419 16851668 16849140 2083
Chr5 Normal NT_039301.1 GGGTCACCATCACCA 860922 Snx17 856440 862097 4482 856502 862097 4420 856601 861669 4321
Chr3 Complement NT_039239.1 GGATCAAGTTGACCA 3344830 LOC242126 3349253 3311777 4423 3349253 3311777 4423 3332842 3313694 -11988
Chr8 Normal NT_039461.1 TGGTCAACTTGATCC 4332058 LOC214871 4327634 4473716 4424 4327634 4473716 4424 4327634 4473716 4424
Chr6 Complement NT_039350.1 TGGTCAAGCTGGCCC 2914775 Tmsb10 2919199 2918098 4424 2919199 2918098 4424 2918812 2918336 4037
Chr14 Complement NT_039609.1 GTGTCAGGCTGACCC 23224384 LOC223255 23271514 23177783 47130 23228809 23177783 4425 23228809 23178312 4425
Chr3 Complement NT_039234.1 GGGTCACCTTGCCCA 23952305 LOC269452 23956854 23943898 4549 23956731 23943902 4426 23954336 23944835 2031
Chr12 Complement NT_039553.1 GGGTCACAAGGACCA 80535 2310014L03Rik 84964 68989 4429 84964 68989 4429 80207 68989 -328
Chr6 Complement NT_039360.1 GGATCAAGTTGACCA 4752483 LOC208753 4756912 4665950 4429 4756912 4665950 4429 4756912 4665950 4429
Chr4 Complement NT_039266.1 AGGTCTCAGCGACCT 569598 LOC242672 574029 533527 4431 574029 533527 4431 574029 533527 4431
Chr1 Normal NT_039180.1 GGGTCAGCCTGAGCT 9192620 Mgat5 9083715 9368677 108905 9188189 9368677 4431 9188203 9202647 4417
Chr8 Normal NT_039467.1 GGGTCGTGCTGCCCC 32762024 LOC234676 32757592 32777178 4432 32757592 32777178 4432 32757592 32777178 4432
Chr15 Normal NT_039621.1 AGGTCACTTTTACCT 45032158 Bzrp 45019911 45030533 12247 45027725 45030381 4433 45027752 45030296 4406
Chr10 Normal NT_039490.1 AAGTCACCCTGACCC 3945741 LOC244009 3941308 3941628 4433 3941308 3941628 4433 3941308 3941628 4433
Chr11 Complement NT_039521.1 TGGTCAAAATGAGCC 21251841 1700012B07Rik 21256275 21216530 4434 21256275 21219800 4434 21256144 21219806 4303
Chr18 Complement NT_039676.1 AGGTCATTCTGTCCT 190216 Slc14a1 213493 173023 23277 194650 173023 4434 187882 173769 -2334
Chr1 Normal NT_039185.1 AGGTGACCTTGACCG 15117393 1700009P17Rik 15105354 15118248 12039 15112958 15118248 4435 15116332 15118083 1061
Chr7 Complement NT_039428.1 GGGACAGTGTGACCT 21723260 LOC244093 21727695 21663586 4435 21727695 21663586 4435 21727695 21663586 4435
Chr2 Normal NT_039210.1 GGGTCACCTTCACCA 616285 1700127B04Rik 611844 655211 4441 611849 615914 4436 611855 615306 4430
Chr15 Normal NT_039621.1 AGTTCAACCTGACCC 39012825 LOC328562 39008387 39011983 4438 39008387 39011983 4438 39011191 39011835 1634
Chr11 Complement NT_039520.1 AGGTCAGACTGACGG 37575439 Ksr 37579962 37448326 4523 37579879 37448326 4440 37579804 37449710 4365
Chr9 Normal NT_039473.1 TGGTAAGCTTGACCT 3844346 Cab140 3838928 3851746 5418 3839905 3850435 4441 3839905 3850435 4441
Chr2 Normal NT_039211.1 AGGCCACTCTGACCC 4393063 LOC332704 4388622 4566852 4441 4388622 4420318 4441 4388622 4420318 4441
Chr2 Normal NT_039212.1 GGGTCAGCGTGACTT 3139230 Arfgap1 3134762 3153213 4468 3134788 3149019 4442 3138677 3148992 553
Chr1 Complement NT_039173.1 GGGTCAAGCTGAGCC 4862726 LOC332478 4867168 4803135 4442 4867168 4803135 4442 4867168 4803135 4442
Chr2 Normal NT_039210.1 GGGTCACACTGGCCT 11483488 LOC195487 11479043 11582051 4445 11479043 11479420 4445 11479058 11479360 4430
Chr11 Complement NT_039520.1 AGGCCAGGCTGACCT 36608235 LOC327970 36612680 36610782 4445 36612680 36610782 4445 36611533 36611216 3298
Chr14 Complement NT_039596.1 AGGTCAGATTCACCT 2110295 LOC238974 2114743 2062835 4448 2114743 2062835 4448 2105680 2062835 -4615
Chr14 Complement NT_039598.1 CTGTCACGGTGACCT 7423287 LOC239031 7427735 7419867 4448 7427735 7419867 4448 7427735 7419867 4448
Chr14 Normal NT_039606.1 TGGTCATCATGAACC 24161623 LOC332029 24157175 24176264 4448 24157175 24176264 4448 24157175 24176264 4448
Chr18 Complement NT_039674.1 AAGTCATGGCGACCC 73271876 LOC240406 73276325 73236452 4449 73276325 73236452 4449 73276325 73236452 4449
Chr14 Normal NT_039614.1 AGCTCAGAATGACCA 668424 LOC333854 663975 670371 4449 663975 670371 4449 663975 670371 4449
Chr2 Normal NT_039210.1 GGGTCAAAGTGACAG 6040249 1810024K12Rik 6035799 6140176 4450 6035799 6064975 4450 6047312 6064230 -7063
Chr3 Complement NT_039227.1 TGGTCAACTTGATCC 876426 LOC229097 880877 878461 4451 880877 878461 4451 880347 879814 3921
Chr3 Normal NT_039239.1 TGGTCACACTGGCCC 1614917 Gdap2 1610417 1654928 4500 1610465 1654928 4452 1617947 1653766 -3030
Chr18 Normal NT_039674.1 GGGCCACATTGACCT 2031198 Svil 2026745 2098126 4453 2026745 2098126 4453 2026797 2097810 4401
Chr3 Normal NT_039240.1 AGGTCGTGATGACAT 9130423 LOC332808 9125969 9127600 4454 9125969 9127600 4454 9125969 9127600 4454
Chr17 Normal NT_039666.1 GGGTCAGGGTGACTT 412302 LOC193787 407847 408812 4455 407847 408812 4455 407847 408812 4455
Chr4 Complement NT_039267.1 AGGTCAGGCTGGCCT 322848 LOC230883 327303 319244 4455 327303 319244 4455 327303 319244 4455
Chr13 Complement NT_039578.1 GGGCCACTTTGACCC 8725724 LOC193454 8730180 8729794 4456 8730180 8729794 4456 8730180 8729794 4456
Chr17 Normal NT_039650.1 GGGTCAGTCTGCCCT 427543 LOC328808 423086 428207 4457 423086 428207 4457 423720 428088 3823
Chr12 Complement NT_039549.1 GTGTCAGGGTGACCA 11326052 LOC217564 11330510 11309119 4458 11330510 11309119 4458 11330510 11309119 4458
Chr7 Normal NT_039385.1 AGGCCACCCTGACCA 1151339 0610012F07Rik 1146848 1149860 4491 1146880 1149860 4459 1148847 1149812 2492
Chr12 Complement NT_039553.1 AGGTCTTCCTGACCT 4395452 LOC328156 4399911 4395881 4459 4399911 4395881 4459 4396499 4396161 1047
Chr11 Complement NT_039521.1 TGGTCAAGTTGACAT 23197850 LOC217287 23202310 23185075 4460 23202310 23185075 4460 23202310 23185075 4460
Chr6 Normal NT_039343.1 AGGTCAACTTGATCC 19585263 LOC243420 19580803 19581666 4460 19580803 19581666 4460 19580803 19581666 4460
Chr5 Complement NT_039317.1 AGGTCCTCCTGACCA 504422 Zfp316 508882 504802 4460 508882 504802 4460 508127 505694 3705



Chr4 Complement NT_039262.1 GGATCAAGTTGACCT 26932372 LOC230398 26936834 26936265 4462 26936834 26936265 4462 26936834 26936265 4462
Chr14 Complement NT_039606.1 GGGTCACCATGAGCT 2475082 Gzmd 2479631 2476602 4549 2479545 2476602 4463 2479545 2476697 4463
Chr7 Normal NT_039433.1 GGCTCAGCTCGACCT 3594014 LOC330629 3589550 3592718 4464 3589550 3592718 4464 3591351 3591638 2663
ChrX Normal NT_039712.1 GGGTCACTGTGATCA 4274734 LOC331496 4270270 4272164 4464 4270270 4272164 4464 4270443 4270724 4291
Chr1 Complement NT_039170.1 AGGTCAATCTGAGCA 36269068 Clk 36273578 36261523 4510 36273533 36261523 4465 36271457 36269236 2389
Chr7 Complement NT_039433.1 GGGTAGGCCTGACCT 20373322 LOC210211 20377787 20329593 4465 20377787 20329593 4465 20375908 20329593 2586
Chr14 Normal NT_039609.1 GGGTCAGACTGAACA 3450752 LOC271235 3446285 3463827 4467 3446285 3463827 4467 3446285 3463827 4467
Chr3 Complement NT_039242.1 GGGTGATGATGACCT 23219618 5230400J09Rik 23224086 23200617 4468 23224086 23200617 4468 23224017 23203496 4399
Chr14 Normal NT_039610.1 AGCTCAGAATGACCA 37752 LOC332060 33284 39477 4468 33284 39477 4468 33284 39477 4468
Chr15 Complement NT_039621.1 GGGTCAGGTTGAACT 38966522 1700025B11Rik 38970991 38967371 4469 38970991 38967371 4469 38968166 38967519 1644
Chr7 Normal NT_039433.1 AGCTCGACCTGACCT 3594019 LOC330629 3589550 3592718 4469 3589550 3592718 4469 3591351 3591638 2668
Chr2 Normal NT_039209.1 AAGTCACCCTGACCC 50651362 LOC332681 50646892 50740870 4470 50646892 50647372 4470 50646892 50647372 4470
Chr9 Normal NT_039472.1 TTGTCACAGTGACCT 6257469 D230022C05Rik 6252991 6279267 4478 6252998 6279230 4471 6272116 6278940 -14647
Chr12 Complement NT_039551.1 AGGGCATGTTGACCC 11992747 LOC328114 11997219 11993504 4472 11997219 11993504 4472 11994262 11993984 1515
Chr14 Normal NT_039598.1 AGGCCAGCTTGACCT 4047660 1810038N08Rik 4043159 4095090 4501 4043185 4093225 4475 4043302 4092580 4358
Chr8 Complement NT_039467.1 AGGTTAAGGTGACCC 16244354 9130017C17Rik 16248829 16239442 4475 16248829 16239442 4475 16244590 16239755 236
Chr4 Complement NT_039264.1 TGCTCACTCTGACCT 7826126 LOC242605 7830602 7807696 4476 7830602 7807696 4476 7830602 7807696 4476
Chr7 Normal NT_039385.1 GGGGCGGAGTGACCC 1194260 MGC27915 1189327 1193371 4933 1189784 1193371 4476 1190216 1193110 4044
Chr18 Complement NT_039674.1 GGGTCAGGGTGGCCA 21353109 D030070L09Rik 21357669 21333169 4560 21357588 21333169 4479 21357570 21334981 4461
Chr4 Normal NT_039259.1 TGGTCAATTTGACCA 9559692 LOC329815 9555212 9564700 4480 9555212 9564700 4480 9555226 9560987 4466
Chr5 Complement NT_039305.1 TGGTCAATCTGTCCC 15314110 2310045A20Rik 15318594 15210327 4484 15318594 15210399 4484 15305448 15211277 -8662
Chr13 Normal NT_039580.1 TGATCAGACTGACCC 5778604 Gmpr 5774120 5813031 4484 5774120 5813031 4484 5774308 5812703 4296
Chr12 Normal NT_039553.1 AGGTCAGCCTGGCCT 8943782 LOC217887 8939298 8946250 4484 8939298 8946250 4484 8939370 8945708 4412
Chr3 Normal NT_039241.1 AGGTCATCCTGAGCT 7263227 LOC242234 7258743 7267009 4484 7258743 7267009 4484 7258743 7267009 4484
Chr10 Normal NT_039501.1 ATGTCGTGGTGACCC 3057139 2610016K11Rik 3052653 3084210 4486 3052653 3084210 4486 3065041 3082091 -7902
Chr17 Complement NT_039657.1 CGCTCACACTGACCT 9426456 Ralbp1 9431420 9395213 4964 9430942 9395213 4486 9414545 9396720 -11911
Chr17 Normal NT_039658.1 GGGTGAACACGACCT 22196721 6030465J18Rik 22192234 22229048 4487 22192234 22229048 4487 22213701 22226933 -16980
Chr9 Complement NT_039473.1 GTGTCACAGTGACCA 8445520 Htr3b 8450175 8420533 4655 8450007 8421403 4487 8449970 8421425 4450
Chr6 Complement NT_039353.1 TGGTCATAGTGTCCC 8669042 LOC330387 8673529 8664038 4487 8673529 8664038 4487 8673529 8664038 4487
Chr17 Complement NT_039649.1 GGGTAGCGATGACCC 2328115 1810034B16Rik 2332605 2330263 4490 2332605 2330263 4490 2332596 2330609 4481
Chr3 Normal NT_039230.1 AGGTCACCAGGACCT 9952534 Mbnl 9891535 10048107 60999 9948043 10048107 4491 9948525 10044168 4009
Chr11 Complement NT_039521.1 TGGTCAGATTAACCT 18415057 Kpna2 18421733 18410867 6676 18419549 18410880 4492 18419549 18411124 4492
Chr1 Normal NT_039184.1 GGGACAACGTGACCT 3574917 LOC240798 3570424 3597413 4493 3570424 3597413 4493 3570424 3597413 4493
Chr6 Normal NT_039343.1 AGGGCAAAGTGACCA 8902841 LOC211015 8898346 8899269 4495 8898346 8899269 4495 8898346 8899269 4495
Chr10 Complement NT_039500.1 AGGTCAACATGATCA 10178556 LOC216244 10183051 10182003 4495 10183051 10182003 4495 10183051 10182003 4495
Chr1 Normal NT_039173.1 TGGTCACACTGTCCT 1569298 LOC332474 1564803 1570518 4495 1564803 1570518 4495 1564803 1570518 4495
Chr14 Complement NT_039606.1 GGGTCACCATGAGCT 2502103 Gzmg 2506599 2503613 4496 2506599 2503711 4496 2506558 2503722 4455
Chr10 Normal NT_039500.1 AGTTCAAGGTGACCC 24070348 A630014C11Rik 24065850 24105784 4498 24065850 24105784 4498 24066714 24105100 3634
Chr15 Complement NT_039621.1 AGGACGGGATGACCC 64572586 LOC209430 64577084 64573200 4498 64577084 64573200 4498 64576977 64576684 4391
Chr18 Normal NT_039674.1 AGGTCAGGCTGAACT 33958626 2610030J16Rik 33954117 33958391 4509 33954126 33958391 4500 33956653 33957627 1973
ChrX Complement NT_039733.1 TGGTCACTTTGCCCC 78179 LOC194694 82679 82314 4500 82679 82314 4500 82679 82314 4500
Chr14 Normal NT_039598.1 AGGCCAGCTTGACCT 4047660 1810038N08Rik 4043159 4095090 4501 4043159 4092814 4501 4043302 4092580 4358
Chr3 Complement NT_039242.1 AGGTCATTCTGACTT 4500719 LOC229847 4505220 4502094 4501 4505220 4502094 4501 4505118 4504870 4399
Chr11 Normal NT_039520.1 TGATCAGGCTGACCT 10132741 LOC327921 10128240 10129068 4501 10128240 10129068 4501 10128671 10129036 4070
Chr17 Normal NT_039662.1 AGGTCAAACTGACAC 398837 H2-DMb2 394334 399744 4503 394334 399744 4503 394334 399744 4503
Chr1 Complement NT_039170.1 TGGTCATGATGTCCC 15569397 LOC332427 15573902 15565847 4505 15573902 15565847 4505 15573902 15565847 4505
Chr3 Complement NT_039234.1 GGGTCAAGGTCACCT 26285823 Aibzip-pending 26290329 26284317 4506 26290329 26284317 4506 26289649 26284548 3826
Chr17 Normal NT_039649.1 AGGTCAAACTGACAC 10593360 H2-DMb2 10588668 10687631 4692 10588854 10594267 4506 10588854 10594267 4506
Chr9 Complement NT_039472.1 AGGTCTTCATGACCA 7964510 Ap1m2 7969032 7950812 4522 7969017 7952174 4507 7968964 7952548 4454
Chr9 Normal NT_039474.1 TAGTCATCTTGACCC 24044736 D930047P17 24039996 24059667 4740 24040228 24059667 4508 24053324 24059179 -8588
Chr10 Normal NT_039501.1 ATGTCGTGGTGACCC 3057165 2610016K11Rik 3052653 3084210 4512 3052653 3084210 4512 3065041 3082091 -7876
Chr19 Normal NT_039692.1 GGGTCAGAATGGCCT 5697422 LOC278792 5692906 5750955 4516 5692906 5750955 4516 5692906 5750955 4516
Chr5 Complement NT_039312.1 TGGTCAACTTGACAC 2618527 LOC231661 2623044 2581121 4517 2623044 2581121 4517 2622985 2581312 4458
Chr3 Normal NT_039239.1 TGATCATGGTGACCT 9160353 Alx3 9155835 9166574 4518 9155835 9166574 4518 9155980 9165884 4373
Chr12 Complement NT_039552.1 AGGTCAACTTGATCC 2689431 LOC217754 2693950 2564019 4519 2693950 2564019 4519 2650837 2564037 -38594
Chr8 Complement NT_039456.1 AGCTCAGAATGACCT 6993498 LOC244376 6998017 6942167 4519 6998017 6942167 4519 6998017 6942167 4519
Chr11 Complement NT_039520.1 AGGTCAGAGTGACAG 45529168 B930067F20Rik 45533688 45514416 4520 45533688 45514416 4520 45531135 45516796 1967
Chr18 Normal NT_039674.1 AGCTCAGACTGACCA 35523376 LOC225399 35518847 35519463 4529 35518856 35519463 4520 35518879 35519433 4497
Chr2 Complement NT_039210.1 GGGTCACCCTGACAA 1054670 LOC241729 1059190 1012719 4520 1059190 1012719 4520 1044931 1012719 -9739
Chr10 Normal NT_039495.1 AGGACAGCTTGACCT 1861046 Spock2 1856526 1885631 4520 1856526 1881954 4520 1856739 1881921 4307
Chr17 Normal NT_039670.1 AGTTCAGGCTGACCT 129014 2700038C24Rik 124402 163367 4612 124492 162799 4522 124558 162771 4456
Chr11 Complement NT_039515.1 GGGTCAAGTTGACAG 3511386 Wap 3515908 3510289 4522 3515908 3512748 4522 3515881 3512872 4495
Chr1 Complement NT_039185.1 GGTTCAGCGTGACCG 16532826 LOC329294 16537349 16532833 4523 16537349 16532833 4523 16537214 16536581 4388
Chr6 Complement NT_039353.1 AGGTCATCGTGACAT 14093774 Prok2 14098297 14083143 4523 14098297 14083143 4523 14098225 14084197 4451
Chr14 Normal NT_039606.1 TGGTGACCATGACCT 7466712 E130115J16Rik 7462159 7523210 4553 7462188 7523210 4524 7514677 7522190 -47965
Chr1 Complement NT_039174.1 AGGTCAGTGTGACAG 18115512 9330132E09Rik 18120038 18116392 4526 18120038 18116392 4526 18119885 18116865 4373
Chr3 Complement NT_039239.1 CGGTCAGAGGGACCT 113272 LOC242111 117798 113022 4526 117798 113022 4526 115041 113022 1769
Chr4 Normal NT_039259.1 AGGTCATCCTGAACA 9045336 LOC242373 9040809 9073432 4527 9040809 9073432 4527 9040809 9073432 4527
Chr10 Complement NT_039496.1 GGGTGGCTGTGACCT 2303341 A130042E20 2308142 2299005 4801 2307869 2299005 4528 2307394 2302261 4053
Chr15 Normal NT_039621.1 AGCTCGTGATGACCT 61148640 Aqp2 61144025 61149506 4615 61144112 61149001 4528 61144112 61149001 4528
Chr7 Normal NT_039385.1 GGGTCGTGCTGCCCC 391232 LOC269853 386693 395889 4539 386703 395606 4529 386749 394451 4483
Chr5 Normal NT_039307.1 AGGTCATGGTGACCC 16564984 LOC330125 16560455 16562007 4529 16560455 16562007 4529 16560618 16561361 4366
Chr4 Complement NT_039264.1 TGTTCATCCTGACCC 15044197 LOC332932 15048728 15044359 4531 15048728 15044359 4531 15046013 15044359 1816
Chr10 Complement NT_039501.1 AGGACAAGCTGACCC 512508 LOC327830 517040 503406 4532 517040 503406 4532 507581 506001 -4927
Chr16 Normal NT_039624.1 AGGTGAAAATGACCA 19624239 Dnajb11 19619653 19634167 4586 19619706 19634167 4533 19619830 19633523 4409
Chr8 Complement NT_039458.1 AGTTCACTCTGACCC 873835 LOC215546 878368 857616 4533 878368 857616 4533 878368 857616 4533
Chr2 Normal NT_039205.1 AGGTCAGCCTGCCCC 7650567 Endog 7645535 7736632 5032 7646033 7648578 4534 7646084 7648482 4483
Chr11 Complement NT_039521.1 AGGCCAAAGTGACCT 27670298 Evpl 27674833 27672029 4535 27674833 27672029 4535 27674395 27672224 4097
Chr16 Normal NT_039624.1 AGGTAAGGATGACCA 13986626 Lztr1 13982091 13999742 4535 13982091 13999741 4535 13982148 13999204 4478
Chr2 Complement NT_039209.1 AGGTCAGCATGATCT 3374559 AI429152 3379095 3338690 4536 3379095 3338690 4536 3375341 3343187 782
Chr16 Normal NT_039625.1 TGGGCAGTGTGACCT 26456493 Ifnar1 26451789 26474146 4704 26451956 26474146 4537 26452051 26472120 4442
Chr18 Normal NT_039674.1 AGGTTATTCTGACCA 25699107 LOC225312 25694570 25696779 4537 25694570 25696779 4537 25694570 25696779 4537
Chr5 Complement NT_039307.1 GGATCAAGTTGACCA 7195496 LOC243077 7200033 6823948 4537 7200033 6823948 4537 7200033 6823948 4537
Chr17 Normal NT_039649.1 GGGTGGGTGTGACCC 5321797 Mapk13 5317223 5326591 4574 5317260 5326591 4537 5317297 5326397 4500
Chr17 Normal NT_039650.1 GGGTCATGTGGACCT 2625261 LOC224776 2620722 2621675 4539 2620722 2621675 4539 2620722 2621675 4539
Chr18 Normal NT_039674.1 TGGTCAGCTTGCCCC 32157222 LOC212860 32152682 32167524 4540 32152682 32167524 4540 32152682 32167524 4540
Chr16 Complement NT_039624.1 GGGTCAGACTGACAC 1585868 Ppl 1590408 1544508 4540 1590408 1544787 4540 1590330 1545221 4462
Chr19 Complement NT_039687.1 AGGTCATCGTGATCA 14392499 LOC332374 14397040 14350630 4541 14397040 14350630 4541 14397040 14350630 4541
Chr2 Normal NT_039208.1 AAGTCACCCTGACCA 18889339 LOC228271 18884796 18896545 4543 18884796 18885722 4543 18884796 18885722 4543
Chr8 Normal NT_039467.1 GGGTCACACTGGCCA 33588020 Tsnaxip1 33583476 33600614 4544 33583476 33600614 4544 33583519 33598254 4501
Chr7 Normal NT_039436.1 TGGTCACGGAGACCT 2292810 Drd4 2288243 2292464 4567 2288265 2291088 4545 2288265 2291088 4545
Chr8 Normal NT_039462.1 AGGTCAGCCTGACTT 5989432 E130301F19 5984883 6011971 4549 5984883 6011971 4549 5985345 6010901 4087
Chr9 Complement NT_039473.1 GGGTCTAGATGACCA 1437564 LOC330933 1442116 1411015 4552 1442116 1411015 4552 1437926 1425545 362
Chr2 Complement NT_039208.1 AGGGCAACTTGACCT 17178911 MOR185-7 17183463 17182519 4552 17183463 17182519 4552 17183463 17182519 4552
Chr6 Complement NT_039340.1 AGGTCATCCTGATCT 2935602 Slc25a13 2940195 2764145 4593 2940154 2764145 4552 2940046 2765072 4444



Chr18 Normal NT_039674.1 AGGTCACATTCACCG 72173397 Myo5b 72160814 72224161 12583 72168842 72224161 4555 72168842 72223751 4555
ChrX Normal NT_039733.1 TGGTCACTTTGCCCC 78179 LOC333915 73623 78119 4556 73623 78119 4556 73623 78119 4556
Chr6 Complement NT_039353.1 GGGTCATTGTGGCCC 5349432 4930402H05Rik 5353989 5351161 4557 5353989 5351161 4557 5351594 5351313 2162
Chr5 Complement NT_039316.1 AGGTCAAAGTCACCT 305041 Pdgfa 309719 290354 4678 309598 291306 4557 309537 291557 4496
Chr17 Normal NT_039655.1 GGATCAAGTTGACCT 203205 LOC328814 198646 281226 4559 198646 281226 4559 198646 281226 4559
Chr6 Normal NT_039347.1 GGGTCAGCATCACCT 538307 LOC232071 533745 536025 4562 533745 536025 4562 534250 534558 4057
Chr3 Complement NT_039242.1 TGGTCAACTTGATCC 20568881 LOC329776 20573443 20526509 4562 20573443 20526509 4562 20573443 20526509 4562
Chr6 Complement NT_039340.1 TGGTTAAAGTGACCT 20026897 Aass 20041977 19984469 15080 20031460 19984661 4563 20031449 19984952 4552
Chr1 Complement NT_039174.1 AGGTTGTGTTGACCT 1316777 LOC227388 1321340 1320493 4563 1321340 1320493 4563 1321340 1320493 4563
Chr8 Normal NT_039467.1 GGGTCAAAGTGCCCC 11720987 4930432K21Rik 11716408 11740969 4579 11716422 11740969 4565 11717238 11740667 3749
Chr17 Complement NT_039655.1 AGGTCATCCTGAGCT 7533090 Mdfi 7537655 7531745 4565 7537655 7531745 4565 7532044 7531874 -1046
Chr3 Normal NT_039242.1 GGGTCATCATGACTA 8502386 LOC214525 8497818 8541759 4568 8497818 8541759 4568 8497818 8541759 4568
Chr8 Normal NT_039457.1 GAGTCACAGTGACCA 66222 LOC234155 61654 70559 4568 61654 70559 4568 61716 70559 4506
Chr17 Normal NT_039666.1 TGGTCATTTAGACCC 364735 LOC333754 360166 361207 4569 360166 361207 4569 360582 361064 4153
Chr9 Complement NT_039472.1 AGGTCAAGGTCACCT 8613707 Epor 8618277 8613994 4570 8618277 8613994 4570 8618250 8614051 4543
Chr13 Complement NT_039590.1 GGGTCACTCTGACCA 23474467 Pelo 23490176 23375810 15709 23479037 23476503 4570 23477921 23476532 3454
Chr11 Complement NT_039515.1 AGGCCAGCCTGACCT 2613864 2010005J08Rik 2639635 2591444 25771 2618435 2591444 4571 2600403 2592944 -13461
Chr3 Complement NT_039254.1 GGGTCAAGGTCACCT 104647 Aibzip-pending 109222 103211 4575 109222 103211 4575 108542 103442 3895
Chr6 Normal NT_039343.1 GGATCAAGTTGACCT 20197444 LOC333117 20192867 20193235 4577 20192867 20193235 4577 20192867 20193235 4577
Chr19 Normal NT_039684.1 AGGTCAGGGTGTCCT 2791014 MGC37950 2786398 2790304 4616 2786437 2790304 4577 2787954 2790229 3060
Chr2 Normal NT_039210.1 AGGTCAGACTGACAC 16665876 LOC329563 16661298 16765883 4578 16661298 16663789 4578 16662204 16662578 3672
Chr1 Complement NT_039180.1 TGGTCTATATGACCC 2326475 Marco 2331056 2300510 4581 2331056 2300510 4581 2330749 2300631 4274
Chr2 Normal NT_039202.1 TGGTCACTTTGCCCC 8700295 Il15ra 8695234 8723826 5061 8695713 8723114 4582 8695713 8723114 4582
ChrX Complement NT_039751.1 AGGTTGTGGTGACCT 27259 LOC333825 31841 29532 4582 31841 29532 4582 30954 30457 3695
Chr2 Normal NT_039209.1 GGATCAAGTTGACCT 28897731 1110027L01Rik 28893145 28935793 4586 28893145 28897532 4586 28893281 28896723 4450
Chr8 Normal NT_039456.1 GGGTCTGGCTGACCT 12250071 Gtf2e2 12240967 12286647 9104 12245483 12286647 4588 12245489 12286236 4582
Chr11 Complement NT_039520.1 GGGTCAACCTGATCT 38323947 LOC331764 38328535 38292380 4588 38328535 38292380 4588 38328535 38292380 4588
Chr17 Complement NT_039655.1 AGATCAGGCTGACCT 8171012 2510027D20Rik 8175601 8173965 4589 8175601 8173965 4589 8175582 8174154 4570
Chr7 Complement NT_039428.1 GGGGCAGCACGACCC 3028151 LOC215098 3032742 3032236 4591 3032742 3032236 4591 3032742 3032236 4591
Chr10 Normal NT_039496.1 GGGTCAGGATGGCCT 6578739 LOC208240 6573797 6575445 4942 6574147 6575445 4592 6574181 6575286 4558
Chr3 Complement NT_039242.1 AGGTCACTTTCACCA 6102570 LOC229862 6107162 6104585 4592 6107162 6104585 4592 6106762 6105063 4192
Chr14 Normal NT_039599.1 GGATCAAGTTGACCT 5862232 LOC219019 5857638 5858444 4594 5857638 5858444 4594 5857638 5858444 4594
Chr9 Complement NT_039476.1 AGGTCATAATAACCC 10801041 LOC245015 10805635 10748432 4594 10805635 10748432 4594 10805635 10748432 4594
Chr17 Normal NT_039655.1 GAGTCACCTTGACCC 7157284 LOC224833 7152664 7186337 4620 7152688 7186337 4596 7152854 7185700 4430
Chr12 Complement NT_039551.1 GGGTCGTCGTGACAC 25845247 LOC331844 25849843 25849500 4596 25849843 25849500 4596 25849843 25849500 4596
Chr5 Normal NT_039302.1 TGGGCACAGTGACCC 2889279 Acox3 2884510 2915976 4769 2884682 2914800 4597 2889639 2914327 -360
Chr5 Normal NT_039312.1 AGGTCAGAGTGCCCT 6230996 LOC330183 6226399 6234816 4597 6226399 6234816 4597 6233499 6233822 -2503
Chr7 Normal NT_039388.1 GGGGCAGCCTGACCA 579441 Zfp371 574844 591473 4597 574844 591473 4597 590727 591254 -11286
Chr7 Normal NT_039437.1 TGTTCAGTCTGACCT 977170 LOC194446 972572 986017 4598 972572 986017 4598 972572 986017 4598
Chr16 Normal NT_039624.1 GGGTCGTTTTGAACC 33265494 LOC271369 33260896 33280493 4598 33260896 33280493 4598 33260896 33280493 4598
Chr18 Normal NT_039674.1 CGGTCAGGTTGAACT 10511124 LOC225201 10506524 10506982 4600 10506524 10506982 4600 10506524 10506982 4600
Chr6 Normal NT_039360.1 AAGTCATACTGACCA 3058669 Cmas 3054031 3076481 4638 3054068 3076481 4601 3054068 3076114 4601
Chr8 Complement NT_039462.1 GGGTCAGCGCGGCCC 6153945 2510019J09Rik 6158547 6156456 4602 6158547 6156456 4602 6158526 6156566 4581
Chr10 Normal NT_039502.1 CTGTCACCTTGACCC 4061171 LOC216433 4056569 4150887 4602 4056569 4150887 4602 4056569 4150887 4602
Chr2 Normal NT_039209.1 TGGTCAGTGAGACCC 5110832 LOC332648 5106230 5257443 4602 5106230 5156333 4602 5106230 5156333 4602
ChrX Normal NT_039706.1 TGGTCACATTGACAT 8932710 LOC236848 8928097 8945497 4613 8928097 8945497 4613 8928260 8944209 4450
Chr10 Normal NT_039492.1 TGCTCATTCTGACCT 11304821 LOC215894 11300206 11307162 4615 11300206 11307162 4615 11300206 11307162 4615
Chr6 Complement NT_039343.1 AGGTCAGATTGACAG 20435955 LOC232051 20440570 20434363 4615 20440570 20434363 4615 20440570 20434363 4615
Chr5 Complement NT_039305.1 TGGTCAAATTGACAT 15805549 Cckar 15810165 15800550 4616 15810165 15800550 4616 15809420 15801819 3871
Chr5 Complement NT_039318.1 TGGTCAGTTTTACCT 232366 LOC333067 236982 236032 4616 236982 236032 4616 236982 236032 4616
Chr9 Complement NT_039477.1 AGCTCACCATGACCC 1536184 4921501M07 1541205 1501712 5021 1540801 1501712 4617 1540658 1501981 4474
Chr1 Normal NT_039180.1 GGGTCAGACCGACTC 19875892 LOC329256 19871275 19973283 4617 19871275 19973283 4617 19871328 19973138 4564
Chr9 Complement NT_039472.1 GGGTCATTCTGTCCA 16415974 LOC330911 16420591 16417639 4617 16420591 16417639 4617 16420188 16419814 4214
Chr2 Complement NT_039222.1 GGGGCAGGCTGACCT 77390 Endog 82506 79463 5116 82008 79463 4618 81957 79559 4567
Chr2 Normal NT_039202.1 AGATCACCTTGACCA 6411584 LOC209982 6406965 6407330 4619 6406965 6407330 4619 6406965 6407330 4619
Chr9 Complement NT_039477.1 GGGTCAGCCAGACCA 2707599 R74726 2712219 2434776 4620 2712219 2434776 4620 2561166 2449753 -146433
Chr5 Complement NT_039297.1 GGATCATTGTGACCT 6689005 4931431L11Rik 6693627 6688361 4622 6693627 6688361 4622 6689639 6688500 634
Chr9 Complement NT_039477.1 AGATCACCATGACCC 4084023 2310041H06Rik 4088646 4086513 4623 4088646 4086513 4623 4088621 4087125 4598
Chr4 Normal NT_039266.1 GGGTGGACTTGACCC 3845213 LOC329955 3840588 3842743 4625 3840588 3842743 4625 3840600 3842059 4613
ChrX Normal NT_039702.1 GGATCAAGTTGACCT 6391696 LOC245402 6387070 6609864 4626 6387070 6609864 4626 6387070 6609864 4626
Chr13 Normal NT_039585.1 GGGTCTCCATGACCT 3422283 LOC268659 3417657 3418429 4626 3417657 3418429 4626 3418087 3418389 4196
Chr13 Complement NT_039585.1 TGGTCAGAGTCACCC 3324180 LOC328254 3328807 3325237 4627 3328807 3325237 4627 3328736 3325491 4556
Chr7 Normal NT_039436.1 AGGACAGACTGACCT 2100097 LOC333249 2095469 2095955 4628 2095469 2095955 4628 2095469 2095955 4628
Chr12 Complement NT_039553.1 AGATCAGGCTGACCT 7939653 4432412E01Rik 7944316 7933435 4663 7944284 7933435 4631 7942494 7934686 2841
Chr1 Normal NT_039180.1 AGGTCAGAGAGACCG 12725615 Fcamr 12720983 12735795 4632 12720983 12735795 4632 12721031 12735708 4584
Chr10 Complement NT_039494.1 TGGTCAACTTGATCT 8375589 LOC215141 8380222 8329999 4633 8380222 8329999 4633 8380174 8329999 4585
Chr18 Normal NT_039674.1 TGGTGAGTTTGACCC 34062280 Harsl 34057592 34066925 4688 34057646 34066925 4634 34057759 34065496 4521
Chr1 Complement NT_039170.1 AGGTCATATTCACCT 43182882 LOC332448 43187518 43178240 4636 43187518 43178240 4636 43187518 43178240 4636
Chr16 Complement NT_039625.1 AGGGCAGTCTGACCC 5095917 LOC332191 5100555 5073431 4638 5100555 5073431 4638 5100555 5073431 4638
Chr9 Complement NT_039482.1 AGGTCACCCTGCCCC 7821526 Cyp8b1 7826166 7824226 4640 7826166 7824226 4640 7826133 7824631 4607
Chr17 Normal NT_039658.1 AGGTCAGAATGACCA 9450639 LOC225014 9445997 9452375 4642 9445997 9452375 4642 9445997 9452375 4642
Chr1 Normal NT_039170.1 AAGTCAAAATGACCC 21569137 LOC227035 21564495 21566236 4642 21564495 21566236 4642 21564571 21564849 4566
Chr3 Normal NT_039229.1 TGGTCTCAGTGACCC 4931904 LOC329632 4927262 4929838 4642 4927262 4929838 4642 4928443 4928865 3461
Chr2 Normal NT_039209.1 CAGTCATTCTGACCT 45070811 Slc24a3 44991477 45711171 79334 45066169 45465495 4642 45068530 45463919 2281
Chr4 Normal NT_039265.1 TGGTCAGCAAGACCT 8074026 LOC230774 8069381 8077786 4645 8069381 8077786 4645 8069381 8077786 4645
Chr18 Normal NT_039678.1 AGCTCAGAATGACCA 1973289 LOC240468 1968643 2021755 4646 1968643 2021755 4646 1968643 2021755 4646
Chr3 Complement NT_039238.1 GTGTCAAGTTGACCA 1745453 LOC332790 1750099 1736502 4646 1750099 1736502 4646 1750099 1736502 4646
Chr6 Normal NT_039353.1 AAGTCACCCTGACCC 2166412 LOC232211 2161765 2163318 4647 2161765 2163318 4647 2161765 2163318 4647
ChrX Normal NT_039745.1 GGGTGAACATGACCT 296926 AA589632 292277 301611 4649 292277 301611 4649 292916 300219 4010
Chr6 Complement NT_039343.1 TGGTCAGGGTGACTT 19830212 LOC243427 19834861 19832013 4649 19834861 19832013 4649 19834861 19832013 4649
Chr3 Normal NT_039234.1 TGCTCACGCTGACCC 25242188 Thbs3 25237539 25249150 4649 25237539 25249150 4649 25237578 25248915 4610
ChrX Normal NT_039708.1 GGGTGAACGTGACCT 371443 AA589632 366793 376141 4650 366793 376141 4650 367432 374743 4011
Chr7 Normal NT_039413.1 AGGTCATTTTGACAC 127084 Cyp2f2 122434 136306 4650 122434 136306 4650 124085 136044 2999
Chr4 Complement NT_039265.1 AGGTCATCCTGCCCA 2699915 LOC195546 2704565 2665480 4650 2704565 2665480 4650 2697618 2665480 -2297
Chr16 Normal NT_039624.1 GAGTCAGGCCGACCT 1099635 Slitl2 1094985 1105809 4650 1094985 1105809 4650 1103203 1105224 -3568
Chr6 Normal NT_039343.1 GGGTCACTGTGACTC 650608 LOC231942 645956 647581 4652 645956 647581 4652 645956 647581 4652
Chr19 Complement NT_039684.1 AGGTCAACTTGATCA 1131229 1810058N15Rik 1135883 1134468 4654 1135883 1134468 4654 1135875 1134762 4646
Chr17 Normal NT_039649.1 GGGTCACCTTGACTA 11700732 Atp6v1g2 11694354 11698079 6378 11696078 11697112 4654 11696078 11697112 4654
Chr17 Normal NT_039662.1 GGGTCACCTTGACTA 1491105 Atp6v1g2 1484775 1488452 6330 1486451 1487485 4654 1486451 1487485 4654
Chr2 Complement NT_039209.1 TGGTCAGAATGTCCT 20463385 1500015A01Rik 20469011 20455928 5626 20468040 20455928 4655 20465681 20458208 2296
Chr5 Normal NT_039314.1 AGCTCACATTGACCT 189656 Crcp 185000 218212 4656 185000 218212 4656 185094 217281 4562
ChrX Normal NT_039706.1 GGGTCAGAGTGATCT 5119628 A930040J07 5114971 5117511 4657 5114971 5117511 4657 5114971 5117511 4657
Chr1 Normal NT_039174.1 AGATCATGTTGACCA 23347091 LOC227515 23342078 23344266 5013 23342433 23344266 4658 23343401 23343685 3690
Chr8 Normal NT_039455.1 TGATCAATGTGACCT 8346472 1700018L24Rik 8341813 8356812 4659 8341813 8356812 4659 8342258 8356757 4214
Chr4 Normal NT_039259.1 GGGTCACTATGACAT 11259496 LOC329818 11254837 11257029 4659 11254837 11257029 4659 11255075 11255446 4421



Chr2 Normal NT_039206.1 TGGTCAAAGTCACCC 5398387 1700123D08Rik 5393726 5412123 4661 5393726 5402419 4661 5394643 5397625 3744
Chr1 Normal NT_039180.1 AGGTCAGGCTGGCCT 20937128 LOC329260 20932467 21033240 4661 20932467 21033240 4661 20932550 21032525 4578
Chr9 Complement NT_039476.1 AGGTCAAAATAACCA 7689331 E030011O05Rik 7693993 7688547 4662 7693993 7688547 4662 7693764 7693324 4433
Chr11 Normal NT_039521.1 AGGCCGAAATGACCC 27342939 LOC217328 27337860 27344316 5079 27338276 27344316 4663 27339133 27343823 3806
Chr10 Complement NT_039502.1 GGGTCAGTTAGACCA 6490133 Cdk2 6494861 6487676 4728 6494797 6487676 4664 6494645 6488836 4512
Chr4 Normal NT_039267.1 AGCTCAGCCTGACCA 478496 LOC242740 473832 483523 4664 473832 483523 4664 473832 483523 4664
Chr10 Complement NT_039502.1 AGTTCATACTGACCA 4842609 2700085A14Rik 4847345 4844306 4736 4847275 4844306 4666 4847191 4845130 4582
Chr8 Complement NT_039459.1 TGATCACTGTGACCC 1131257 LOC272478 1135924 1108964 4667 1135924 1108964 4667 1135924 1108964 4667
Chr7 Normal NT_039433.1 GGGTCATTTTGACCA 14497170 Sin 14492463 14521047 4707 14492503 14520622 4667 14497652 14520333 -482
Chr17 Complement NT_039658.1 AGGGCACACTGACCT 19693074 AI461933 19697748 19694185 4674 19697748 19694185 4674 19697733 19694443 4659
ChrX Complement NT_039709.1 CGGTCTCATTGACCT 11915379 LOC331460 11920054 11915816 4675 11920054 11915816 4675 11916215 11915940 836
Chr15 Complement NT_039621.1 GGGTCACAGTGAACT 50929816 Chkl 50934492 50930960 4676 50934492 50930960 4676 50934193 50931183 4377
Chr17 Normal NT_039658.1 AGGTCATGCAGACCT 20373631 5830406C15Rik 20368954 20372331 4677 20368954 20372331 4677 20370007 20370330 3624
Chr7 Complement NT_039393.1 GGGTCACGTGGACCA 1184157 LOC243836 1188834 1188136 4677 1188834 1188136 4677 1188814 1188203 4657
Chr11 Normal NT_039520.1 GGGTCAGGTTGTCCT 31513964 Carkl 31508952 31534327 5012 31509285 31533384 4679 31509344 31533018 4620
Chr19 Normal NT_039689.1 AGGTCAGCCTGAGCA 821443 Ifit2 797576 822972 23867 816764 822972 4679 816815 820923 4628
Chr13 Normal NT_039578.1 AGGTTGTGGTGACCC 1312603 AW209491 1301774 1310722 10829 1307922 1309826 4681 1308188 1309453 4415
Chr2 Normal NT_039210.1 GGGTCACTCTGCCCT 422129 Agpt4 417324 515370 4805 417446 450768 4683 417446 450768 4683
Chr12 Normal NT_039549.1 AGGTCAGTCTGATCT 13432779 LOC238174 13428096 13434652 4683 13428096 13434652 4683 13428096 13434652 4683
Chr11 Normal NT_039520.1 GGCTCAGGGTGACCT 31475033 P2rx5 31470350 31482510 4683 31470350 31482510 4683 31470422 31481659 4611
Chr1 Normal NT_039185.1 AGGTCAGGATGACCT 4938434 Gas5 4933750 4937124 4684 4933750 4937124 4684 4934587 4935714 3847
Chr15 Complement NT_039621.1 GGGTTGGAGTGACCC 35077884 A430106B11Rik 35082569 35069946 4685 35082569 35069946 4685 35071877 35070801 -6007
Chr5 Complement NT_039318.1 TGGTGAGGATGACCT 232296 LOC333067 236982 236032 4686 236982 236032 4686 236982 236032 4686
Chr4 Complement NT_039264.1 GGATCAAGTTGACCA 3144094 Insl5 3148895 3139928 4801 3148781 3139928 4687 3148745 3140167 4651
Chr7 Complement NT_039413.1 GGGTCACTGTGAACT 4108817 Fxyd3 4113505 4106723 4688 4113505 4107364 4688 4110448 4107528 1631
Chr17 Normal NT_039649.1 GGGTCATCTTGTCCC 451514 LOC224616 446826 448673 4688 446826 448673 4688 446835 448653 4679
Chr9 Normal NT_039474.1 GGTTCACAATGACCT 11418879 Nope 11414142 11451182 4737 11414191 11451182 4688 11414191 11448768 4688
Chr3 Normal NT_039241.1 CGGTCACTTTGTCCC 8112603 1300019H02Rik 8107786 8126087 4817 8107913 8126087 4690 8108031 8125016 4572
Chr10 Complement NT_039496.1 GGGTCATACTGACGG 5394441 2700087H15Rik 5412082 5397418 17641 5399132 5397418 4691 5398262 5397468 3821
Chr15 Normal NT_039618.1 AGGTCTTCTCGACCC 13065241 LOC271256 13060550 13183679 4691 13060550 13183679 4691 13060550 13183679 4691
Chr17 Normal NT_039649.1 CGGGCATCCTGACCC 4861120 2810451D06Rik 4856428 4869428 4692 4856428 4869428 4692 4860329 4869115 791
Chr11 Normal NT_039515.1 GGCTCAGCCTGACCC 2743898 Aebp1 2739206 2749346 4692 2739206 2749309 4692 2739411 2749108 4487
Chr2 Normal NT_039205.1 CGGTCACTTTGACAT 4488049 LOC279028 4483357 4497875 4692 4483357 4486411 4692 4483461 4486233 4588
Chr17 Normal NT_039658.1 GGGTCACCAGGACCA 21665483 LOC332268 21660790 21661088 4693 21660790 21661088 4693 21660790 21661088 4693
Chr2 Normal NT_039205.1 GGGTCAGGATGACTT 4491422 5930434B04Rik 4486728 4517639 4694 4486728 4496068 4694 4486774 4495764 4648
Chr9 Complement NT_039474.1 CTGTCACAGTGACCC 10367779 LOC208012 10372475 10361176 4696 10372475 10361176 4696 10372475 10361176 4696
Chr7 Complement NT_039428.1 AGGTAATGCCGACCT 12973849 LOC244061 12978546 12977497 4697 12978546 12977497 4697 12978546 12977497 4697
Chr15 Complement NT_039621.1 AGGTCACTCTGACCC 39064151 LOC277174 39068848 39065174 4697 39068848 39065174 4697 39068848 39065174 4697
Chr6 Complement NT_039343.1 AGGGCATGGTGACCA 6879207 Temt 6883940 6879541 4733 6883904 6879541 4697 6883897 6879762 4690
Chr1 Normal NT_039174.1 TGGTCAACTTGATCC 8699756 LOC227425 8695058 8884820 4698 8695058 8884820 4698 8695058 8884820 4698
Chr9 Complement NT_039480.1 GGTTCAAGTTGACCT 968609 LOC235624 973309 970672 4700 973309 970672 4700 972523 970836 3914
Chr4 Complement NT_039266.1 AGGTCACGCTGTCCC 732537 LOC329949 737238 736007 4701 737238 736007 4701 737188 736901 4651
Chr5 Complement NT_039315.1 TGGTCCTGTTGACCT 904769 Taf6 912199 903593 7430 909470 903593 4701 909460 903738 4691
Chr17 Normal NT_039658.1 AGGGCAAAATGACCT 11858894 Crim1 11854192 12030691 4702 11854192 12030691 4702 11854713 12028742 4181
Chr7 Normal NT_039414.1 AGGTCAACTTGACAC 1536801 Pep4 1532099 1666151 4702 1532099 1666151 4702 1532130 1665813 4671
Chr2 Normal NT_039210.1 AGGTCGCAGTGACCA 4677455 Sdbcag84 4672680 4734128 4775 4672753 4682906 4702 4672770 4682779 4685
Chr14 Normal NT_039598.1 GGCTCACAGTGACCA 10295161 A930010E21Rik 10290458 10296771 4703 10290458 10296771 4703 10290484 10295666 4677
Chr8 Complement NT_039467.1 AGGTCAGCCTGGCCT 50743840 LOC270103 50748543 50745567 4703 50748543 50745567 4703 50747547 50747095 3707
Chr7 Normal NT_039433.1 AGGTGAAAGTGACCC 12668634 LOC333236 12663930 12718997 4704 12663930 12718997 4704 12663930 12718997 4704
Chr11 Normal NT_039521.1 AGGTCAGCCTGAGCT 7247633 Phospho1 7242929 7249738 4704 7242929 7249738 4704 7247160 7249738 473
Chr10 Complement NT_039496.1 TGCTCAAACTGACCT 6961167 LOC208677 6972099 6957332 10932 6965872 6957332 4705 6965756 6957982 4589
Chr17 Normal NT_039649.1 GGGTCATCCTGTCCC 416325 LOC212871 411509 413474 4816 411617 413474 4708 411628 413416 4697
Chr10 Normal NT_039500.1 GGGTCACTCTGCCCT 16162300 LOC231363 16157590 16158174 4710 16157590 16158174 4710 16157611 16158111 4689
Chr17 Complement NT_039657.1 AGGACATCATGACCT 2511870 0610016O18Rik 2516582 2504661 4712 2516582 2504661 4712 2514508 2505441 2638
Chr8 Complement NT_039467.1 CAGTCAGCCTGACCT 53785041 A830048P05 53789753 53736250 4712 53789753 53736250 4712 53786779 53736430 1738
Chr9 Normal NT_039474.1 GGGTCATCCTGAACT 3806692 Cox5a 3801928 3814086 4764 3801980 3813096 4712 3801999 3812451 4693
Chr7 Complement NT_039433.1 TGGTCACTCTGACCT 2403830 LOC269982 2408542 2396903 4712 2408542 2396903 4712 2408539 2396903 4709
Chr2 Complement NT_039211.1 AGGCCAGAGTGACCA 3889095 Sang 3893810 3877426 4715 3893810 3877426 4715 3893450 3881362 4355
Chr7 Normal NT_039436.1 AGGTTGGCTTGACCT 918859 LOC330670 914142 917814 4717 914142 917814 4717 916392 916667 2467
Chr19 Complement NT_039689.1 AGGTCATCCTGAACT 1128186 Pank1 1132903 1066210 4717 1132903 1066210 4717 1132699 1067088 4513
Chr17 Normal NT_039656.1 AGGTCAGGCTGGCCT 2105930 E130307M08Rik 2101117 2108668 4813 2101212 2108548 4718 2101368 2108489 4562
Chr13 Normal NT_039580.1 TGCTCACAGTGACCT 3624565 0610012J09Rik 3619846 3649564 4719 3619846 3649564 4719 3625094 3649174 -529
ChrX Normal NT_039703.1 GGGTCAACACGTCCT 1004503 Brs3 999612 1005296 4891 999783 1004244 4720 999783 1003895 4720
Chr6 Complement NT_039359.1 AGCTCAGGTTGACCT 4430255 1100001H23Rik 4435354 4378594 5099 4434976 4378594 4721 4434839 4378701 4584
Chr11 Complement NT_039520.1 GGGTCAGCATGCCCC 36612380 LOC268449 36617101 36614463 4721 36617101 36614463 4721 36617068 36614508 4688
Chr10 Normal NT_039496.1 GGGGCAGAGTGACCA 6047424 Efna2 6042490 6052680 4934 6042702 6052680 4722 6042751 6051778 4673
Chr4 Complement NT_039260.1 ATGTCAAGTTGACCA 2920340 LOC230130 2925062 2915750 4722 2925062 2915750 4722 2925062 2915750 4722
Chr11 Normal NT_039515.1 AGGTCAGCCTGACCC 2743929 Aebp1 2739206 2749346 4723 2739206 2749309 4723 2739411 2749108 4518
Chr16 Complement NT_039624.1 TGGTCAAGCTGACCT 56181682 MOR184-1 56186405 56185479 4723 56186405 56185479 4723 56186405 56185479 4723
Chr10 Normal NT_039498.1 GGGTCAGGCTGAGCA 956818 C4st-pending 952094 1160464 4724 952094 1160464 4724 952461 1159909 4357
Chr8 Complement NT_039455.1 GGGTCAGTCTGTCCT 8277631 LOC244293 8282355 8268864 4724 8282355 8268864 4724 8282355 8268864 4724
Chr16 Complement NT_039624.1 GGGTCTTTTTGACCC 22452239 LOC332152 22456963 22429318 4724 22456963 22429318 4724 22456963 22429318 4724
Chr7 Normal NT_039429.1 GGATCAAGTTGACCT 4191534 LOC233457 4186809 4187744 4725 4186809 4187744 4725 4186809 4187744 4725
Chr17 Normal NT_039649.1 TGGTCAGGGTGACTT 10751142 H2-Eb1 10746341 10756674 4801 10746416 10756674 4726 10746428 10756361 4714
Chr17 Normal NT_039662.1 TGGTCAGGGTGACTT 559577 H2-Eb1 554776 565109 4801 554851 565109 4726 554863 564796 4714
Chr15 Normal NT_039621.1 AGTTCAACGTGACCC 40234472 LOC277183 40229746 40232077 4726 40229746 40232077 4726 40230064 40230414 4408
Chr11 Normal NT_039520.1 GGGTCATTCTGACTT 24875882 LOC214767 24871155 24872133 4727 24871155 24872133 4727 24871155 24872133 4727
Chr3 Normal NT_039242.1 ACGTCAGGGTGACCT 22455673 4933436O18Rik 22450945 22460313 4728 22450945 22460313 4728 22451031 22460239 4642
Chr14 Complement NT_039606.1 CGGTCACACTCACCT 23170317 9030625A04Rik 23175333 23162630 5016 23175046 23162630 4729 23173783 23167958 3466
Chr5 Complement NT_039307.1 TTGTCAAAGTGACCT 1009763 LOC330108 1014494 1011237 4731 1014494 1011237 4731 1013998 1013693 4235
Chr5 Normal NT_039307.1 GGGTCATTTTGACCC 16734112 shrm 16729380 17014743 4732 16729380 17014318 4732 16729612 17014255 4500
Chr13 Normal NT_039590.1 GGGTGAATATGACCA 27651723 LOC218690 27646990 27670609 4733 27646990 27670609 4733 27646990 27670609 4733
Chr10 Normal NT_039500.1 AGGTCAGCCTGAGCT 6785345 LOC327797 6780612 6783287 4733 6780612 6783287 4733 6781728 6782132 3617
Chr6 Complement NT_039359.1 TGGCCAGCTTGACCT 4943181 LOC232441 4948713 4831860 5532 4947915 4833134 4734 4943211 4833168 30
Chr1 Complement NT_039186.1 TAGTCATATTGACCC 2645454 LOC278820 2650188 2635727 4734 2650188 2635727 4734 2650188 2635727 4734
Chr17 Normal NT_039649.1 AGGTCCTCCTGACCA 1034025 C630036E02Rik 1029290 1038711 4735 1029290 1038711 4735 1032258 1037259 1767
Chr7 Complement NT_039435.1 AGGTCAGACTGGCCC 7323070 2310009E07Rik 7327806 7317352 4736 7327806 7317352 4736 7318173 7317382 -4897
Chr4 Complement NT_039268.1 GGGCCAGAGTGACCC 2532973 AI785303 2537712 2508141 4739 2537712 2508141 4739 2525026 2510222 -7947
Chr2 Complement NT_039208.1 ATGTCAGTTTGACCC 5523378 Evx2 5529574 5524314 6196 5528117 5524314 4739 5528117 5524314 4739
Chr6 Normal NT_039350.1 AGGCCAACTTGACCT 11880852 LOC330361 11876113 11896674 4739 11876113 11896674 4739 11876162 11895490 4690
Chr1 Normal NT_039180.1 AGGTGGAGGTGACCC 9376177 4930471A21Rik 9371437 9373306 4740 9371437 9373306 4740 9372576 9372932 3601
Chr17 Normal NT_039660.1 GGGTCGCAGTGCCCT 7809 LOC268939 3068 145360 4741 3068 142409 4741 3167 141813 4642
Chr2 Complement NT_039204.1 GGGTCAAGGTGAACT 2448228 LOC329350 2452969 2451646 4741 2452969 2451646 4741 2452769 2452464 4541
Chr9 Normal NT_039472.1 GGGTCAAAATGCCCC 7293335 Ubl5 7287108 7290754 6227 7288594 7290579 4741 7288994 7290449 4341
Chr8 Complement NT_039456.1 GGGTAAATATGACCA 1075825 Ikbkb 1080567 1033205 4742 1080567 1033205 4742 1080178 1034383 4353



Chr1 Normal NT_039170.1 AGGTCAGACTGACTT 44579855 Rpe 44574988 44667501 4867 44575111 44594023 4744 44575125 44592094 4730
Chr15 Complement NT_039618.1 TGGACAACATGACCT 18491227 LOC328514 18495973 18493819 4746 18495973 18493819 4746 18495703 18495410 4476
Chr5 Complement NT_039311.1 TGGTAAAAGTGACCC 350302 2410025L10Rik 355049 330668 4747 355049 330668 4747 346925 330923 -3377
Chr5 Normal NT_039312.1 AGGGCAAGATGACCA 4435267 Nos1 4430519 4519013 4748 4430519 4519013 4748 4430617 4519013 4650
Chr10 Complement NT_039502.1 AGGTCATTCTGACCC 6461516 LOC211391 6466265 6465649 4749 6466265 6465649 4749 6466058 6465693 4542
Chr17 Normal NT_039662.1 AGGTCAGTCTGACCA 1321842 Ly6g6c 1315092 1319747 6750 1317093 1319236 4749 1317093 1319236 4749
Chr17 Normal NT_039649.1 AGGTCAGTCTGACCA 11532379 Ly6g6c 11525628 11530284 6751 11527629 11529773 4750 11527629 11529773 4750
Chr11 Complement NT_039520.1 AGGCCAGCCTGACCT 28283340 Rai12 28288135 28275808 4795 28288090 28275808 4750 28287839 28276006 4499
Chr15 Complement NT_039620.1 AGGTCACGGTGACAT 2700231 1110054N06Rik 2704983 2685619 4752 2704983 2685619 4752 2694268 2687208 -5963
Chr11 Normal NT_039521.1 TGCTCACCATGACCC 31377085 LOC208092 31372331 31377972 4754 31372331 31377972 4754 31372385 31377169 4700
Chr1 Complement NT_039173.1 AGGTCGGACTGGCCT 1532679 Ecel1 1538932 1530073 6253 1537436 1530329 4757 1537400 1530398 4721
Chr9 Complement NT_039474.1 AGGTCAGTGTGGCCT 3907064 Csk 3934448 3907461 27384 3911825 3907729 4761 3911825 3908135 4761
Chr1 Complement NT_039180.1 GGGTCGTGCTGACCT 16716885 LOC269123 16721647 16715960 4762 16721647 16715960 4762 16717061 16716720 176
Chr14 Complement NT_039598.1 AGGTCAGCTTGATCT 5418171 Timm23 5422933 5401228 4762 5422933 5401230 4762 5422810 5401617 4639
Chr3 Complement NT_039239.1 AGGCCAGGCTGACCT 9702102 Gnai3 9706865 9668000 4763 9706865 9668000 4763 9706724 9670141 4622
Chr9 Normal NT_039472.1 AGGTCATATTGAGCT 14788754 LOC244765 14783990 14907464 4764 14783990 14907464 4764 14783990 14907464 4764
Chr17 Complement NT_039656.1 GGGTCAGCCTGTCCC 2362815 AW046014 2367580 2360264 4765 2367580 2360264 4765 2362887 2360689 72
Chr9 Normal NT_039474.1 AGGTCATCATCACCC 3614004 LOC330948 3609239 3609949 4765 3609239 3609949 4765 3609259 3609885 4745
Chr6 Complement NT_039355.1 TGGTAACATTGACCT 3562890 Oxtr 3567656 3555061 4766 3567656 3555061 4766 3567656 3555061 4766
Chr1 Normal NT_039174.1 TGGTCAACTTGATCC 9294018 LOC241180 9289250 9409440 4768 9289250 9409440 4768 9289250 9409440 4768
Chr4 Normal NT_039266.1 AGGTCAGTCTGATCT 4630567 LOC332950 4625798 4661568 4769 4625798 4661568 4769 4625798 4661568 4769
Chr7 Complement NT_039413.1 AGCTCAGGCTGACCT 2009391 1200009C21Rik 2014236 2003669 4845 2014162 2003669 4771 2014080 2003703 4689
Chr8 Normal NT_039467.1 AGATCAAGCTGACCT 22496369 2310005O14Rik 22491598 22508172 4771 22491598 22508172 4771 22491699 22507428 4670
Chr17 Normal NT_039673.1 AGGTCAACTTGACAC 27821 Rpl41 23050 23246 4771 23050 23246 4771 23064 23141 4757
Chr7 Normal NT_039429.1 CGGTCATAGTGAGCC 19946934 Trpc2 19931803 19963147 15131 19942163 19962617 4771 19942169 19962534 4765
Chr8 Normal NT_039467.1 AGGTCAGACTGACTT 33970972 BC006705 33966082 34006851 4890 33966200 34006851 4772 33967623 34006808 3349
Chr6 Normal NT_039355.1 AGGTCTACATGACCA 14703304 LOC243628 14698532 14825353 4772 14698532 14825353 4772 14698532 14825353 4772
Chr17 Complement NT_039649.1 GGGTCGTCCTGATCC 2327832 1810034B16Rik 2332605 2330263 4773 2332605 2330263 4773 2332596 2330609 4764
Chr3 Normal NT_039230.1 TGGTCAACTTGATCC 12388730 LOC242061 12383953 12562079 4777 12383953 12562079 4777 12432396 12562079 -43666
Chr11 Normal NT_039515.1 GGCTCAGCCTGACCC 2743984 Aebp1 2739206 2749346 4778 2739206 2749309 4778 2739411 2749108 4573
Chr2 Complement NT_039209.1 AGGACAAACTGACCC 30852882 Sn 30857660 30839638 4778 30857660 30839638 4778 30856993 30840747 4111
Chr3 Normal NT_039227.1 GGGTCTATGTGACCT 1051361 LOC229098 1046581 1049105 4780 1046581 1049105 4780 1047571 1048719 3790
Chr3 Complement NT_039239.1 CGGTCAGGATCACCT 3646623 LOC229659 3658324 3637697 11701 3651404 3637697 4781 3643001 3637831 -3622
Chr5 Complement NT_039305.1 AGGTCAATACGAACT 30374983 LOC231273 30379764 30344297 4781 30379764 30344297 4781 30379764 30344297 4781
Chr11 Complement NT_039520.1 GGGTGAACGTGACCC 31323885 LOC327960 31328666 31325690 4781 31328666 31325690 4781 31326393 31326040 2508
Chr8 Normal NT_039467.1 TGGTCAAAGTGGCCT 7971191 Gypa 7966409 7982643 4782 7966409 7981633 4782 7966409 7981633 4782
Chr10 Complement NT_039491.1 AGGTCGGCTTGAGCT 5333790 Utrn 5338572 4854194 4782 5338572 4854194 4782 5331035 4856584 -2755
Chr12 Normal NT_039551.1 AAGTCAAAATGACCA 29178638 Mte1-pending 29173665 29179063 4973 29173855 29179035 4783 29173855 29179035 4783
Chr19 Complement NT_039684.1 GGGTCAATATAACCT 1666200 Slc29a2 1673229 1665123 7029 1670983 1665123 4783 1670616 1665974 4416
Chr2 Normal NT_039208.1 AGATCGCTGTGACCC 22460138 6430526J12Rik 22455353 22570907 4785 22455353 22477128 4785 22455543 22476507 4595
Chr2 Normal NT_039205.1 GGGTCACTGTCACCT 9085765 A330051M14Rik 9080980 9159113 4785 9080980 9090267 4785 9082374 9089835 3391
Chr11 Normal NT_039520.1 GGGACAGTCTGACCT 7772656 LOC237755 7767871 7768806 4785 7767871 7768806 4785 7767871 7768806 4785
Chr2 Normal NT_039210.1 AGGTCCTGGCGACCC 7180866 SMAF1 7176080 7205938 4786 7176080 7181666 4786 7176211 7179375 4655
Chr17 Complement NT_039655.1 AGCTCAGCCTGACCC 6898122 LOC210993 6902909 6870730 4787 6902909 6870730 4787 6902909 6870730 4787
Chr19 Complement NT_039692.1 AGGTAAGTGTGACCA 6419140 9130011E15Rik 6423935 6273901 4795 6423935 6273901 4795 6417197 6275423 -1943
Chr11 Normal NT_039520.1 AGGCCAGCCTGACCT 34655948 Dbil5 34651153 34652855 4795 34651153 34652855 4795 34651797 34652060 4151
Chr9 Normal NT_039474.1 AGGTTGCTCTGACCT 12683894 Herc1 12679058 12739694 4836 12679099 12702610 4795 12700365 12702189 -16471
Chr9 Complement NT_039473.1 TGGTCACCTTGGCCC 6947397 LOC244841 6952193 6882368 4796 6952193 6882368 4796 6952193 6882368 4796
Chr5 Complement NT_039314.1 AGGTCATTTAGACCT 5311146 Cldn4 5315945 5314166 4799 5315945 5314166 4799 5315784 5315152 4638
Chr1 Complement NT_039180.1 AGGTCCCTGTGACCA 14454489 Cntn2 14463408 14447461 8919 14459289 14455033 4800 14459289 14455033 4800
Chr5 Normal NT_039303.1 AGGTCACCATGTCCT 509153 LOC330070 504352 507229 4801 504352 507229 4801 504701 505018 4452
Chr3 Complement NT_039242.1 AGGTCCCCATGACCT 21106963 Ak5 21278368 21073990 171405 21111765 21075123 4802 21111765 21075123 4802
Chr4 Complement NT_039262.1 AGTTCATAATGACCT 20628668 LOC332904 20633470 20579102 4802 20633470 20579102 4802 20633470 20579102 4802
Chr14 Complement NT_039606.1 CGGGCACTCTGACCC 18598037 LOC277139 18676062 18572076 78025 18602841 18572076 4804 18602763 18572076 4726
Chr5 Complement NT_039318.1 GGGTCACAAAGACCC 1267756 LOC231887 1272562 1261984 4806 1272562 1261984 4806 1272309 1262647 4553
Chr9 Normal NT_039474.1 GGGGCAGGGTGACCA 14320955 LOC235449 14315326 14328250 5629 14316149 14328250 4806 14316170 14328212 4785
Chr11 Complement NT_039520.1 AGGTCAGACCGAACT 32997713 LOC237841 33002519 32980497 4806 33002519 32980497 4806 33002519 32980497 4806
Chr15 Normal NT_039620.1 AGGTCACAGTGACCC 2084313 LOC328525 2079506 2083759 4807 2079506 2083759 4807 2080892 2081185 3421
Chr11 Normal NT_039515.1 AGGTCAGCCTGGCCC 2744014 Aebp1 2739206 2749346 4808 2739206 2749309 4808 2739411 2749108 4603
Chr11 Normal NT_039515.1 TGGTCATACTCACCC 775192 4930527G07Rik 770383 776433 4809 770383 774477 4809 772149 772715 3043
Chr5 Normal NT_039308.1 AGGTCAGACTGAGCT 8707218 Pkd2 8702409 8746362 4809 8702409 8746362 4809 8702409 8746362 4809
Chr1 Normal NT_039188.1 AGGTAGGCCTGACCC 4956535 Tlr5 4951726 4955976 4809 4951726 4955976 4809 4952724 4955303 3811
Chr18 Normal NT_039674.1 AGGTCTCAGTGACCT 42831034 Kcnn2 42535017 42952958 296017 42826223 42952816 4811 42826223 42952478 4811
Chr3 Normal NT_039230.1 GGGTCAGAGTGCCCT 6051398 LOC332766 6046587 6124216 4811 6046587 6124216 4811 6046587 6124216 4811
Chr2 Complement NT_039208.1 AGGTCATTTTGAACC 17372080 MOR186-2 17376896 17375955 4816 17376896 17375955 4816 17376896 17375955 4816
Chr14 Complement NT_039599.1 AGGTCATTGTAACCT 2116821 LOC328388 2121638 2118722 4817 2121638 2118722 4817 2120101 2119799 3280
Chr17 Normal NT_039649.1 GGGTCATTCTGACCG 9255180 AI787289 9250334 9268052 4846 9250362 9268052 4818 9250501 9267663 4679
Chr2 Complement NT_039209.1 TGGTCACTCTGACCT 26967366 LOC329509 26972185 26950260 4819 26972185 26950260 4819 26951182 26950580 -16184
Chr4 Normal NT_039262.1 TGGTCATTTTGAACT 12048784 9430066I12Rik 12043745 12233331 5039 12043964 12220240 4820 12044073 12219023 4711
Chr9 Normal NT_039471.1 AAGTCACCCTGACCA 1988006 LOC330875 1983186 1984255 4820 1983186 1984255 4820 1983315 1983730 4691
Chr18 Normal NT_039674.1 GGGTCACACTGACCA 62898938 LOC332330 62894118 62912120 4820 62894118 62912120 4820 62906122 62912120 -7184
Chr4 Normal NT_039260.1 AGGTCATTCTCACCA 1154119 Clta 1149298 1169460 4821 1149298 1169460 4821 1149406 1169183 4713
Chr9 Normal NT_039471.1 GGATCAAGTTGACCA 5857555 LOC209942 5852734 5890427 4821 5852734 5890427 4821 5852734 5890427 4821
Chr9 Complement NT_039476.1 TGGGCAGGATGACCT 33340 LOC244964 38162 19192 4822 38162 19192 4822 38162 19192 4822
Chr7 Normal NT_039385.1 AGGCCATGGTGACCC 876304 MGC36471 870422 877215 5882 871481 877189 4823 872390 876593 3914
Chr13 Normal NT_039585.1 TGGTCAGAGTCACCC 3324180 Hrh2 3319353 3328214 4827 3319353 3328214 4827 3319791 3320867 4389
Chr14 Complement NT_039602.1 AGGTCATCTTGTCCT 353818 Zfp219 359650 346213 5832 358646 346213 4828 349149 346262 -4669
Chr9 Complement NT_039473.1 AGGTCATAATGGCCC 8445178 Htr3b 8450175 8420533 4997 8450007 8421403 4829 8449970 8421425 4792
Chr13 Complement NT_039578.1 AAGTCACCCTGACCA 8768786 LOC195238 8773615 8745433 4829 8773615 8745433 4829 8773615 8745433 4829
Chr13 Normal NT_039590.1 AAGTCAGGCTGACCT 4952149 LOC238785 4947318 4957154 4831 4947318 4957154 4831 4947318 4957154 4831
Chr15 Normal NT_039621.1 TGGCCAAGATGACCC 50963671 Mapk8ip2 50958656 50967462 5015 50958839 50967005 4832 50958930 50966727 4741
Chr8 Normal NT_039464.1 AGGTCAGCATCACCT 283499 Gtpbp3-pending 278666 283974 4833 278666 283974 4833 279351 283327 4148
Chr7 Normal NT_039433.1 AGTTCACCATGACCC 2145436 LOC233712 2140603 2141547 4833 2140603 2141547 4833 2140603 2141547 4833
Chr3 Normal NT_039234.1 GGGTCACCATGTCCA 15102468 LOC242085 15097634 15105098 4834 15097634 15105098 4834 15097634 15105098 4834
Chr15 Normal NT_039621.1 AGTTCATTCTGACCT 57050535 LOC239634 57045700 57095622 4835 57045700 57095622 4835 57045700 57095622 4835
Chr5 Normal NT_039302.1 GGGTCAGCATCACCG 5592 LOC332996 757 12605 4835 757 12605 4835 757 12605 4835
Chr2 Normal NT_039209.1 TGGTCAAGATCACCT 20894203 4930578F03Rik 20889367 20947704 4836 20889367 20905613 4836 20892094 20904482 2109
Chr11 Complement NT_039520.1 TTGTCACTCTGACCT 43247770 LOC192970 43252606 43244337 4836 43252606 43244337 4836 43249097 43244870 1327
Chr5 Complement NT_039308.1 GGGACATTTTGACCC 13897028 LOC330161 13901864 13884337 4836 13901864 13884337 4836 13901817 13885600 4789
Chr3 Complement NT_039234.1 GGGTCAGGGAGACCC 23979749 Bral1-pending 23984638 23978884 4889 23984586 23979197 4837 23981551 23979676 1802
Chr5 Normal NT_039325.1 AGGTCGTCTTGGCCT 783188 LOC330245 778350 789517 4838 778350 789517 4838 778350 789517 4838
Chr18 Complement NT_039674.1 GGATCAAGTTGACCT 34908252 Ornt2-pending 34913090 34911745 4838 34913090 34911745 4838 34912841 34912044 4589
Chr18 Normal NT_039675.1 GGGTCAGCGTGAGCT 1249526 Atp5a1 1244395 1253532 5131 1244687 1253532 4839 1244717 1253048 4809
Chr9 Normal NT_039471.1 GTGTCAATGTGACCA 5746008 LOC209941 5741169 5814085 4839 5741169 5814085 4839 5741169 5814085 4839
Chr13 Complement NT_039589.1 ATGTCATTATGACCC 19352426 LOC218413 19357265 19351871 4839 19357265 19351871 4839 19357265 19351871 4839



Chr5 Normal NT_039314.1 AGGTAGTTCTGACCT 5359916 Cldn3 5355075 5356511 4841 5355075 5356511 4841 5355484 5356143 4432
Chr7 Normal NT_039429.1 TGGTAACTGTGACCC 1145505 LOC333224 1140663 1220307 4842 1140663 1220307 4842 1140663 1220307 4842
Chr7 Normal NT_039433.1 GGGTCAGCCTGAGCT 20795069 0610043B10Rik 20790116 20793715 4953 20790225 20793715 4844 20790978 20793379 4091
Chr7 Complement NT_039385.1 AGGCCAACCTGACCT 937014 6720465F12Rik 941886 924424 4872 941859 937546 4845 941696 937686 4682
Chr7 Complement NT_039413.1 GGGTCAAACTGGCCC 3627835 Rog-pending 3639646 3630459 11811 3632680 3630459 4845 3632645 3630707 4810
Chr8 Complement NT_039462.1 GGGCCAGGCCGACCC 6153701 2510019J09Rik 6158547 6156456 4846 6158547 6156456 4846 6158526 6156566 4825
Chr10 Complement NT_039503.1 AGGTCAAGATGCCCC 452439 MOR117-1 457285 456350 4846 457285 456350 4846 457285 456350 4846
Chr7 Complement NT_039407.1 AGGCCAGGCTGACCT 562527 LOC210145 567374 553730 4847 567374 553730 4847 555176 553785 -7351
Chr1 Complement NT_039185.1 AGGACAAGGTGACCC 16532501 LOC329294 16537349 16532833 4848 16537349 16532833 4848 16537214 16536581 4713
Chr5 Normal NT_039311.1 AGGTAAAGATGACCT 2303699 Tfip11 2298851 2310554 4848 2298851 2310554 4848 2300453 2309823 3246
Chr17 Complement NT_039655.1 TGGTCAGCATGACCC 3337894 9430092A03Rik 3342743 3340498 4849 3342743 3340498 4849 3341432 3341121 3538
Chr11 Complement NT_039515.1 GGGTCATACTGACAA 8699112 4930512M02Rik 8703964 8665363 4852 8703964 8665363 4852 8703950 8665407 4838
Chr4 Normal NT_039266.1 AGGACACAGTGACCC 352561 Laptm5 347634 370551 4927 347706 369443 4855 347760 368962 4801
Chr8 Complement NT_039455.1 AGGTAGGGGTGACCC 8895421 LOC330708 8900277 8898806 4856 8900277 8898806 4856 8899444 8898944 4023
Chr3 Complement NT_039234.1 AGGTCAACTTGACAC 25116921 Fdps 25122877 25114533 5956 25121778 25114533 4857 25121753 25114587 4832
Chr4 Normal NT_039264.1 GGGTGAAGATGACCT 19923335 Guca2 19918478 19920211 4857 19918478 19920211 4857 19918497 19920021 4838
Chr18 Complement NT_039674.1 AGGTCACCTTGAGCT 52604999 LOC225543 52609856 52590398 4857 52609856 52590398 4857 52609856 52590398 4857
Chr13 Complement NT_039590.1 AGGTCAGTCTGAACT 11869488 LOC238828 11874346 11864203 4858 11874346 11864203 4858 11874346 11864203 4858
Chr2 Normal NT_039206.1 CTGTCAAGGTGACCT 4185719 LOC241324 4180860 4758347 4859 4180860 4188785 4859 4181029 4186358 4690
Chr11 Normal NT_039520.1 AGATCAGGTTGACCT 29076889 LOC193043 29072029 29080494 4860 29072029 29080494 4860 29078799 29080292 -1910
Chr4 Normal NT_039261.1 AGGTCAACTTGATCC 4314135 LOC242455 4309274 4365568 4861 4309274 4365568 4861 4309274 4365568 4861
Chr3 Normal NT_039242.1 TGGTCAACTTGATCC 26290002 LOC242271 26285139 26305405 4863 26285139 26305405 4863 26285192 26305405 4810
Chr8 Normal NT_039456.1 GGGTCACCACGACAT 10741749 LOC244398 10736884 10801134 4865 10736884 10801134 4865 10736884 10801134 4865
Chr5 Normal NT_039307.1 TGGGCATGCTGACCC 13049891 Slc4a4 13044820 13256034 5071 13045026 13256034 4865 13045166 13252091 4725
Chr11 Normal NT_039520.1 TGTTCATTGTGACCC 25275905 LOC331749 25271038 25294357 4867 25271038 25294357 4867 25271038 25294357 4867
Chr8 Normal NT_039456.1 GGGTCATCACGACCT 5343193 LOC244372 5338325 5363050 4868 5338325 5363050 4868 5338325 5363050 4868
Chr11 Normal NT_039521.1 GGGTCACACCGGCCT 26190985 LOC270947 26186115 26205880 4870 26186115 26205526 4870 26186132 26204499 4853
Chr6 Complement NT_039341.1 GGGTCAGGCTGAGCA 3397846 AB041549 3402717 3381485 4871 3402717 3381485 4871 3402460 3391328 4614
Chr5 Complement NT_039308.1 ACGTCACTGTGACCC 3932233 LOC330133 3937104 3913366 4871 3937104 3913366 4871 3936687 3934418 4454
Chr2 Complement NT_039209.1 GGGCCAAAATGACCT 30151188 LOC269355 30156062 30155555 4874 30156062 30155555 4874 30156041 30155685 4853
Chr3 Complement NT_039234.1 AGTTCATCACGACCT 1291825 LOC279083 1296699 1257909 4874 1296699 1257909 4874 1296699 1257909 4874
Chr7 Complement NT_039400.1 AGGTCCCCGTGACCC 551551 Vasp 562266 547342 10715 556427 547342 4876 552426 548121 875
Chr13 Normal NT_039589.1 TGGTCAGGATAACCC 1264845 D13Wsu50e 1259928 1266180 4917 1259968 1266180 4877 1260017 1265775 4828
Chr5 Normal NT_039307.1 AGGTCGACATGATCT 14579192 LOC272193 14574315 14577399 4877 14574315 14577399 4877 14574388 14577399 4804
Chr15 Complement NT_039621.1 TGCTCACTGTGACCC 39159524 9830006J20Rik 39166132 39156928 6608 39164402 39156928 4878 39162403 39158484 2879
Chr1 Complement NT_039170.1 TGGGCAGTATGACCT 10953736 LOC213721 10958614 10806175 4878 10958614 10806175 4878 10958614 10806175 4878
Chr11 Complement NT_039520.1 CGGGCACCCTGACCT 19545249 1300013J15Rik 19550128 19515466 4879 19550128 19515466 4879 19538709 19516366 -6540
Chr2 Complement NT_039211.1 AGGCCACCCTGACCA 1836064 LOC332699 1840943 1818286 4879 1840943 1818286 4879 1840943 1818286 4879
Chr3 Normal NT_039228.1 AGGTCAACATGACTG 7618094 1810062G17Rik 7613214 7619661 4880 7613214 7619661 4880 7613412 7619342 4682
Chr11 Complement NT_039520.1 GGCTCATGATGACCA 17012508 LOC216785 17017388 17007487 4880 17017388 17007487 4880 17017388 17007487 4880
Chr15 Complement NT_039621.1 AGGTCAGGCTGGCCC 63880962 Rarg 63886037 63863989 5075 63885842 63864241 4880 63881122 63864406 160
Chr2 Normal NT_039209.1 GAGTCATCCTGACCC 19463234 6530416A09Rik 19458353 19479626 4881 19458353 19463861 4881 19458368 19461350 4866
Chr8 Normal NT_039462.1 GGGTCAGACTGACCG 4212519 LOC234357 4207638 4243427 4881 4207638 4243427 4881 4207638 4243427 4881
Chr7 Normal NT_039436.1 AGGCCGAAGTGACCT 1086278 LOC212508 1081395 1094437 4883 1081395 1094437 4883 1081496 1094107 4782
Chr4 Normal NT_039259.1 GGATCAAGTTGACCA 2020342 LOC242360 2015459 2055428 4883 2015459 2055428 4883 2015459 2055428 4883
Chr18 Complement NT_039674.1 GGGACACAGTGACCT 23059591 LOC240212 23064475 23063690 4884 23064475 23063690 4884 23064475 23063690 4884
Chr11 Complement NT_039515.1 TGGTCAGTGTGACTT 25191692 LOC331724 25196576 25131492 4884 25196576 25131492 4884 25196576 25131492 4884
Chr4 Complement NT_039262.1 AGGTCAGCCTGAGCT 8669144 4933405H16Rik 8674098 8571029 4954 8674030 8571029 4886 8673924 8572182 4780
Chr6 Complement NT_039343.1 AGGTCAAGATGGCCT 20667082 LOC243444 20671968 20671176 4886 20671968 20671176 4886 20671968 20671176 4886
Chr1 Normal NT_039173.1 GGGACAGGCTGACCC 5762136 4832406C22 5757219 5765002 4917 5757249 5765002 4887 5757379 5763265 4757
Chr7 Normal NT_039428.1 TGGTCAAAATGTCCT 2671652 AJ430384 2666765 2980694 4887 2666765 2980694 4887 2871857 2980397 -200205
Chr17 Complement NT_039661.1 AGGTCAACTTGATCC 336373 LOC333718 341260 340919 4887 341260 340919 4887 341260 340919 4887
Chr4 Complement NT_039260.1 TGGTCACTGAGACCC 831795 Olfr70 836682 832096 4887 836682 832096 4887 833046 832099 1251
Chr15 Normal NT_039621.1 GGGTGGAGGTGACCT 41679081 Atf4 41673875 41676231 5206 41674192 41676195 4889 41674372 41676150 4709
Chr3 Normal NT_039239.1 GGATCAAGTTGACCA 163492 LOC242112 158602 169880 4890 158602 169880 4890 158658 169880 4834
Chr15 Complement NT_039621.1 AGGTCAGGAAGACCC 36154073 D730001G18Rik 36158964 36151161 4891 36158964 36151161 4891 36152424 36152086 -1649
Chr2 Complement NT_039206.1 AGGTAGAATTGACCC 15772635 LOC329403 15777526 15771097 4891 15777526 15771097 4891 15777526 15771097 4891
Chr16 Normal NT_039624.1 AGGTCAGCTTGCCCC 29123666 LOC224111 29118773 29172327 4893 29118773 29148816 4893 29118804 29146671 4862
Chr2 Normal NT_039202.1 TGGTCACTTTGCCCC 8700295 Il15ra 8695234 8723826 5061 8695401 8723826 4894 8695713 8723114 4582
Chr16 Complement NT_039624.1 AGCTCATGGTGACCA 5099859 LOC239707 5104753 5104144 4894 5104753 5104144 4894 5104753 5104144 4894
Chr9 Normal NT_039477.1 TGGTCCTTCTGACCT 6604370 Blu-pending 6599316 6603337 5054 6599475 6603054 4895 6599475 6603054 4895
Chr7 Normal NT_039428.1 AGGTCACACTGAGCT 7498184 LOC330557 7493289 7494894 4895 7493289 7494894 4895 7494296 7494634 3888
Chr5 Complement NT_039312.1 GTGTCACCCTGACCG 594931 9530023G02 599869 595583 4938 599827 595583 4896 599390 595596 4459
Chr11 Complement NT_039515.1 GGGTGACGTTGACCC 2787487 Gck 2792383 2778082 4896 2792383 2778082 4896 2792270 2778929 4783
Chr18 Normal NT_039674.1 GGGTCACAGTCACCT 62724430 LOC328976 62719534 62722978 4896 62719534 62722978 4896 62722420 62722731 2010
Chr10 Normal NT_039492.1 TGGTCAGTGTGACTT 17224622 AI429613 17193276 17236193 31346 17219724 17235709 4898 17227744 17235415 -3122
Chr11 Complement NT_039527.1 GGGTCAAAGTGGCCA 71293 LOC333642 76191 47144 4898 76191 47144 4898 76191 47144 4898
Chr18 Normal NT_039674.1 AGGTCAGCAGGACCT 33293413 LOC215214 33288513 33315960 4900 33288513 33315960 4900 33292327 33308318 1086
Chr1 Complement NT_039170.1 AGGTCATCTTGGCCA 50985125 LOC241102 50990025 50964664 4900 50990025 50964664 4900 50990025 50964664 4900
Chr12 Complement NT_039554.1 AAGTCACCCTGACCA 791409 LOC238428 796310 795850 4901 796310 795850 4901 796310 795850 4901
Chr12 Normal NT_039551.1 AGGTCAGGACGACCA 29178756 Mte1-pending 29173665 29179063 5091 29173855 29179035 4901 29173855 29179035 4901
Chr2 Complement NT_039208.1 GGGTCCTTCTGACCC 10695896 LOC332624 10700798 10694234 4902 10700798 10694234 4902 10695891 10694234 -5
Chr12 Normal NT_039549.1 GGATCAAGTTGACCA 7741994 LOC217541 7737091 7806367 4903 7737091 7806367 4903 7737091 7806367 4903
Chr2 Normal NT_039206.1 TGGTCAACTTGATCC 20008451 LOC269273 20003547 20703821 4904 20003547 20004178 4904 20003582 20003713 4869
Chr15 Complement NT_039621.1 GGGTCTCAATGACCC 36009755 1700016M24Rik 36014660 35984247 4905 36014660 35984247 4905 36007780 35984329 -1975
Chr4 Normal NT_039266.1 CTGTCAAAATGACCC 9164954 LOC269597 9160047 9186840 4907 9160047 9186840 4907 9160292 9185423 4662
Chr5 Normal NT_039297.1 CAGTCACTTTGACCT 5227341 A330021E22Rik 5222432 5305486 4909 5222432 5305486 4909 5222634 5305272 4707
Chr7 Complement NT_039420.1 AGGTCAGTCTCACCT 2680544 AI504353 2685472 2679934 4928 2685453 2679934 4909 2684814 2680453 4270
Chr21 Complement NT_039757.1 TGGTCAACTTGATCC 44092 LOC194868 49002 9410 4910 49002 9410 4910 49002 9410 4910
Chr7 Complement NT_039420.1 AGGTCCTAGTGACCT 2566300 Sphk2 2571272 2563533 4972 2571210 2563554 4910 2566935 2563995 635
Chr2 Complement NT_039210.1 GGGTCGCCTTGACAT 12891591 9230106L14Rik 12896502 12889297 4911 12896502 12889297 4911 12890311 12889956 -1280
Chr2 Complement NT_039208.1 AGGTCACAGTGACAT 2391146 LOC228025 2396058 2393365 4912 2396058 2393365 4912 2393715 2393434 2569
Chr1 Complement NT_039185.1 AGGTCAGTGTGAGCA 13510998 2410003C07Rik 13515949 13482512 4951 13515911 13482512 4913 13509925 13482742 -1073
ChrX Normal NT_039716.1 AGGTCAATAAGACCA 926247 LOC237048 921334 921786 4913 921334 921786 4913 921334 921786 4913
Chr5 Complement NT_039299.1 AGGTAAGACTGACCA 3507728 LOC330047 3512641 3472207 4913 3512641 3472207 4913 3512641 3472207 4913
Chr8 Normal NT_039464.1 GGGTCATGGTGGCCC 163291 2010315L10Rik 157814 160317 5477 158377 160317 4914 157823 160297 5468
Chr12 Complement NT_039557.1 TGGTCAACTTGATCC 48651 LOC277068 53565 51563 4914 53565 51563 4914 53565 51563 4914
Chr17 Normal NT_039650.1 CGGTCACAGTGTCCT 2893797 MOR256-7 2888883 2889821 4914 2888883 2889821 4914 2888883 2889821 4914
Chr4 Complement NT_039262.1 GGGTCAGCCTGAGCC 8669115 4933405H16Rik 8674098 8571029 4983 8674030 8571029 4915 8673924 8572182 4809
Chr4 Complement NT_039264.1 AGGTCAACTTGATCC 5746236 LOC332927 5751151 5710964 4915 5751151 5710964 4915 5751151 5710964 4915
ChrX Complement NT_039708.1 TGGTCTCGCTGACCT 610655 Ard1 615571 600427 4916 615571 610520 4916 615419 610602 4764
Chr14 Normal NT_039606.1 AGGTCAGCCTGAGCC 10928183 LOC268754 10922830 10925730 5353 10923267 10924648 4916 10923304 10923681 4879
Chr1 Complement NT_039170.1 GGGTCACTTTGGCCT 36548427 4933425F06Rik 36553344 36515386 4917 36553344 36515386 4917 36549767 36515689 1340
ChrX Complement NT_039745.1 TGGTCTCGCTGACCT 530575 Ard1 535492 520351 4917 535492 530440 4917 535340 530522 4765
Chr18 Complement NT_039674.1 AGGTCAACTTGATCC 19859016 LOC225274 19863933 19801276 4917 19863933 19801276 4917 19863933 19801276 4917



Chr3 Complement NT_039238.1 TGGTCAGCATGGCCC 2054826 Hist2h4 2059744 2059347 4918 2059744 2059347 4918 2059715 2059404 4889
Chr7 Normal NT_039420.1 TGGTCACCAGGACCC 2576306 LOC330525 2571388 2573960 4918 2571388 2573960 4918 2573080 2573960 3226
Chr9 Normal NT_039474.1 TGGTCATATTCACCT 11762243 2310020P08Rik 11757324 11774026 4919 11757324 11774014 4919 11757356 11773817 4887
Chr2 Complement NT_039202.1 TGGTCATGGTGACAC 7105450 Itih2 7110370 7074298 4920 7110370 7074298 4920 7110272 7074461 4822
Chr12 Complement NT_039554.1 AAGTCACCCTGACCA 791390 LOC238428 796310 795850 4920 796310 795850 4920 796310 795850 4920
Chr6 Normal NT_039376.1 AGGTCATGATGACTC 143035 Cftr 138111 290504 4924 138111 290504 4924 138248 288770 4787
Chr5 Complement NT_039316.1 AGCTCAGGCTGACCC 1653502 2310037B18Rik 1658427 1654203 4925 1658427 1654203 4925 1658389 1654867 4887
Chr10 Complement NT_039500.1 AGGTCACTTTGACAT 24144712 LOC237537 24149637 24112904 4925 24149637 24112904 4925 24149637 24112904 4925
Chr15 Normal NT_039618.1 TAGTCATTCTGACCC 15984777 LOC211101 15979851 16004467 4926 15979851 16004467 4926 15979851 16004467 4926
Chr8 Complement NT_039467.1 TTGTCACTTTGACCT 51787545 Acta1 51792473 51789472 4928 51792473 51789477 4928 51791400 51789712 3855
Chr8 Normal NT_039462.1 GGGTCATTCTCACCC 5989811 E130301F19 5984883 6011971 4928 5984883 6011971 4928 5985345 6010901 4466
Chr9 Complement NT_039477.1 GGGTCGCCTTGCCCC 1264567 Ephb1 1269808 834087 5241 1269496 834087 4929 1269455 835427 4888
ChrX Normal NT_039718.1 GGATCAAGTTGACCT 6243654 LOC245664 6238724 6258251 4930 6238724 6258251 4930 6238724 6258251 4930
Chr12 Normal NT_039551.1 AGGTCAGTATCACCA 24326631 Arg2 24321700 24347302 4931 24321700 24347302 4931 24321746 24347038 4885
Chr16 Complement NT_039624.1 AGGTCAAGCCGACTC 1416045 2700067D09Rik 1421033 1398145 4988 1420980 1398145 4935 1417362 1398619 1317
Chr7 Complement NT_039428.1 TGTTCAAAATGACCT 12723253 LOC330564 12728188 12721865 4935 12728188 12721865 4935 12728106 12721924 4853
Chr11 Complement NT_039521.1 AGCTCAGGTTGACCT 12386877 Ptrf 12391855 12379752 4978 12391812 12379752 4935 12391706 12379864 4829
Chr8 Normal NT_039462.1 GGGTCATTCTGCCCA 5434675 BC021367 5429678 5440958 4997 5429738 5439900 4937 5429757 5439434 4918
Chr2 Complement NT_039205.1 CGGTCACAGTGTCCC 4388179 Surf1 4393316 4390167 5137 4393117 4390222 4938 4393117 4390222 4938
Chr14 Complement NT_039598.1 AGGTCACCATGATCA 10240341 LOC218933 10245281 10244872 4940 10245281 10244872 4940 10245281 10244872 4940
ChrX Normal NT_039727.1 GGGTCTGTGTGACCC 686592 LOC331578 681652 701358 4940 681652 701358 4940 681694 682319 4898
Chr5 Normal NT_039324.1 AGGTCACTTTAACCA 1599681 LOC330237 1594740 1632764 4941 1594740 1632764 4941 1594745 1632691 4936
Chr15 Normal NT_039621.1 CGGTCACTCTGAGCT 43715415 38233 43710473 43730164 4942 43710473 43727659 4942 43715022 43726906 393
Chr5 Complement NT_039312.1 GGGTCACACTTACCC 1178648 Trpv4 1183590 1147785 4942 1183590 1147785 4942 1169903 1148328 -8745
Chr9 Normal NT_039474.1 AGGTCAGCCAGACCA 3997696 LOC330950 3992752 4036293 4944 3992752 4036293 4944 3997608 4033385 88
Chr2 Complement NT_039202.1 GGGTCTCAGTGACCA 8484116 E330010H22Rik 8543940 8462503 59824 8489062 8462505 4946 8489032 8465173 4916
Chr12 Normal NT_039553.1 AGGTGAGGATGACCT 1892454 Papola 1887508 1926976 4946 1887508 1924897 4946 1887508 1924897 4946
Chr7 Normal NT_039420.1 AGGTCACACTGATCA 2027852 Tifp39-pending 2022905 2023561 4947 2022905 2023561 4947 2023017 2023495 4835
Chr13 Normal NT_039589.1 GGGTCTCAGTGACCT 22260657 LOC331956 22255707 22332131 4950 22255707 22332131 4950 22255707 22332131 4950
Chr13 Normal NT_039590.1 AGCTCAGATTGACCA 21736691 LOC218634 21731739 21760351 4952 21731739 21760351 4952 21731852 21760171 4839
Chr7 Normal NT_039433.1 GGGTCAGCCTGAGCT 20795069 0610043B10Rik 20790116 20793715 4953 20790116 20793715 4953 20790978 20793379 4091
Chr19 Complement NT_039684.1 AGTTCAAGATGACCT 2098610 Pcx 2187453 2076149 88843 2103563 2076149 4953 2096324 2076558 -2286
Chr10 Normal NT_039492.1 GGGTCAAGTTGACAG 6565744 LOC215871 6560770 6561976 4974 6560790 6561976 4954 6560819 6561382 4925
Chr6 Complement NT_039341.1 TAGTCATGATGACCT 1983617 LOC269838 1988571 1974668 4954 1988571 1974668 4954 1988571 1974668 4954
Chr8 Normal NT_039455.1 CGTTCAAACTGACCT 5939131 LOC333265 5934177 5959125 4954 5934177 5959125 4954 5934177 5959125 4954
Chr12 Normal NT_039551.1 TGCTCAGGATGACCT 31283135 1700019E19Rik 31278179 31359509 4956 31278179 31359507 4956 31278203 31359348 4932
Chr5 Complement NT_039312.1 TGGCCATCTTGACCT 9464665 Anapc5 9469675 9435565 5010 9469621 9435823 4956 9469486 9448668 4821
Chr4 Normal NT_039266.1 GGGGCAGGATGACCA 232015 Sdc3 226980 260721 5035 227058 257346 4957 227083 257221 4932
ChrX Complement NT_039702.1 AGGTCGTTACGACCC 92070 Psx2 97029 94358 4959 97029 94358 4959 96938 94463 4868
Chr7 Normal NT_039407.1 TGGTCAGTCTGACTT 1354570 4933430L12Rik 1349609 1351171 4961 1349609 1351171 4961 1350044 1350334 4526
Chr11 Complement NT_039520.1 TGGTCATGGTGAGCT 36815120 Foxn1 36820083 36791813 4963 36820083 36791813 4963 36805463 36792276 -9657
Chr2 Normal NT_039205.1 TGGTCTGGGTGACCC 2769899 4930571C24Rik 2764935 2765973 4964 2764935 2765973 4964 2764965 2765935 4934
Chr4 Normal NT_039264.1 AGGTTGGGTTGACCT 1796775 LOC242572 1791811 1833106 4964 1791811 1833106 4964 1791811 1833106 4964
Chr11 Normal NT_039538.1 AGGTCATGCTGACAC 39650 LOC333681 34686 64124 4964 34686 64124 4964 35080 63470 4570
Chr9 Normal NT_039474.1 AGCTCAGGCTGACCT 19471945 2410004A20Rik 19466980 19468960 4965 19466980 19468960 4965 19467027 19468709 4918
Chr17 Complement NT_039641.1 GAGTCAAACTGACCA 1415926 LOC268920 1420891 1407219 4965 1420891 1407219 4965 1420891 1407219 4965
Chr15 Normal NT_039621.1 AGCTCAGGCTGACCT 61649541 LOC328606 61644575 61648405 4966 61644575 61648405 4966 61647269 61647553 2272
Chr5 Normal NT_039303.1 GGGTCAGCCTGACTC 212994 6330548O06Rik 208027 295405 4967 208027 295405 4967 208182 293011 4812
Chr18 Complement NT_039674.1 AGGTCACGCTGCCCA 58872979 LOC328967 58877947 58862025 4968 58877947 58862025 4968 58877544 58863071 4565
Chr11 Normal NT_039521.1 AGGTGACTGTGACCT 12140138 1700007H20Rik 12135169 12135812 4969 12135169 12135812 4969 12135183 12135689 4955
Chr17 Complement NT_039650.1 AGCTCAGGCTGACCC 496382 LOC224742 501351 488379 4969 501351 488379 4969 501275 488980 4893
Chr5 Normal NT_039301.1 AGGTCGTGCTGACCA 341850 LOC330063 336881 339966 4969 336881 339966 4969 337999 338346 3851
Chr2 Complement NT_039209.1 AGGTCAAGGTGACAG 36170951 2900083L08Rik 36175921 35869893 4970 36175921 35869893 4970 35962271 35871215 -208680
Chr1 Normal NT_039185.1 GGGTCGTGCTGCCCC 3873377 LOC240862 3868406 3921291 4971 3868406 3921291 4971 3868406 3921291 4971
Chr8 Normal NT_039467.1 TGTTCATAGTGACCT 27978718 LOC244617 27973746 28089306 4972 27973746 28089306 4972 27973746 28089306 4972
Chr2 Normal NT_039208.1 GGGTCAATTTGACAT 19540096 LOC269309 19535124 19562360 4972 19535124 19535909 4972 19535124 19535909 4972
Chr9 Complement NT_039477.1 TGGTCATCATGATCT 356930 LOC208433 361906 313069 4976 361906 313069 4976 361906 313069 4976
Chr9 Normal NT_039472.1 GGGTCCTGGTGACCC 19528610 LOC235153 19523634 19544105 4976 19523634 19544105 4976 19523638 19543375 4972
Chr11 Normal NT_039520.1 TGGTCACAGTGTCCT 42106105 LOC327980 42101128 42112066 4977 42101128 42112066 4977 42101128 42112066 4977
Chr4 Normal NT_039259.1 AGGTCATCATGAGCG 16682757 LOC329824 16677780 16780243 4977 16677780 16780243 4977 16677780 16780243 4977
Chr17 Complement NT_039662.1 TGGGCAGATTGACCT 1449886 Lta 1454894 1452848 5008 1454864 1452848 4978 1454338 1453422 4452
Chr15 Normal NT_039621.1 AGGTCAGCATGAACC 56139432 B930062P21Rik 56134452 56604451 4980 56134452 56604451 4980 56143354 56603359 -3922
Chr14 Normal NT_039599.1 AGGACAGCTTGACCA 6508295 Ear5 6503313 6503780 4982 6503313 6503780 4982 6503313 6503780 4982
Chr17 Complement NT_039649.1 TGGGCAGATTGACCT 11659567 Lta 11664579 11662529 5012 11664549 11662529 4982 11664019 11663103 4452
Chr17 Normal NT_039649.1 GGGACGGGTTGACCT 1434103 Nme3 1429121 1430118 4982 1429121 1430118 4982 1429129 1429946 4974
Chr3 Complement NT_039241.1 GGATCAAGTTGACCA 5240249 8430410J10Rik 5245232 5189181 4983 5245232 5189181 4983 5194287 5189211 -45962
Chr14 Normal NT_039606.1 AGGTCAACTTGATCC 28319476 LOC219216 28314491 28360795 4985 28314491 28360795 4985 28314491 28360795 4985
Chr13 Normal NT_039586.1 AGGTCAGGCTGACTA 2270037 Tgfbi 2265029 2294897 5008 2265051 2294890 4986 2265089 2294308 4948
Chr5 Complement NT_039314.1 AGGTCATGCTGAACT 5111293 Eln 5116362 5071635 5069 5116280 5072752 4987 5116280 5072820 4987
Chr7 Complement NT_039429.1 GGATCAAGTTGACCT 22240497 Trim30 22245561 22191086 5064 22245484 22191086 4987 22216272 22193564 -24225
Chr9 Normal NT_039474.1 AGGTCACCTTGACAA 10494889 LOC330959 10489901 10493310 4988 10489901 10493310 4988 10489958 10492897 4931
Chr14 Normal NT_039606.1 GGGTCACTTTGACTG 11788462 LOC239150 11783473 11816608 4989 11783473 11816608 4989 11783473 11816608 4989
Chr9 Normal NT_039472.1 AGGTCACATTTACCA 1904553 4930553M18Rik 1899517 1910299 5036 1899563 1905406 4990 1901057 1905323 3496
Chr15 Complement NT_039621.1 GGGTCACCTAGACCT 60297532 Arf3 60302649 60276921 5117 60302524 60279595 4992 60281969 60279627 -15563
Chr9 Normal NT_039474.1 TGGTGATTATGACCT 21628458 LOC272619 21623466 21670677 4992 21623466 21670677 4992 21655461 21661948 -27003
Chr17 Normal NT_039672.1 GGGACGGGTTGACCT 38706 Nme3 33714 34721 4992 33714 34721 4992 33722 34549 4984
Chr6 Normal NT_039340.1 AGGTCATGATGACTC 15075305 Cftr 15070312 15222500 4993 15070312 15222500 4993 15070449 15220766 4856
Chr7 Complement NT_039413.1 AGGTCAGCCTGATCT 3671926 Etsrp71 3676919 3674685 4993 3676919 3674685 4993 3676897 3674701 4971
Chr16 Complement NT_039624.1 AGGTCAGCACGCCCT 17360242 D16Ertd36e 17365236 17359965 4994 17365236 17359965 4994 17365230 17360047 4988
Chr4 Complement NT_039264.1 AGGTAACTGTGACCC 9616350 Rnf11 9621345 9597228 4995 9621345 9597261 4995 9620594 9598613 4244
Chr7 Normal NT_039433.1 AGGTCAACTTCACCT 21234493 Mylpf 21229497 21230999 4996 21229497 21230999 4996 21229497 21230957 4996
Chr16 Complement NT_039624.1 AGGTGGCTCTGACCT 1711186 5730409G15Rik 1716183 1704367 4997 1716183 1704367 4997 1716136 1705479 4950
Chr15 Normal NT_039617.1 TGGTCAGAATGACCA 1204554 B130016O10Rik 1199557 1401386 4997 1199557 1401386 4997 1199779 1400686 4775
Chr1 Normal NT_039170.1 AGGTCATGTGGACCA 50814656 LOC241099 50809659 50864325 4997 50809659 50864325 4997 50809659 50864325 4997
Chr2 Complement NT_039210.1 AGGCCAGTGTGACCC 1451328 Dusp15 1456498 1448024 5170 1456326 1449857 4998 1456276 1450024 4948
Chr4 Complement NT_039268.1 AGGTCAGACTGCCCC 8723379 LOC230997 8735250 8723274 11871 8728378 8724278 4999 8728203 8724476 4824
Chr2 Complement NT_039205.1 TGGTCATGCTGTCCT 8403555 LOC241301 8408554 8403172 4999 8408554 8403172 4999 8408466 8403172 4911


