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Supplemental Figure S2:
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md_1
chr8: 124,744,953-124,745,822

................................. GAATGCCTAGGAGGGAA- CGCCCAGATGGT CAAGGAGTACT GACACGT CCTACGTCACTGTACACTG
................................. GAGATGCTAGGAGGGAA- CGCCCAGAT GGTCAAGGAGT ACTGACACGT CCTACGACACTGTACACCG

AGCATCACACAGT GCAT GGGGACCGT GGCTGCT CTCAGCAGGT GGCAGAGCAGGGCCAAGAGGGAAT CAAAAT CTTAACCTCCTTCATGAACCAGAAGT A
AGCATCACACGGT GCAT GGGGACCGT GGCTGCTCTCAGCATGTGBCAGAGT - - - - - - = - - - - - GAATCAAAATCTTAACCT CCTTCATGAACCAGAAGTA

GCAATGGAAAAGAAAT TCCAGGGAGGA- TGGEGAGGT GGTGECAGGCT CAGCAT GGGECT GBEGGACAT GGCGECTCTCTCCCTCTGT CCTCCCTTACATAT
GCAATGGAAGAGAAAT TCCAGGGAGGACT GEGAGGT GGT GECAGGCT CAGCCT GEGECT GEGEGEGACAT GGCGGECTCTCTCCCTCTGT CCTCCCTTCCATAT

GG --------- CCCCCCTGGTCTGCACCTCTGT GCTCTAACTACCCCGGGGACCT TTCTGT TCTTACAT GT CACTAAT CAGAAAATTGGGCTGGAGAG
GBCGEECECCCCCCCCCCCCLCGT CTGCACCTCTGT GCTCTAACT GCCCCAGGGACCT TTCTGT TCTTACATGCCACT AAT CAGAAAATTGGGCTGGAGAG

ATGGCTCACAGT TAAGAGAACT GGCTGCT CTTCCACAGGACCCAGT GT TAAT TCCCAGCGCCCACAGGAAGCT CACAACCATCTGTAACTCTAGCACTAG
ATGGCTCACAGT TAAGAGAACT GGCTGCTCTTCCACAGGACCCAGT GT TAAT TCCCAGCGCCCACAGGAAGCT CACAACCATCTGT AACTCTAGCACTAG

GGGAATCCAAT GCCCT TAGT GCCCGGCGAACGCAT GATGCACAGGCATATATGCAGACAAAT CCCCCAT GCACATAAAGAAT GGGGAGGAAGAGGAGEEG
GGGA- TCCAATGCCCT TAGT GCCCGGCATACGCAT GATGCACAGGCATATATGTAGACAAAT CCCCCAT GCACAT AAAGAAT GGGGAGGAAGAGGAGEGG

GGGCAAGGGGA- GGAGAAGGGGAGGGGGATAGGGAGGAGGAAGAGAAAGAAGAAGGGGAAGGAAGAAGAGGAGGGEGEGAGAGAAAAAGGAGGEGEGEGAAGAGG
GI GCAAGGGGAAGGAGAAGGGGAGGEEGAT AGGGAGGAGGAAGAGAAAGAAGAAGGGGAAGGAAGAAGAGGAGGGEGEGAGAGAAAAAGGAGGEGEGEGAAGAGG

AAGAGAAGGAAGAGAAGAGAAAGAAGAAGAGGAGGAGGAGG: - - - - - GGAAGGAGGAGGAAAT GGAAAAAAAAAAAACT CTTTGGGT CCCAAAGT CAGAT
AAGAGAAGGAAGAGAAGAGAAAGAAGAAGAAGAGGAGGAGGAGGAGEGGAAGGAGGAGGAAATGGAAAA- - CAAAACCT CTTTGGGT CCCAAAGT CAGAT

ACTTTCCATAGACCCCAACT GTATAACAAGACAGAGCCAGGT GT CAAGAAGAGCAGAGCCCAGGGCCACAGCACCAAT GACGAGAGCT TGT GAGACACAC
ACTTTCCAGAGACCCCAACTATATAACAAGACAGAGCCAGGT GTCAAGAAGAGCAGAGCCCAGGECCACAGCACCAATGACGAGAGCT TGTGAGACACAC

TCACCTGCCACAGACTCACCA
TCATCTGCCACAG- CTCACCA

md_3
chr7:59,714,748-59,715,117

--------------------------------- CTGAATT- ACTCTGTACACTTACTTTCTTAATGCCACATTGGAATCOCCT TTCCTGTATTATAAGTA
--------------------------------- CTGAATT- ACTICTGTACACTTACTTTCTTAATGCCACATTGGAATCOCCT TTCCTGTATTATAAGTA

TCAAAGTGTCAAAACACGT AT TTACCGGT TCCTCCTATCCCTTTAGAAACT GGGAGGT GCAAATCACCATTATCTGT TGTGATTTCCCTCTGAAAAAAAT
TCAAAGTGTCAAAACACATATTTACCTGT TCCTCCTATCCCT TTAGAAACT GGGAGCTGCAAATCACCATTATCTGT TATGAT TTTCCTCTGAAAATGAT

CTGCATGTTAACTCTCAAGTGCTTTTATCCCTTCCCATCATTAATTATATTCACAGCAAGGCACAATATAATTTTAATTCCTTTAGGAATATTATTATTG
CTGCATGTTAACTCTCAAGTGCTTTTATCCCTTCC- ATCACTAATTATATTCACAGCAAGGCACAATATAATTTCAATTCCTTTAGGAATATTATTITTA

TGCAACACCCATATACCAAAATAAATGT TCTTTTTTTCTGTCTGCCTTTAATTTCCACACACCTTTAATCCACAATACTGTCTGTTCTTTGAAATATTAA
TGCAACACCCATGTACCAAAATAAATGT TCTTTTTTTCTGTCTGCCTTTAATTTCCACACACGT TTAATCCACAATACTGTCTGTTCTTTGAAATATTAA

TGT
TGT

md 4
chr7:104,152,267-104,153,014

................................. ATCTTTCAG - TTTCAAATTCTTTCTTATCTGCCATCAGCCTTTGCAGAACTACCTGCAGCTGCTCC
................................. ACCTTTCGA- - TTTC- AATTCTTTCTTGT CTGCCATCAGCCT TTGCAGAACTACCTGCAGCTGCTCC

TGTAAGAAAGGAAT TGTAGCAGAGT CAAGCT GT GTGCTTAGTAGGACTGT TGT TCTATCCAAAGGCCAAAACCT TCTGGAAAGATAGAAAGCTAAGGATT
TGTAAGAAAGGAAT TGTAGCAGAGT CAAGCTGT GTGCTTAGTAGGACTGT TGT TCTATCCAAAGGCCAAAACCT TCTGGAAAGATAGAAAGI TAAGGATT

TCTACCTTTCTTTTAAAGGATTGTGATATGAATTCTTTACATAACAATTATATACACATATAGT TTTAATCTATTATGAATAAGTAGATAAGAAACTTTT
TCTACCTTTCTTTTAAAGGATTGTGATATGAATTCTTTACATAACAATTATATACACATATAGT TTTAATCTATTATGAATAAGTAGATAAGACACTTTT

GGAAACAAGGCAAACAGGGACAAAATCAACT TGGT CTGGAAAGT TTACAGAAACCCAGGGAAT GGCAACT AGAGT CTAGGAGT AGGAAGAAAATAATAAG
GAAATCGAAGGCAAACAGGGACAAAATCAACT TGGT CTGGGAAGT TTACAGAAACCCAGGGAAT GGCAACT AGAGT CTAGGAGT AGGAAGAAAATAATAAG

GGATAGCCATGTACTTGGAAAAAGAT TCCCCATCTTCT TTCAAAAAGGT GGT CTCAAGCCATGCCAGGTATGTAGATATCAGAGAATAATTTGCAACT TG
GAATAACCATCTACT TGGAAAAGGAT TCCCCATCTTCTATCCAAAT GGT GGT CTCAAGCCATGCCAGGTATGTAGATATCAGAGAATAATTTGCAACT TG

CAGCCATCAGTTTTCTCCTTCAGT GGTCTGGT TTCTGAGT TCAGACT CAGGCCGATATACT TGGCAACAAGCCAT TGAGGCATTGT TCCCAACACTCATC
CAGCCATCAGTTCTCTCCTTCAGTGGTCTGGT TTCTGATTTCAGACT CAGGCCGT TATACT TGGCAACAAGCCATTAAGGCATTGCTCCCAACCCTCATC

TTACTTACTTTGACAACTAAAGAATAATCAGAGCTTTTCT TGGACATAAAACCT CAACAGTATACAACAAACTGTAAAAACACTTGCTCTTGTTCTAGAG
TTATTTACTTTGACACGTAAAGTATAATCAGAGCTTTTCGT GGACATAAAAT CTCAACAGTATACAACAAACTGTAAAAACACTTGCTATTGT TCTAGAG

TTTGICGCCCCTGGTAGATTCTCTTAGGAT TAAGCTCAATGGATAGT CCCATTCTTTCAGGCCTCAGAAGGTAACAGGATG
TTTGTCACCCTTGGTAGATTATCTTAGGATTAAGCTCAATGGATAGT CCCATTCT TTCAAGCCT CAGAAGGTAACAGGATG
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md_5

chr7:29,621,365-29,622,278

..................................................... AGCCTCAGGTGATCTCTTTATTGGAGCAAGGCAAAGAGCCCTGGATG
..................................................... AGCCTCAGGTGATCTCTTTATTGGAGCAAGGCAAAGAGCCCTGGATG

ATTGGTAAAGAGCT TACAAGAGGCCT GTGCT CGGGT AAGT GAGAAGCAT TGCGCAGAGCGGT GCCCACGGEGACAACT CGCTGGTAATCCAGGAAACTGC
ATTGGTAAAGAGCT TACAAGAGGCCT GTGCT CGGGT AAGT GAGAAGCAT TGCGCAGAGCGGT GCCCACGGGEGACAACT CGCTGGTAATCCAGGAAACTGC

ACCTTTCCCATGTTATTTTGITTTTTTTTTTTTTTTTTATTTTTTTTTTTTTTAAAAATTTTTTTTTTTTTTATTTGAAAGTACACTGTAGCTGTCTTCA
Y o1 I @/ €1 1 1 I i e

GACACT CCAGAAGAGAGAGT CAGATCTCCTTACGGATGGT TGTGAGCCACCATGT GGT TGCTGGGAT TTGAACT CCTGACCT TCGGAAGAGCAGT CGGGT

GCTCTTACCCACTGAGCCATCTCACCAGCCOGT TATTTTGT TTTAAAGAGT ATTTCCTAATGT TATGTAGACGAGT GCTCTGTCTGCATGTACACCTGCG
-------------------------------------------- AAAGAGTATTTCCTAATGT TATGT AGACGAGT GCTCTGTCTGCATGEACACCTGOG

TGCCAGAAGAGAACAT CAACT CCCATTATAGATGGECT GTGAGCCACCATGT GGT TGCTGGAAAGT GACCT CT TAACAGCT GAGCCATCTCTCCTGCCCAT
TGCCAGAAGAGAACAT CAACT CCCACTATAGATGGCTGT GAGCCACCATGT GGT TGCTGGAAAGT GACCT CTTAACAGCT GAGCCATCTCTCCTGCCCAT

TGGTTGITATTTTGTAAGCT TCTGCCAAAAACT TGGGT CTAAGT GAGAAAAGCAAGT TCTTTTTTTAAAAAAAG- AGCATTATTATTATTATTATTTTGT
TGGTTGT TATTTTGTAAGCT TCTGCCAAAAACT TAGAT CTAAGT GAGAAAAGCAAGT TCTTTTTTTAAAAAGAGCATTATTATTATTATTATTATTTTGT

TTCATGTATTGATTGATTGAT TGAT TGAT TGCAT GGGGCGAAT TGGGGEGEEGEGT CAAAGGACAACTGTGAGAGT TCGTTTTCTCTGTGCATGGTGI TGGTC
TTCATGTATTGATTGATTGATTGATTGATTGCATGGGGCGAGT TGGEGEGEEE TCAAAGGACAACT GTGAGAGT TCGT TTTCTCTGTGCATGGTGTTGGEC

TGGGGATCAGACTCAGGTCATCATTGGT TTTGT TTTCACATAGGAACGGT TTTATAACTGGCTTATCAGTCTTTACCTTCTCTTGT CCATCCAGAGGT CG
TGGGGATCAGACT CAGGT CATCATTGGTTTTGT TTTCACATAGGAACGGT TTTATAGCTGGCTTCTCAGTCTTTACCT TCTCTTGI CCATCCAGAGGT CG

GATGCCTAAAATCCCAACCTCCTAACAACCTGAGT TACCCT CTGGTGACCAGGCTCAATACTAGAGCT
GATGCCTAAAAT CCCAACCTCCTAACAACCTGAGT TACCTTCTGGTGACCGGGCT CAATACTAGAGCT

Tbc1d2

chr4:46,658,967-46,659,728

.................................. TTGA- GCAGGT TAACAACAGCAAAGT GGCT GCAAAGTGATCGGT TTTGCTGCTGAAGCCTTCTTGG
.................................. TTGATGCAGGGTTACAACAGCAAAGT GGCTGCAAAGT GATCGGT TTTGCTGCTGAAGCCTTCTTGG

AGACTCTTCACGAACACGCAGGCCACAGGT GACTCTGTATCT GATAAGCCAT TTTAAAAAAAGAGT CTGAAATGTACCAAAAACT TGATGT GCCAAGGT G
AGACTCTTCACGAACACGCAGGCCACAGGT GACTCTGTATCTGATAAGCCAT TT- AAAAAAAGAGT CTGAAATGTACCAAAAACT TGATGT GCCAAGGT G

TCTATCCTAGGGT CATGTATAGTACCT TAAAGT GGAAATAACTTTTCCTAGGT TTCTGT TGCTGTTGTTGTTTTATTTTTATCATGTGTATGTATGTATT
TCTATCCTAGGGT CATGTACAGTACCT TAAAGT GGAAATAACT TTCCCCAGGTTTCTGI TGCTGI TGITGT TTTATTTTTATCATGTGTATGTATGTATT

GGAGGGAGCATATATAATGT TTGT TCACATGT GTATGAACACACATGCACATGCATGTGCTATGT GT GGT GCCCAGAGGT TGATGTCAGATTTCTTCTTG
GGAGGGAGCATATATAATGT TTGT TCACATGT GTATGAACACACATGCACATGCATGT GCTATGT GT GGT GCCCAGAGGT TGATGT CAGATATCTTCTTG

ACCACTCTGCTTTACTTACTGACACAGGT GCTCTAGCT GAGCCCAGAGCTCGCTGATTAGGACAGT CTGT TTATCCAGCTTGCTCTGCATCTCCTGICTC
ACCACTCTGCTTTACTTACTGACACAGGTTCTCTAGCT GAGCCCAGAGCT CGCTGATTAGGACAGT T TGT TTATCCAGCTTGCTCTGCATCTCCTATCTC

TGCCTCCCCAGGAA- - - - - GAGCACAAGGTACCATGCCCACCTGGCTTTCCCATGCACT CTGGGGAAATCTGCATGCTGT TTCTCAGGCTTGCATGGCAA
TGCCTCCCCAGGAATACCT GAGCACAAGGT ACCACGCCCACCTGGCT TTCCCATGCACT CTGGGGAAAT CTGCATGCT GTTTCT CAGGCT TGCATGGCAA

TCCTTTATCTATGGAGCCATCTCTCTAGACATCCTCCTTTTTTGGGEGEGEEEEEEEEET AGAGT CTCACTAAAT TACT CAGACCT GGCCTGGATCTTGAAAT
TCCTTTATCTATGGAGCCATCTCTCTAGACATCCCCCTTTTTTGGEEEEG: - - - - - CAGAGT CTCACTAAATTACTCATACCTGGCCTGGATCTTGAAAT

CCATATTCCAGCGCT CAAGAACCT AGGAT TACAGGT GCACACCACCAAGCCCGGCCAGAAAT GAAGACT TGACAGCCCAGGAGGAGGCT GGGTAAAGCAA
CCATATTCCAATGCTCAAGAACCT AGGAT TACAAGT GCACACCACAAAGCCCGGECTCGCAAAT GAAGACT TGACAGCCCAGGAGGAGGCT GGGTAAAGCAA

GA
GA

Cd48

chr1:173,518,415-173,518,932

------------------------------------------------------ CTCCOCTCTGCGACGCTGGTGGTCTCTGOCCAGT CACAGCCTCTCC
------------------------------------------------------ CTCCOCTCTGCGACGCTGGTGGTCTCTGOCCAGT CACAGCCTCTCC

TTACTCCCCACAGGCAACAGCAGAT TCGGECCT CAGT GCTCAAAGT GCACT GCTGAAAAAT CCATTCTTTTAAGCCAAGCTATTTTTCTTGT TGATCTCTA
TTACTCCCCACAGGCGACAGCAGAT TCGECCT CAGT GCTCAAAGT GCACT GCTGAAAAAT CCATTCTTTTAAGCCAAGCTATTTTTCTTGT TGATCTCTA

GTGGGTAGGAGAATTTGAAATCTCATTCCATGTGGTGT GATGGTAGT GGTCTGCTTTCCTGT TGTGTATGGTAATTCGT GAAATAGAGAAAAAACAGAAA
GTGGGTAGGAGAATTTTAAATCTCATTCCATGTGGTGTGATGGTAGT G- - - - - CTTTCCTGT TGTGTATGGTAATTCGTAAGATAGAGAAAAAACAGAAA

AACCTCATACGACTTCCGGTTTTGGGT TTTGCTTCCTGAT TGAAGGGCAGGCGCCCTGACT TCTCTTACAGI TGTCTCCAGTGT TCTGGGGAAGCTTCTC
AACCTCATACAACTTCCGGGT TTGGGT TTTGCTTCCTGAT TGAAGGGCAGGCGCCCTGECT TCTCTTACAGT TGT CTCAAGT GTTTCGGGGAAGCTTCTC

TAAGTATTATGI GCTTCATAAAACAGGGATGGT GTCTGGT CCTGGAACT GCTACTGCTGCCCTTGGGAACTGGATTTCAAGGTAGCTTCCTCCAAGTGTC
TAAGTATTATGT GCTTCAGAAAACAGGGAT GGT GTCTGGT CCTGGAACT GCTACT GCT GCCCT TGGGAACT GGATTTCAAGGTAGCTTCCACCAAGT GTC

CGGCTGT GCACT GAAGGCAT GGCCAGCT GCGAAAGGGGAGGT GGGAT GTAGCT CAACCCT GGAAATGAGCAT
CGGCTGT GCACT GAAGGCAT GGCCAGCT GCGAAAGGGGAGGT GT GATGTAGCT CAACCCT GGAAAT GAGCAT
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Tmtc2
chr10:104,969,448-104,970,451

------------------- TTTGITGTTCTGI TAAATGT GCTGGCCTTCAAACTCCTGAGGACTTTGCTGT TTCTGCCTCCCATCT TCTCAGGGAAGTAG
——————————————————— TTTGITGT- CTGITAA- TGTGTGG- - CTTCAAATTCCTGAGGACTTGGT- - GTTCTGCCTCCCATCTTCTCAGGGAAGTAG

TCCTTCATTGAGGAT TCAAGAGGATTTACAGACATTCATGT TATGCTT- TTTTTTTTTTTCTGTAGGT CTGGAAGATGCAAATTTAGGTCCTCAGGCTTG
TCCTTCAT- GAGGATTCAAGAGGATTTACAGACATTCATGT TATACTTCTTTTTTTTTTTCTGTAGI TCTGGAAGATGCAAATTTAGGTC- TCAGGCTTG

GGTACCAAGT GCTTCTATCCACT GAACCCT CCCT CCACCCAGCT TCAAGGAAATATTTTTAAGGT TTCCTAACAAAATAAAGCAAAAT TGAAAACTATGT
GGTACCAAGT GCTTCTATCCACTGEGAACCTTCCTTCCACCAGCT TCAAGGAAATATTTTTAAGGT TTCCTAACAAAATAAAGCAAAAT TAAAAACTATGT

TGATTTTTTTTTTGCTAGGGT TATGTAAGAAGAGAGAATAT CCAT TGAGACAACACT TCCATCAAAT TGGCCTGTAAATAAGT CTGTGGGAGGCATTTTC
TGATTTTTTTT- - GCTAGGGT TATGTAAGAAGAAAGAATAT CCATTGAGACAACACT TCCATCAAAT TGGCCT GTAAATAAGT CTGTGGGAGGCATTTTC

TTGGTTAAAAGT TGAT GT GGGAGGGCT CAGCCCAT TGCAGGT GCTAT CACACATAGGCTAGT GGT CCTGGAT GCTATAAGAGGAGGT TATGCAAGCCATC
TTGGTAAAAAGT TGAT GT GGGAGGGT CCAGCCCAT TGT AGGEGCTATCACACATAGGCTAGT GGTCCTGGATGCTATAAGAGTAGGT TACACAAGCCATC

AAGAGCTTGCCTTGTAAGCAGCACTCTCCCAGGT CTTCTACAGAAGT TCTGT CTCCAGGTACCTGCCTTGAATTCCTGTCCTGACTTCCTTCAGTGATGG
AAGAGCTTGCCTTGTAAGCAGCACTCTTCCAGGT CTTCTACAGAAGT TCTGT CTCCAGGTCCCTGCCTTGAATTCCTGTCCTGACTTCCTTCAGTGATGG

ACTGT GACGTGAAAATATAAACCAAATAAACCCTCTCCAAGT TGCTTTTGATCAGAAGGCT TTACCATAGCAAGT GAAAAT GAACAAGGACATGTACCTA
ACAGTGACGT GAAAATATAAACCAAAT AAACCCT CTCCAAGT TGCTTTTGGT CAGAAGGCT TCACCATAGCAAGT GAAAAT GAACAAGGACAT GGACCTA

CATTGATCCCATTTTTATAAACT TGT TGCTTCTAAGAAAAATTGCAAATGTATTGT GAAGAT CTCCCCAGAAAGGGCGATTAGT CATCAAAAGCAGAGAT
CATTGATCCCATTTTTATAAACGT GT TGCTTCTAAGAAAAATTGCAAATGTATTGT GAAAAT CT CCCCAGAAAGGGCGAT TAGT CATCAAAAGCAGAGAT

TTGACAAAAACAACAACAACAAACAAACAAACAAAAACAACAACAACAACAAACTTTTTT-- - - - - AACTGATCACACCACCTAGCACAGAGGCACAAGT
TTGACAAAAACAACAACAACAAACAAACAAACAAAAACAACAACAAAAAAAACCCTTTTTTCCT TTAACT GATCACACCACCT AGCACAGAGGCACACGT

TCATAGGC- AGGACCATGT TTCATTTGACAAACCAGGAATTCAGACT TGAGAGCAGT CTAGGCCACACCT CCTACCT TACCT CTCACAGATACCACAAAG
TCATAGGCGAGGACCGTGT TTCATTTGACAA- CCAGGAATTCAGACT TGAGAGCAGT CTAGGCCACGCCCCCTACCCTACCT CTCACAGATACCACAAAG

TGACCTACTGGT TGAATCAAGAAACAAAAGC
TGACCTACTGGT- GAATCGAGAAC- - GAAGC

Pgbd5
chr8:127,300,507-127,300,973

..................................... CACTCTACCCACAGCTT- CTCAACAAAT GCCCCTCACAAAACAAGCTTTCTATCTTTCAATTT
_____________________________________ CATCTCCAGCACAGT TTTCTCAACAAACACCCCTT- CAAAACAAGCTTTCTACCTTTCAATTT

CCCTGTCTTCATTTTGACCAAGCC- TTGGTTAGGGCCAC- TCCACAC- TCAGGCATGGAAGGCATGCCT TACACT GACCAAGACCAAGCCATGCCCAATC
CCCTGCCTTCATTTTGACCAAGCCAT TGGT TAGGGCCACCT CCACACAT CAGGCATGGAAGGCATGCCT TACACT GACCAAGACCAAGCCATGCCCAGTC

GCCCAT TAAGCGCCCACAGGAATGAACT CTAGCT TTGACCCTACACT CTCAGACT GACCT GAGAAT TAAAGCT GGT CACT GCCCTCTCAGAGCCCGGT CT
GCCCAT TAAGCGCCCACAGGAATGAACT CAAGCT TTAACCCT ACGCT CTCAGACT GACCT GAGAAT TAAAGCCGGT CACT GCCCTCTCAGAGCCCGGTCT

CCCTGCAGAAAACACCCAAAGAAGG: - - - - - ACCCTGAAGGT GT CGGT CGGAT CAGGT TGAAGAGT GGCACGAGCCAAGT GGTCCCTAATGI TCTAACGT
CCCTGCAGAAAACACCCAAAGGAGAGAGCCTAATCTGAAGATGT CGGTCGGAT CAGGT TGAAGAGT GT CACGAGCCAAGT GGTCCCTAATGT TCTAACAT

CTTTCTGIAAACCCAGT GGT TCCCTGCAACT TCACGTACCCGT GAGCCTCCTTAAAAGT CTAGAGACCAGT TGGT TGT GGT CCCAGGATCCAGGAATCAC
CTTTCTGTAAACCCAGT GGT TCCCT GCAACT TCACGT ACCCATGACCCTCCT TAAAAGT CTAGAGGCCAGT TGGT TGT GGT CCCAGGAT CCAGGAAT CAT

ACTCTACCAGGATC
ACTCTAACAGGATC

Ttc12
chr9:49,224,882-49,225,570

.................................. AAAGGAGAAGAAGGT ACT AGGAAAGACCAGT GAAT CGCT GGGACT AAT GT GAGACAAT TAGGAAGA
.................................. AAAGGAGAAGAAGGTACTAGGAA- GACCAGT GAAT CGCTGGGACTAATGTGAGT CAATTAGGAAGA

AAAAGAAATAGCAAGAGAAT TTAATACT GGGCT TCCAGGAACAGAGCT TTAAGT CACTAGCCAACT CTAGTAATTTATGGACGGCT TATCAGGAGT TGTA
AAAAGAAATAGCAAGAGAAT TTAATACCGGGCT TCCAGGAACAGAGCT TTAAGT CACTAGCCAACT CTAGTAATTTATGGACGGCT TATCAGGAGT TGTA

TGCTTTGCTGAGT ATCAGGGAAAGT GGTGAATAAAAAACAAAATCCTTTTGT TTTGT TTGAAAAGCTTGT GATCT TGT GTGGGAGACAAACGT TAACACA
TGCTTTGCTGAGT ATCAGGGAAAGT GGTGAATAAAAAACAAAATCCTTTTGT TTTGT TTGAAAAGCTTGT GATCT TGT GTGGGAGACAAACGT TAACACA

AGCAGCTCTGAGATTCCTAAAACAGAAGCCTTCAGCTGT CTCCCTGCCTCTCTTCACTGT GTTGT CTACGCAGATTGGCATTCATAGACTGTCCTTTAGA
AGCAGCTCTGAGATTCCTAAAACAGAAGCCTTCAGCTGT CTCCCTGCCTCTCTTCACTGT GTTGT CTACCCAGATTGGCAATCATAGACTGTCCTTTAGA

GGGATCACTCTACCCTCACACCCCACCTAAACAGATAAATTTGT TCACCTCACTCCAATTTCAGATCAATCTAATTATCCATATCTAGCAGCCTTGACTA
GGGATCACTCTACCCTCACACCCCACCTAAACAGATAAATTTGT TCACCT CACTCCAATTTCAGATCAATCTAATTATCCATATCTAGCAGCCTTGACTA

GGGAGGCTAAACATTGAT GAAGAAAAAT GGATAAAT AT CT GGGGGEGEEGEEGEGACT TACTGGTCTGT CAGT GACCCTCACTCTCCCAGATCCTTTACTATG
GGGAGGCTAAACATTGAT GAAGAAAACT GGATAAATAT CTGT GGGGGEG- - - AACTTACT GGTCTGT CAGT GACCCTCACTCTCCCAGATCCTCTACTATG

TCATCCTAGGTAGTCTATTATCCTCTCAAACACTTTCAAGT TTTGGACAATCTAAACCTGACGATTCCAAATAGAGGATTCTGCTTATTCATTCGGTGAG
TCATCCTAGGTAGTCTATTATCCTCTCAAACACTTTCAAGT TTTGGACAATCTAAACCT GACGATTCCAAATAGAGGATTCTGCTTATTCATTCGGT GAG

GAAAGGGATGGT GTTAAGAAAGAG
GAAAGGGATGGT GTTAAGAAAGAG
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1600021P15Rik
chr16:28,833,612-28,834,468

---------------------- GTAGTCAACAATGT GT TGACAGAAT GT TTCCCCAGAGAACGGAGGGEGACCCAAGCACACAGCTCTCCCTCCTTTGIGC
---------------------- GTAGTCAACAATGT GT TGACAGAAT GT TTCCCCAGAGAACGGAGGGEGACCCAAGCACACAGCTCTCCCTCCTTTGTGC

TCAGGCTGCTACACTGATCTCAGCT TGGGAGGAGGAAGT AT GGCGGT TGAGGGAAAAGGT TTCACAT GGAGAGCGCCTAATATCCTGT GTACCTCAGATA
TCAGGCTGCTACACTGATCTCAGCT TGGGAGGAGGAAGCAT GGCGGT TGAGGGAAAAGGT TTCCCAT GGAGAGCGCCTAATATCCTGTGTACCTCAGATA

ATACACACATAACCACT GCTGGGCTTTAACGGAAGCCTATACTCTTAGCTTTGCCCTTCATAAACT TAGCT TTGTCCTTAGAGATCTTTAGGACCTACAA
ATACACACACAACCACT GCTGGGCTTTAACGGAAGCCTATACTCTTAGCTTTGCCCTTCATAAACTTAGCT TCGT CCTTAGAGATCTTTAGGACCTACAA

CAGGCTATGGAAT GAT GAAGCT AACACGATCT GT CCGECCCCAGGGECCGT GTTCTCCCAT CTCACTGCATCCTCACTTCTTCCGT GACAACTCTATCTCT
CAGGCTATGGAAT GATGAAGCT AACACGGT CT GT CCGECCCCAGGGCCGT GT TCTCCCAT CTCACTGCATCCTCACT TCTTCCGTGACAACTCTCTCTCT

CCCGTGCAGCCACAGAAGGATGGCTACT GTTTACCT CAGACAACGGAACT TAACACAGGAACT ACAGAT TTTGCCTAAACCACAGCTAAAAGACAAATCT
CCCGTGCAGCCACAGAAGGATGGCTACT GTTTACCT CAGACAACGGAGCT TAACACAGGAACTACAGAT T TTGCCTAAACCACAGCTAAAAGCCAAATCT

GCCAAGCCAGCTTTGT TCCCATTAGCAAAAT TTAGCAACAGCACTAT TCCTTAGTCACCAAAACT CTAT GT CAACAAT CACCTGAGCACGAGTCTTTCAT
GCCAAGCCAGCTTTGT TCCCATTAGCAAAAT TTAGCAACAGCACTATTCCTTAGT CACCAAGACT CTATGT CAACAATCACCT GAGCACGAGT CTTTCAT

ATTTGGGGAAATTTCTCACATTAGGT TATCT TGGGCCACT GT GGGAACT GCCATAGAT TGT CATCAAT GACAAACAT CCAACAAACAGCCCAAGT TCTGA
ATTTGGGGAAATTTCTCACAT TAGGGTGT CTTGGGCCACT GT GGGAACT GCCATAGAT TGT CATCAAT GACAAACAT CCAACAAACAGCCCAAGTTCTGA

ACAAAAACAAAATCAGTAATATTAGCAAGATCTGT TGAGGACCT CTCAAAT CTCCACT GAACT GT GT TCCAGACAT GCAAAAGAGAAACAACAGCATATC
ACAAAAACAAAAT CAGTAATAT TAGCAAGATCT GT TGAGGCCCTCTCAAATCT CCACT GAACT GT GT TCCAGACATGCAAAAGAGAAACAACAGCATATC

CGTGAAGGGCATCTTTGGGATGT TAAGTAGT GGGAAACAT CAGACATTGGTCACTAACAATTAGAAATTCATAACTGAC
CGTGAAGGGCAT CTTTGGGATGT TAAGTAGT GGGAAACAT CAGACACT GGT CACTAACAATTAGAAATTCATAACTGAC

Fggy (2310009E04Rik)
chr4:95,071,096-95,072,198

----------------------------------------- CCAGGCTACAAAGCT GAGGAGGAGT GGGCTGT CATAGAAGACAGCCTTTTACTTTAAG
----------------------------------------- CCAGGCTACAAAGCT GAGGAGGAGT GGGCTGT CATAGAAGACAGCCTTTTATTTTAAG

AGGAAGAAAGAT CCTGAATAT GCTGAGAGAAGCCATAGAGAATCAGGTATTATTGTCATGT TGACTCCTTCCTTCCTGTACAAAATTTTCTCACCATCTT
AGGAAGAAAGAT CCTGAATAT GCTGAGAGAAGCCATAGAGAATCAGGTATTATTGT CATGT TGACTCCTTCCTTCCTGTACAAAATTTTCTCACCATCTT

AGAGCATGTGGGAGACT TGCAGGACTATTCACT CTTATAGGAGCGGCGAATCTTTTCT GT TAATAAGACT GAAGT GCGCAGTACAGGCCTACT TGT TGCT
AGAGCATGTGGGAGACT TGCAGGACTACT CACT CTTATAGGAGCGGCGAATCTTTTCTGT TAATAAGACCGAAGT GAGCAGTACAGGCCTACTTGT TGCT

TGTCCTCATCTCCCCT GCT TACCTAAACCGGATTACAATGT AACCAAAAACT AAAT TGCAT GAGGCT GGAACACAT GAGCT CCCAGTAGAGT TCAAAGAT
TGTCCTCATCTCCCCTTCT TACCTAAACCGGATTACAATGT AACCAAAAACT AAAT TGCAT GAGGCT GGAACACAT GAGCT CCCAGTAGAGT TCAAAGAT

CACTGT TAAAAGAGGACACTGAGT TGAGT TTTCTCCCCTGGCCTGGGACT TACT TTCTGT AGGCT GT CACCAACGAAACT GAACCT GGAGGAGT GGT TCT
CACTGT TAAAAGAGGACACTGAGT TGAGT TTTCTCCCCTGGCCTGGGACT TAAT TTCT GTAGGCT GT CACCAACGAAACT GAACCT GGAGGAGTGGTTCT

TTAAGAAGCAGAAT CTAAGGT AAGCCCCTCCATTTTCCAGGGATGTGGTGCTGTGAAGTAGT CATCACTGTGACTAAGI TATTTGAGGGGAAAG: - - - - -
TTAAGAAGCAGAAT CTAAGGTAAGCCCCTCCAT TTTCCAGGGAT GT GGT GCTGTGAAGTAGT CATCACT GTGACTAGGT TATTTGAGGGGAAAGAAAGGG

ACTTCTCACAATATTTATACAGGCCATCATTTAGTGAACTGTATAAATATTTATGGCATGGAACAGCCT TTTGATCATAAATAGGGGCCAGGAGT CAGTG

——————————————————— GCTTGGTATTACCTGAGT TTTAAGGCATCTTGTAGCCTGAGATATTAGGTATGT CTCAGGACT TGTGCACAGCTTGAATTT
TCGCCCATGCTGEGEGACTGGCTTGGTATTACCTGAGT TTTAAGGCATCTTGTAGCCT GAGATAT TAGGTATGT CTCAGGACT TGTGCACAGCTTGAATTT

CTCTTCATTATTTTTCTATCTCTTTGCCATTTATTTTTCTATCTCTTTGCCATCGAGAGGCCATGAGCTTATTTTTCCTGAATGCCCTCCTCTACAACTG
CTCTTCATTATTTTTCTATCTCTTTGCCAT- - - - == === - - m e o oo oo - - CGAGAGGCCATGGEGCTTATTTTTCCTGAATGCTCTCCTCTAAAACTG

TTTTTCTTTTTAGAGTATTCCTCTTTGCCCCAAAATAGT GAGT TGAAACCCAAGT TCCATTCCTCATTATTCATAAAGCAGGCTGTGGAATTTCCGTGAC
TTTTTCTTTTTAGAGTATTCCTCTTTGCCCCAAAATAGT GAGT TGAAACCCAAGT TCCATTCCTCATTATTCATAAAGCAGGCTGTGGAATTTCCGTGAC

CTGACCTGGAATTATAGCCCCTCTGTTGCTGCTATGCT TTACCTAGTGCTGTCTTTGAATACCTCAGCTCATTTTCCTGAGAAAT GGGGCTTCCACACTG
CTGACCTGGAATTATAGCCCCTCTGTTGCTGCTATGCT TTACCTAGTGCTGTCTTTGAATACCTCAGCTCATTTTCCTGAGAAAT GGGGCTTCCACACTG

CCTACTTGCTCAGCTAAAGAT GAAAT GAGAT CATAGAGT CAGGT GGGCAGT TTGCTCAAGAAAGACCAGCTTTTGTGGCATTTGI TGI TTGI TATTGAAG
CCTACTTGCTCAGCTAAAGAT GAAAT GAGAT CATAGAGT CAGGT GGGCAGT TTGCTCAAGAAAGACCAGCTTTTGTGGCATTTGI TG - - - TTATTGAAG

TTGCAAAGGCTTTGATTTTCAGT TTTAGCTGAATGI TGT GGAAAGT GTCCGAAACTCACTACTGTATGCT
TTGCAAAGGCTTTGATTTTCAGT TTTAGCTGAATGI TGT GGAAAGT GTCCGAAACTCACTACTGTATGCT
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Fggy (2310009E04Rik)
chr4:95,074,498-95,075,968

-------------------------------------- CATGCCTCTGGGAATGCCCGTGT TCTCCCTTCTAGCT TTCTGTAAGCACAGCTTATGATGCA
...................................... CATGCCTCTGGGA- TGCCCGTGT TCTCCCTTCTAGCTTTCTGTAAGCACAGCTTATGATGCA

TTCTCAAAGCGGACATCATCTACTGCAT TTCTCAGAAAGGAACCCT GT TAAGT GACACAT GAT TGTACAAGCACAGACT GAGAAAGT CAAATAACTAAGG
TTCTCAAAGCGGACATCATCTACTGCAT T TCT CAGAAAGGAACCCT GT TAAGT GACACAT GAT TGTACAAGCACAGACT GAGAAAGT CAAAT AACTAAGG

GATGGCTCTTTTCGCTTTTTTTT- CCTATTGGT TCACT GATAAAGGAGT TTACT TTAGAAAACCACCGCT GGAAACCAATTATATTGCAAGCACTGGAAG
GATGGCTCTTTTCGCTTTTTTTTTCCTATGGGT TCACT GATAAAGGAGT TTACT TTAGAAAACCACCGCT GGAAACCAACTATATTGCAAGCACTGGAAG

GGAGT GGGGATGCAGCAAT CAGTAACAT CCCCTTTTCT CCAGGT TCAGT CCAAT GAGGAGAT GGACATACCACCAAAAACAT GGT CCAGAGCGAACATTT
GGAGT GGGGATGCAGCAAT CAGTAACAT CCCCTTTTCT CCAGGT TCCGT CCAAT GAGGAGAT GGACATACCACCAAAAACAT GGTCCAGAGCGAACATTT

GAAATGAAAATACAGACACTGTACATAT TGACAGCCT TTGT ACATGT GCAAGAAAAGT GATAAGGT CCCCCT TAGAGAAGT AGAGGAT GGAATTGGGAAG
GAAATGAAAATACAGACACTGTACATAT TGACAGCCT TTGT ACATGT GCAAGAAAAGT GATAAGGT CCCCCT TAGAGAAGT AGAGGAT GGAATTGGGAAG

GGAAGAGCAAGT GAT GGGGGAGGACCT CCAT CAGT GCAAAGCACAAGT ATACT TCCAGGACT GTGGGAATAT CTAGGAT CCCAGT GGGBCAGGGCCAGGGT
GGAAGAGCAAGT GAT GGGGGAGGACCT CCAT CAGT GCAAAACACAAGT ATACT TCCAGGACT GT GGGAAT AT CT AGGACCCCAGT GGGCAGGGCCAGEGT

AGCATTCATTCGGGT TAAGAAGCTCACAGAAAGT CTCACT TGAGGAAGACCTTAGGGTGTCTTATTCTATCTATTTCTATCTATTGTGATGATATACTGC
AGCGTTCATTCGGGT TAAGAAGCT CACAGAAAGT CTCACT TGAGGAAGACCT TAGGCTGT CTTATTCTATCTATTTCTATCTATTGT GATGATATTCTGC

TGCCCCAAGAAAGAGT CTAGCACAGTAATCACTATGGTGT TCATCTGGCTTGACCCAGGATAT CTGACT TGGGGTACTAGGACACAAAAGGACAGACAAA
TGCCCCGAGAAAGAGCCTAGCACAGT AATCACTATGGT GT TCAT CTGGCT TGACCCAGGATAT CT GACAT GGGGTACT AGGACACAAAAGGACAGACACA

CAGATACAAGT ACAGGAAAGCCAGGACT GCATGGACCACACACACT CTGATAAAGAT GCGCCATCAGAGT CTGCACTGTGCAGGT TGCAGI TATATATAG
CAGATGCAAGT ACAGGAAAGCCAGGACT GCAT GGACCACACACACT CTGAT AAAGAT GCGCCAT CAGAGT CGGCACT GT GCAGGT TGCAGT TATATATAG

TTGCAGGAGGAGCTGGGATTACTGTATAAAT TTGCAAGAGATGGT GAGGT TATTCTATACACT TGTAGT GAGAGGCAGGGT TATTGTATACAGT TGTCCA
TTGCAGGAGGAGCTGGGATTATTGTATAAAGT TGCAGAAGATGGT GAGGT TATTCTATACACT TGTAGT GAGAGGCAGGGT TATTGTATACAGT TGTCCA

AGAAGGCAGGACTATTATATATGTAGCT GAGCAAGGAGGCAGGCT TAGCTAATCT TGGTAGGGGAGT CTCTATAGGGGAACCGGCT CAGACT GTAAGCAT
AGAAGGCAGGGECTATTATAGATGTAGCT GAGCAAGGAGGCAAGCT TAGCTAATCT TGGT AGGGGAGT CTCTATAGGGGAACCGGCT CAGACT GTAAGCAT

CTTGGATGAAGT TATTGCACTTGACCTATTTTTAAGGACCAGGGTAAGGT CTTGACT TTCCCATGGGT CTGAGGCATGT GGACAT TAACATGGT CATACT
CTTGGATGAAGT TATTGCACTTGACCTATTTTTAAGGACCAGGGTAAGGT T TTGACT TTCCCATGGGT CTGAGGCAT GT GGACAT TGACATGGTCATACT

CATGTCAAACAAT CCATGT TCACTCAGGACT TCCTCTACTCCCT GT GAACCACT AAGAGCAAACAGGGAGGAT GGGAAT GACAACT CAACAGGT GTCTGG
CATGTCAAACAATACATGT TCACTCAGGACT TCCTCTACT CCCT GT GAACCACT AAGAGCAAACAGGGAGGAT GGGAAT GACAACT CAACAGGT GTCTGG

GITATTTAAAAATCTGCTTTTATTGGT TACT GGCTTAAAGAGAAGGT ATCACT CCCAAGT GAAT GAAAGAATGAAAGCTGGTACTCATGT TTATGTGAGC
GITATTTAAAAATCTGCTTTTATTGGT TACTGGCT TAAAGAGAAGGT ATCACT CCCAAGT GAATGAAAGAATGAAAGCTGGTACTCATGT TTATGTGAGC

TCTCGAGGGGAAAAAAGT CAGGCGACCCAGGGAGCCAGGAAGACCCACCT GCTGAGCCT GGGAGCCCT GT CATGCT CAGGGGAGGCTGTGAGCT TTATTAT
TCTCGAGGGGAAAAAAGT CAGGCGACCCAGGGAGCCAGGAAGACCCACCT GCTGAGCCT GGGAGCCCTGT CATGCTCAGGGGAGGCTGTGAGCT TTATTAT

TCTTGCTTCT
TCTTGCTTCT

3110007F17Rik
chrX:119,220,163-119,220,873

—————————————————— TCTCGTTCAGCTGT TCTACCCACTGGT CTAGCTCCTTGGTGAATGCCTTGTCGTCTATGGCGGT GAGCTGCTCATCTCCGCC
—————————————————— TCTCGTTCAGCTGI TCTACCCACTGGT CTAGCT CCTTGGT GAATGCCTTGT CGT CTGT GGCGGT GAGCTGCTCATCTCCGCC

GCCTCCCCCT CCGCT GAT CCCCT GGCGEGACCGCTAAGCT GCAGAGAGCGCAGCCCGCGECCCCGCCCAAGCCCAGCCATTATCT TCGGGT CCCTGCTGI T
GCCTCCCCCT CCGCTGAT CCCCT GGCGEGACCGCT AAGCT GCAGAGAGCGCAGCCCGCGCCCT GCCCAAGCCCAGCCATTATCTTCGGGT CCCTGCTGI T

TGCCTCTAAGTCTGT GGCGGT TCCGTAGCT GTAGT GCCTGECGECCCCAGCCCCGCCCACGCGCT TCTGT CGCACCGCCCCCTGCGCTGT TGT CAGAGCG
TGCCTCTAAGTCTGT GGCGGT TCCGTAGCT GTAGT GCCTGECGECCCCAGCCCCGCCCACGAGCT TCTGT CGCACCGCCCCCTGCGCTGT TGT CAGAGCG

CGGGACACAGT GAGGGAGGGEGEGAAT GEGECGAGCGEGT CGCGCCGT TGEGAGGAGCAGT CCGGACCCAT GCCCGT GCAGGCAGGACAT GGGGAGAGCACGC
CGGGACACAGT GAGGGAGGGEGEGAAT GGECGAGCGEGT CGCGCCAT TGGEGAGGAGCAGT CCGGACCCCT GCCCGT GCAGECGEGGACGT GGGEGAGAGCACGC

AGCGACAGGCATCTGGCTTTCTGAGCCCT GGGAT T TGGT GAGCGAACACT CGGAGT GGGAT GGT TCGECGCGCGCT GAGACCCGCT AT CCCGECCCCCEC
AGCGACAGGCATCTGECTTTCTGAGCCCTGGGAT TTGECGAGCGAACACTCCGAGT GBGA: - - - - - = == === - - - - - AGACCCGCTATCCCGECCCCCGC

CCACCTTTCCCAGCGGEGCCT TTCCAGCGGT CCCEEGEECEGET CTTGGT GTACT GCCAT GGT GGGT GGAGGT GCGCT TGEEGECCT GGT CGCTGECCAGEEEG
CCACCTTTCCCAGCGGEGCCT TTCCAGCCGT CCCAGEGECGEGT CGAGGT GTACCGCCATGGT GG - - - AGGT GCGCT TGGGEECCT GGT CGCTGECCAGGEEEG

GGCAGT CCCCCGCCGACCCCAGCCT GGCCCT GCCCGCGAGCCCGCCACCAGAGCACGGGACGCAGGAAAAGGGEGEGECEEEGAAT GACGCGCGGEGT GGAGGA
GGCAGT CCCCAGCCGACCCCAGCCT GECCCT GCCCGCGLGCOEGECCECCAGAGCACT GGACGCAGGAAAAGGGEGACGGGGAAT GACGCGCGGEGT GGAGGA

GITTTCGCTGI GCGCCGCCAGCACAGTTG
GITTTCACTGI GCGCCGCCAGCACAGTAG
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Arhgdib

chr6:136,897,634-136,898,449

---------------------------------------- TAATTATACAATCCATGACCT TAGGCAGCAGGGTACAGATGGTGCCTCACCCACCTAACC
---------------------------------------- TAATTATACAATCCATGACCT TAGGCAGCAGG- TACAGATGGTGCCTCACCCACCTAACC

AGGAAGCCCTTTGCTCCTGACT GTGGGT GACAGCAATTGCAT GT CT CCGT GGAGGCCT TGCCCT GACCCAT CCCTACACGCACACACCT GCTACCACAGG
AGGAAGCCCTTTGCTCCTGACT GTGGGT GACAGCAAT TGCAT GT CT CCGT GGAGGCCT TGCCCT GACCCAACCCT ACACGCACACACCTGCTACCACAGG

GACATCTCCCAGCAGTGTTTTCTTGTACTTGGTTAGACTCTCGT CATCCTTGT CCATCTCCTGCAGCTCCTTCAAGGACT TCTGAGGGGGT GGCTTATAA
GACATCTCCCAGCAGTGTTTTCTTGTACTTGGT TAGACTCTCGT CATCCTTGT CCATCTCCTGCAGCTCCTTCAAGGACT TCTGAGGGGGTGGCTTATAA

TTGAGCTTGCTGT CCAGGT CGT CGT CCGCCTCTTCCAGCTGT GECTGT GCATCCTTCTCCGTCATCT TGATTGCTCTCTATTTCAGAGAGAGAATGATGG
TTGAGCTTGCTGT CCAGGT CGTCATCCGCCTCTTCCAGCTGT GGCTGT GCATCCTTCTCCGTCATCTTGATTGI TCTCTATTTCAGAGAGAGAATGATGG

TTCATTAGGCGCTGGGEGT TGCTACT GGTACCACCT TAGTGGAGATCTGTATTCATCGGT GATTTTCAAATTGT TCCTCAACACAGATATTCCATGAAATA
TTCATTAGGCGCTGGGEGT TGCTACTGGTACCACCT TAGTGGAGATCTGTATTCATCGGTGATTTTCAAATTGT TCCTCAACACATATATTCCATGAAATA

GATAGTATTTCCAGTCATTTCTCTGACTTGTCTTAATTTTTGCT TATAGAATAAAGCTATAAGAAT GAACAGCT TTTCTGTGAGCCATGCACTACAGT GA
GATAGTATTTCCAGTCATTTCTCTGACTTGTCTTAATTTTTGCT TATAGAATAAAGCT GTAAGAATGAACAGCT TTTCTGTGAGCCATGCACTACAGTGA

AGAAAGGTAACATAAACAAT COCAGCGATCGACCATTCTAGCTTAGCCG: - - - = - = = = = = = = < = = = = = m @ o w o x et e o e e e e e
AGAAAGGTAACATAAACAAT CCCAGCGAT CGACCAT TCTAGCT TAGCCCAT T GCTAT TCCCAGCGAT CGACCAT TCTAGCT TAGCCCATTGCTATTCCCA

GCGATCGACCATTCTAGCT TAGCCCCATTGCTATTCCCAGCGAT CGACCATTCTAGCT TAGCCCATTGCTATTCCCAGCGATCGACCATTCTAGCTTAGC

----------------------------------------- CATTGCTATTCCCAGTATGCGCAAT CTGAGT TTTGCTGACTTCTGGACACTGGTCAATT
CCCATTGCTATTCCCAGCGATCGACCAT TCTAGCT TAGCCCCATTGCTATTCCCAGTATGCGCAAT CTGAGT TTTGCTGACT TCTGGACACT GGTCAATT

ATCTGTGGTCAAAAGGCTGGT TTCTTCTTATTAATGTATTCTTTCGT TGAATACT TATCAGACCT TAAAGGGGAACCCT GGGGAAAACAGACCTCTAATG
ATCTGTGGTCAAAAGGCTGGT TTCTTCTTATTAACGTATTCTTTCCT TGAATACT TATCAGACCT TAAAGGGGAACCCT GGGGAAAACAGACCTCTAATG

CCTGCCTGGCGEGTATGAACGGT TCTGCTCCATGCTGT TAATCATAGCT
CCTGCCTGGCGGGTATGAACGGT TCTGCTCCATGCTGT TAATCATAGCT

Asb4
chr6:5,331,766-5,333,016

_________________________________ CTGTCTCTTGGCT TCAGCCT GGT GGATCCCAGTAGCATACAGCAATAACT CAAGTCCATAGCCATTG
_________________________________ CTGTCTCTTGGCT- CAGCCT GGT GGATCCCAGTAGCATACAGCAATAACT CAAGTCCATAGCCATTG

AGTTATGGTAT GT GGAGGCAGGGCT TCCAGCCAAGCCAGAAATGTATCAGATAGCT TTCAGCCAAGGCAATTTATTGTAGCATGT TGGTGT TTGTTCCTA
AGTTATGGTATGT GGAGGCAGGGCT TCCAGCCAAGCCAGAAATGTATCAGATAGCT TTCAGCCAAGGCAATTTATTGTAGCATGT TGGTGI TTGT TCCTA

AGTCGCCTTTGCTGGT GACTGATGTACCATCCTTCTAACACT CCTGAAAACCT CATAGT CATGCT GAAGAAAGAAAT TCACCCAGGAGAAACGCCAGACG
AGTCGCCTTTGCTGGT GACTGATGTACCATCCTTCTAACACT CCTGAAAACCT CATAGT CATGCT GAAGAAAGAAAT TCACCCAGGAGAAACGCCAGACG

GATCAGGAGTACAAGCT CCCCGCCCTTTTATGCCCT GGAGCTATCAAAGGCCACCTAGCAACATTATCAGACAGGGAAAGGAGGEGCATATCTTTGATTTC
GATCAGGAGTACAAGCTCCCCGCCCT TTTATGCCCTGGAGCTAT CAAAGGCCACCT AGCAAGAT TAT CAGACAGGGAAAGGAGGGCATATCTTTGATTTC

TCAGTCTTGCCTGGGECCT TGACTGACAGTAGCTGCTGT TTTAACCTCCATCTGTGTCTTCGTGCCTTTTTAGAAGGGACT CAGGAAAGCTTGCTCTGGC
TCAGTCTTGCCTGGGECCT TGACTGACAGTAGCTGCTGT TTTAACCTCCATCTGTGTCTTCATGCCT TTTTAGAAGGGACT CAGGAAAGCT TGCTCTGGC

ATTATGGGGAATATCATCAACCTAGGAGGAGAATTCTGAACATGAGATGCAAGCT TGT CTTGCT TTCCCACAGCCCAAAACAGACGTATATGACAGT GAG
ATTATGGGGAATATCATCAACCTAGGAGGAGAATTCTGAACATGAGATGCAAGCT TGTCTTGCTTTCCCACAGCCCAAAACAGACGTATATGACAGTGAG

TATGGGAAATAAACATATAGAAGAAAACACGT CTAGT TCGT TTACAGAACGCT TCTTAATACCAGT GACGT AGGAGCAAAGGAT CGT GGGT GGGCGGCTA
TATGGGAAATAAACATATAGAAGAAAACACGT CTAGT TCGT TTACAGAACGCT TCTTAATACCAGT GACGT AGGAGCAAAGGAT CGT GGGT GGGCGGCTA

CTCCTCCCTGACAAGCCTTAATTACTTTTATATTTATTAGACATACATCTTGAAATGATTCTATAGAAT CATAGGCAAACCTATGGTAAAATTTCAGCAG
CTCCTCCCTGACAAGCCTTAATTACTTTTATATTTATTAGACATACATCTTGAAATGATTCTATAGAAT CATAGGCAAACCTATGGTAAAATTTCAGCAG

AGAAATTCATCCTCGAAGCAAAATTTAAT CAGCAAGGATAATGGT TTATATGGAT TAAAACACATTTTTAAAATCTGCGT TTGATTTCATCTAGACCTCG
AGAAATTCATCCTCGAAGCAAAATTTAAT CAGCAAGGATAATGGT TTATATGGAT TAAAACACATTTTTAAAATCTGCGT TTGATTTCATCTAGACCTCG

TTTT- ATCTGCATTGGCTCATTTCTCCCATTTTTGAGAGAT TTTGCAGCTGGTCTTTCAGGT TCATTTTTCAAGGAATACT GCCCT CATGCGGCCGEETG
TTTTTATCTGCATTGGCTCATTTCTCCCATTTTTGAGAGAT TTTGCAGCTGGTCTTTCAGGT TCATTTTTCAAGGAATACTGCCCTCATGCGGCCGEGTG

TGCCAAGACCGCTCACTCTCTGATTCCCT CCAGAGGACGGT CTGTGTGGCTCTGTGAGAGAGAGCT TTTGCTGCTTGAGGCTGTGTCTGTGEGT TCCTTT
TGCCAAGACCGCTCACTCTCTGATTCCCTCCAGAGGACGGT CTGTGTGGECTCTGIGAGAG: - - - CTTTTGCTGCTTGAGGI TGTGTCTGTGGGTTCCTTT

CGAAAACATGAATCCTTAAAAT GCT TGCCAGGGGATGCACT CTGGTGCAGCTTTTGACTCAATTATCTGCT TACTGCATCAATAACCAACACAT GCAAAA
CGAAAACATGAATCCTTAAAAT GCT TGCCAGGGGATGCACTCTGGTGCAGCTTTTGACTCAATTATCTGCTTACT GCATCAATAACCAACACAT GCAAAA

ATAATCAGTCGCTGATCATTTTACACACT CGGAAAGT CCTCACAAACCCGACTCCTTTAAAGT CAGTAGAACGCGT TAGCCTTG
ATAATCAGTCGCTGATCATTTTACACACT CGGAAAGT CCTCACAAACCCGACTCCTTTAAAGT CAGTAGAACGCGT TAGCCTTG
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Asb4
chré6:5,333,153-5,335,375

-------------------- AGTGGAACAAACAACGGAGGT GGGECTCTGTACTTTCTTAAAAAGACAAGGT TTGACAAGATACTGT TTCTCAGCTCCAAT
-------------------- AGTGGAACAAACAACGGAGGT GGGECTCTGTACTTTCTTAAAAAGACAAGGT TTGACAAGATACTGTTTCTCAGCTCCAAT

TCAGCCGT TCTATAGCAAGAATATCTGT AAGCAGACAGAAAATATGCAACCCT TCTCTCCACT CTTCCCGGGT CCTGCAGCT TCATTTGCATGATACACT
TCAGCCGT TCTATAGCAAGAATATCTGT AAGCAGACAGAAAATATGCAACCCT TCTCTCCACT CTTCCCGGGT CCTGCAGCT TCATTTGCATGATACACT

CCAAACAAATTCTCTGCAAGAATGT CGATTTTACATTATAT CCAGGGAAAT GCGCAAAGT GCTACCCCAAAAGGT AAAATCAAAT CGATGAATCTTTGCA
CCAAACAAATTCT CTGCAAGAATGT CGATTTTACATTATAT CCAGGGAAAT GCGCAAAGT GCTACCCCAAAAGGT AAAATCAAAT CGATGAATCTTTGCA

ACTGGTAAACTGCTTCTTGGT TTCTGT GAACT CTGAGGGCT AAAGGGCATCCTGGGAT CTTAGGAAAGAAGGCT TAGAAGCCTGCCATATTTCTTTCCCA
ACTGGTAAACTGCTTCTTGGT TTCTGT GAACT CTGAGGGCTAAAGGGCAT CCTGGGAT CTTAGGAAAGAAGGCT TAGAAGCCTGCCATATTTCTTTCCCA

CATGAAGGGCAATTTTCTTCCCTAGCTATACT TTGCCT TCAAAAATTTGT CAGAGGT AAAGAAAGAATGCAAACGCT GCCTGGAGT ACAATTGCGGEGGTC
CATGAAGGGCAATTTTCTTCCCTAGCTATACT TTGCCT TCAAAAAT T TGT CAGAGGT AAAGAAAGAAT GCAAACGCT GCCTGGAGTACAAT TGCGGGGTC

AGTGTTCTGATTGAGACAGAATTATGGCGAATTATTCCCATGAGT TGATTTTGT GAAGT GTGTGCTGGTG- TGAGGGT GGAAATACAAGCCGGCGCTAGT
AGTGTTCTGATTGAGACAGAATTATGGCGAATTATTCCCATGAGT TGATTTTGT GAAGT GTGTGCTGGTG- TGAGGGT GGAAATACAAGCCGGCGCTAGT

GTTTAAACAAGGCT GCAAGGGCAGT TGCTAGGAGACCCT GCACACAGCT GATGCCCCCACT GCGGGCTCAGACGTGCTTTGT CTGAAGAACCCGGCCTTT
GTTTAAACAAGGCT GCAAGGGCAGT TGCTAGGAGACCCT GCACACAGCTGATGCCCCCACT GCGGGECTCAGACGT GCTTTGT CTGAAGAACCCGGCCTTT

CGCAGT CAAAGATGACATTAAATGTATAGT CTGT CAAAAT T TAGGT GGAGGAAAAAT TCAGGT GGACCAGGGCTCGGT TATTGCTTGT GT CAATCTAGCT
CGCAGT CAAAGATGACATTAAATGTATAGT CTGT CAAAAT T TAGGT GGAGGAAAAAT TCAGGT GGACCAGGGCTCGGT TATTGCTTGT GTCAATCTAGCT

ATTCTGACGT CCATCACCCATTAAGGATGGGT TTTGAAAGGGAAAATATAGCAT TGT GCCAGGAACCAAGAGCCT CCGGAAACGCT CAAGGGAATTTAGT
ATTCTGACGT CCATCACCCATTAAGGATGGGT TTTGAAAGGGAAAATATAGCAT TGT GCCAGGAACCAAGAGCCT CCGGAAACGCT CAAGGGAATTTAGT

TACAAATGCAGT TTGAATACCCCGATATGAAAGGCAGAT GGT CT GGGTACCAGT TCCGGGAAGCAGGECGGCCCCAGCTAAGT AATCACT TCAATGT TCCA
TACAAATGCAGT TTGAATACCCCGATATGAAAGGCAGAT GGT CT GGGTACCAGT TCCGGGAAGCAGGECGGCCCCAGCTAAGT GATCACT TCAATGT TCCA

AATAGAGGACCTTGAGT CCACAAACAGAGACT TCTAAGAGGAAAGGCGCGCGAGT GTGATTTTAGAT CCCGCCGT TTACAAACAACCATTTCAGTCATTT
AATAGAAGACCT TGAGT CCACAAACAGAGACT TCTAAGAGGAAAGGCGCGCGAGT GTGATTTTAGAT CCCGCCGT TTACAAACAACCATTTCAGTCATTT

GTGGGAACCGT TTAATAGACT TTTATGAGAAACACATAGGCTTCCAGT TTGTAATTTAGACCT TAGAGAT GCATCGAACT CGAGAGCTGAAAGTGGCTTA
GTGGGAACCGT TTAATAGACT TTTATGAGAAACACATAGGCTTCCAGT TTGTAATTTAGACCT TAGAGAT GCATCGAACT CGAGAGCT GAAAGT GGCTTA

GAAGT TCCTCAAGCGCCCCCAACT GGT GGAAGGAGAAAACT GACCCGCT TTGT GGATAAGT GCAGT CTAAAAAAAACGT TGCTTTCTTGGT TTTCAGAAA
GAAGT TCCTCAAGCGCCCCCAACT GGT GGAAGGAGAAAACT GACCCGCT TTGT GGATAAGT GCAGT CTAAAAAAAACGT TGCTTTCTTGGT TTTCAGAAA

CTCAGGCAAGACTACTTGCCTTTGTAAAATAGT ATCACCCACCCT CTGCCAATGCTCAAGATAT GATACCCGGT GAGGAGT AAAGT AGAGGAAAGAGGAA
CTCAGGCAAGACTACTTGCCTTTGT AAAATAGT ATCACCCACCCT CTGCCAAT GCT CAAGATAT GATACCCGGT GAGGAGT AAAGT AGAGGAAAGAGGAA

CATTTTGAATTTTGIGI TTTGAATATCAGT AGCACGGGAGCCAGAGACACAGT CAGT TAAGATTGCCTGTCTTCTCCAGGAGAGT CATGT TGTTCTGTGA
CATTTTGAATTTTGIGI TTTGAATATCAGTAGCACGGGAGCCAGAGACACAGT CAGTTAAGATTGCCTGT CTTCTCCAGGAGAGT CATGI TGT TCTGTGA

GCATCGAGACCAGAATCATCCACAACTCTTTGTAGTGCTTTTCCGTGTACAAGCACATTCTGTGTATTAATTTTTTTCATTTGT TTCATAAAGT CTGACA
GCATCGAGACCAGAATCATCCACAACTCTTTGTAGTGCTTTTCCGTGTACAAGCACATTCTGTGTATTAATTTTTTTCATTTGI TTCATAAAGTCTGACA

ATTGCTCTTACACGCTGGT GGTGAAACTAATAAGGATTTGATACAAGGT TTAGT TGTAACT CCACTACCCTACCT CCAAATAAGGAATAACTTCCTTGGC
ATTGCTCTTACACGCTGGT GGTGAAACTAATAAGGATTTGATACAAGGT TTAGT TGTAACT CCACTACCCTACCT CCAAATAAGGAATAACTTCCTTGGC

CAGTGATCTCACAGAATAGCTAATTGAAATCTCAAAGTGGTTTGAATTTTTAATTTTGT TTGT TTTGTATTTATACTTCATAGCCAGGAAAAACAAAAAC
CAGTGATCTCACAGAATAGCTAATTGAAATCTCAAAGTGGTTTGAATTTTTAATTTTGT TTGT TTTGTATTTATACTTCATAGCCAGGAAAAACAAAAAC

AAAACAAAAAAACCTCTGTACTTTTTTTGCTTTTTTATGAAAAAAAAAAAAAAAGAAACCCCAT CAGCACT TCCCATGT TGGAGAAATTAGTATTACTAA
AAAACAAAAAAACCTCTGTACTTTTTTTGCTTTTTTATGAAAAAAAAAAAAAA- GAAACCCCATCAGCACT TCCCATGT TGGAGAAATTAGTATTACTAA

CCCTGGTACATAGTAACTTTCGGAATGT TGT TCCAGGCAGCCT TGAGAGAACT GAGCT GGT TGGGT TCAAGAAACAGAAGGAAATAAAAATTACCCATCA
CCCTGGTACATAGTAACTTTCGGAATGT TGT TCCAGGCAGCCT TGAGAGAACT GAGCT GGT TGGGT TCAAGAAACAGAAGGAAATAAAAATTACCCATCA

GTCCCACTCTTAAACT TTACTGCAAAGAGAT GTCT TTAGAGAGAT GGAACCCAGGGGCTGATATGGCTTCTTTGCATCCTCT TGGCAGAGCT TAGGGGECC
GTCCCACTCTTAAACT TTACTGCAAAGAGAT GTCT TTAGAGAGAT GGAACCCAGGEGCTGACATGECTTCTTTGCATCCTCT TGGECAGAGCT TAGGGECC

CAGGACTTGT TGCTTTAGCCCACAAAGCT CTGTCCTTACAGAGAAAACCAGT CTCGATGT TCCCTCCCCTCCCCTTTTCCTTCGT TCTAGGAGATGCCAA
CAGGACTTGT TGCTTTAGCCCACAAAGCT CTGTCCTTACAGAGAAAACCAGT CTCGATGT TCCCTCCCCTCCCCTTTTCCTTCGT TCTAGGAGATGCCAA

CCACCAT GCGGGGAGGGT AT TCAGACAGGCTCCTGGAGAGACTG
CCACCATGCGGGGAGGGT AT TCAGACAGGCTCCTGGAGAGACTG
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Cd48

chr1:173,509,829-173,510,806

.................................................. GACATGAGCATTAAGGCCTCCCTCTGCACTGGT CCTCATAAGCCCTGCTT
.................................................. GACATGAGCATTAAGGCCTCCCTCTGCACTGGT CCTCATAAGCCCTGCTT

GCCTGCAGGT GCTGCTGECTTGCAGGT CAGCT GGATCT CAGCTGCTCTGAGCCT TCTGTCACCT TCTGCTCAT TGGT TTGCTAGGT TGCTAGGAAACCGT
GCCTGCAGGT GCTGCTGECTTGCAGGT CAGCT GGATCT CAGCTGCTCTGAGCCT TCTGT CACCT TCTGCTCATTGGT TTGCTAGGT TGCTAGGAAACCGT

GTCCCAGGCTTCCATGCTGGGCT TGGCCTAAAGCCTAGT CTGCCTAAGT TTAGATTTCTAGCCCTACAT TT GGT GAGCCGAATACT GTTAGACCACCTCA
GTCCCAGGCT TCCGT GCTGGECT TGECCTAAAGCCTAGT CTGCCTAAGT TTAGATTTCTAGCCCTACAT TTGGTGAGCTGAATACT GTTAGACCGCCTCA

ACTCGCCAGCTCCCAATAATGACTTTTTACTAGT TATAAAAGCTGAGGCCT TTTATCTGT TTTTT- - - - - m e e e mm e e e e e e e e e e e o -
ACTCGCCAGCTCCCAATAATGACTTTTTACTAGT TATAAAAGCTGAGGCCTTTTATCTGTTTTTTTTTTCTCTTTGTCTTGTCTTGT TTTCCTGTATAAA

AGCTCTGGAGGTGGCCCTTTATCTGGGCCCGGEGAGCCGGT TCCT GCGECGCCATACACCGGEGGAT CGGT CCCGGEGECAGCT GGACGCT TCGGGCCAGACCA

------------------------- ATGCAATGCAAATATTTACTCTTAAT TCACATTGTCAAAAT TTTTCAAGAAACAAT CACAAAGGTTTATTTTAAA
- - TAGACACAGTTATCTGTTTTTTTATGCAATGCAAATAT TTACTCT TAATTCACATTGTCAAAAATTTTCAAGAAACAAT CACAAAGGTTTATTTTAAA

TGIGCTTTGTATCTTTGGCTTGI TCTCGACTAGCTTGTATAACTTAGTAACTCCACAGGTAGTCACTATGTCTGACTTTCTCCATGT CTGGCTGGAGCAT
TGIGCTTTGTATCTTTGGCTTGI TCTCGACTAGCTTGTATAACTTAGTAACTCCACAGGTAGTCACTATGTCTGACTTTCTCCATGT CTGGCTGGAGCAT

TTCCCAGGCCTGATTCTTTCCCAGAGT TCCTATCTATACTCTGAAGT TTCACTTTTCTTCTCCTGTCCTGT TATAGACCATCAGATCTTTATTAAACCAA
TTCCCAGGCCTGATTCTTTCCCAGAGT TCCTATCTATATTCTGAAGT TCCECTTTTCTTCTCCTGI CCTGT TATAGACCATCAGATCTTTATTAAACCAA

TCAGAAGATGATGGAGAAAAT GT TTACGAAATCTTTAGGCAGGT GTGATGATCCAATAAAAAT AACAAT ACCAAGGT CAGGCCT GTAAACAGCT CTGCGG
TCAGAAGATGAT GGAGAAAATGT TTACGAAAT CTTTAGGCAGGT GT GATGAT CCAAT AAAAGT AACAAT ACCAAGGT CAGGCCT GTAAACAGCTCTGCGG

GTAGGTAAACCAATAT TTGAATAATACAAGGGT AACCT TTACACAGT GCACAAAAAGAT TAACCCAACT GAGGAGGAGAGAGGAGGAAGGGAAGAAGGEGT
GTAGATAAACCAATAT TTGAATAATACAAGGGT AACCT TTACACAGT GCACAAAAAGAT TAACCCAACT GAGGAGGAGAGAGGAGGAAGGGAAGAAGGGT

AGAGACAAGAGCAGAGT GGGACAAAGGT GGCCTGCTAAATTGACT TTGGTAT TAAAGGAGGAAT CTGT GTAAAT GAAAGAGCT GGATGAAAAT CCAGTAC
AGAGACAAGAGCGGAGT GGGACAAAGGT GGCCTGCTAAATTGACT TTGGTAT TAAAGGAGGAAT CTGT GTAAAT GAAAGAGCT GGATGAGAATCCAGTAC

ATGAACACTGTCTGGTCTGT TTGCTTGGT TTAGI TTTGAGCCTCTCAGCATCCCTTCCTAGGTGT T- AGAAGTCCATCTCATCCCTGG
ATGAACCCTGTCTGGTCTGT TTGCTTGGT TTAGT TTTGAGCCTCTCAGCATCTCTTCCTAGGTGT T- AGAAGTCCATCTCATCCCTGG
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Coro2a
chré:46,621,090-46,622,106

--------------------------------------------- GITCGGTCGATTCGGT TTTGGGGAT GGAACT CTGCCGACT GAGCTGCACCCTAGC
--------------------------------------------- GITCGGTCGATTCGGT TTTGGGGAT GGAACT CTGCCGACT GAGCTGCACCCTAGC

TGCTAAGCACCCCATTCTTGGAATTAGGATTCCTGGCTGGT TTGT TGT GTGECCTTTACCAGGCACACCCCCT CCTGGGACAGGT GATTATATGCCCATA
TGCTAAGCACCCCATTCTTGGAATTAGGATTCCTGGCTGGT TTGT TGT GTGGCCTTTACCAGGCACACCCCCT CCTGGGACAGGT GATTATATGCCCATA

GAATACGAGCGT TGGATGAGATAGACGGT TTCTAGACT GCCCCTAGAATAAGGGECCT GGGATGAGAT GGT TTCTAGAGACCCT TTCAGGT CAGAGAATCC
GAATACGAGCGT TGGATGAGATAGACGGT TTCTAGACT GCCCCTAGAATAAGGGECCT GGGATGAGAT GGT TTCTAGAGACCCT TTCAGGT CAGAGAATCC

ACAACTCCACAGTACATTTTTAAAGT TCGGGATGACT TTGTAATAATCAGGACCT GCCTGCTCATGCGCCATCACT GTAGCCT CCCAGATCACAAACGT T
ACAACTCCACAGTACATTTTTAAAGT TCGGGATGACT TTGTAATAAT CAGGACCT GCCTGCTCATGCGCCATCACT GTAGCCT CCCAGATCACAAACGT T

CCCAAT GACAGGGGACT CAGGT GGTACT TAGGCT TTCGAGCT GBCGCT GGGCTCTGGECAGCCACACT TATACT TAGT CTCCCT TTATGAGGGGATAATAA
CCCAAT GACAGGGGACT CAGGT GGTACT TAGGCT TTCTAGCT GGCGCT GGGCTCTGGECAGCCACACT TATACT TAGT CTCCCT TTATGAGGGGATAATAA

CACTCATTTGCAGCGAAGCT CCAGGT TGEGGECCACAGGGCAAGGT CCCCTGCCACACT GCTTTGGECCCT GGCAACGCACAGCACCCTATGATGCCCACCC
CACTCATTTGCAGCGAAGCT CCAGGT TGEGECCACAGGGECAAGGT CCCCTGCCACAGT GCT TTGGECCCT GGCAACGCACAGCACCCTATGATGCCCACCC

AGCCCTCTGCCTGTACACT TAGATGACGT AGGGCT CACT ACCGGCGCT GGCCT GGEGAAAGGGAAGGGT CTCCTCTTTTAGCCT TAAGAAAGT CCTTGGG
AGCCCTCTGCCTGTACACTTAGATGACGT AGGGCT CACT ACCGGCGCT GGCCT GGAGAAAGGGAAGGGT CTCCTCTTTTAGCCT TAAGAAAGT CCTTGGG

TGAGGGAGAGGGAGACAGGCGAT CAGGAGGT GCTGAGCCTGT TCCT TAGT GGGGACAGAT GT CAGGAAAT GAGGCAGAAGT GTCCAGAGATGGGCTTAAG
TGAGGGAGAGGGAGACAGGCGAT CAGGAGGT GCTGAGCCTGT TCCT TAGT GGGGACAGAT GT CAGGAAAT GAGGCAGAAGT GT CCAGAGATGGGCTTAAG

CCTTTCTCTCCCTCCACATCCCT CAAGAGAT GT CT GGAGGCGAGGGACGT GTAAGGACACAT TCCTGT GCTGAGGCACAGGT GGT TATGAACAAGT CCCT
CCTTTCTCTCCCTCCACATCCCT CAAGAGAT GT CT GGAGGCGAGGGACGT GTAAGGACACAT TCCTGT GCT GAGGCACAGGT GGT TATGAACAAGT CCCT

GGAGCAT TCGCAGAAGAGCAGGCT CT GAGACAGAAGGGCCACAT GCTAGCT AAGGGACACT AT CAGGAT TGCAGCCACAGT GGGACCAGATTCCCCAGT T
GGAGCAT TCGCAGAAGAGCAGGCT CT GAGACAGAAGGGCCACAT GCTAGCT AAGGGACACT AT CAGGAT TGCAGCCACAGT GGGACCAGATTCCCCAGT T

TCGCTAGT GAGAGT CCCCATCT CGAGAAGAAT GCAACATAAGACCT - CATCAAAAGGCATCT
TCGCTAGT GAGAGT CCCCATCT CGAGAAGAAT GCAACATAAGACCT - CATCAAAAGGCATCT

Eps8I1
chr7:4,081,175-4,081,945

.................... GCCCCAGCACCTAGAGT GCGCACTCCCTCCCT TCCCGGT TTCCCTCCTGCAGAGAAAT TCTCCCAGATGCTTTGTGTCAA
.................... GCCCCAGCACCTAGAGT GCGCACTCCCTCCCT TCCCGGT TTCCCT CCTGCAGAGAAATTCTCCCAGATGCTTTGTGTCAA

TGAGGAGCT GCAGT CGCGCCT GGCGCAGGECCGT TCGEGT CCCAGCCGGGT AACCCCGGEGEGECCCCGAGCCCAAGAGCCCCAGCT CAGCCCGCGCTCTGAG
TGAGGAGCT GCAGT CGCGCCT GGCGCAGGECCGT TCGEGT CCCAGCCGGGT AACCCCGGEGEGECCCCGAGCCCAAGAGCCCCAGCT CAGCCCGCGCTCTGAG

GCCTCGGT GGT CCGTGCCT GGCT GCAGACCAAGGGCT TTAGCT CCGGGT GAGT GGGGT CCCGCT GCTACT TTGCAGAGACAGATAACAGACCTGGAAGTC
GCCTCGGT GGT CCGTGCCT GGCTGCAGACCAAGGGECT TTAGCT CCGGGT GAGT GGGGT CCCGCTGCTACT TTGCAGAGACAGATAACAGACCTGGAAGTC

AAGGTTTTAGT TGGT CT GGGGEGT GGGAGCGGEGEGAAAACT GTAGGGCAAT TTGCTACGCCCAAAGACAGGECT CTGAT TGGAGACCACAGGGAAGAGCATTC
AAGGTTTTAGT TGGT CT GGGGEGT GGGAGCGGEGGAAAACT GTAGGGCAAT TTGCTACGCCCAAAGACAGGCT CTGAT TGGAGACCACAGGGAAGAGCATTC

CTTTTCTGAAAT CTGACACCT CCGGAGCCTGAGCCTCTCCGT CCCAACT TCCT TGCT TGAGAGCT CTGAT TGGACAAGCAGCTAGGT GGGT GCGATGT GA
CTTTTCTGAAATCTGACACCT CCGGAGCCTGAGCCTCTCCGT CCCAACT TCCTTGCT TGAGAGCT CTGAT TGGACAAGCAGCTAGGT GGGTGCGATGTGA

TTGGTGAAGCT GAAGGGGECT TGAGCT GT GATGGCCCCT GCTGCCT TCT TAGGACT GT GGAGGCGCT CGGT GT GCTGACCGGECGCACAGCTCTTCTCGCTG
TTGGTGAAGCT GAAGGGGECT TGAGCT GT GATGGCCCCT GCTGCCT TCT TAGGACT GT GGAGGCGCT CGGT GT GCTGACCGGECGCACAGCTCTTCTCGCTG

CAAAAGGAAGAGT TGCGGGCGGT GT GCCCCGAGGAAGGGEGECECGAGT GTACAGCCAAGT CACT GT GCAGCGCGCGCT GCTGGAGGT GAGAGAAT CGCCCA
CAAAAGGAAGAGT TGCGGGECGGT GT GCCCCGAGGAAGGGEGECGECGAGT GTACAGCCAAGT CACT GT GCAGCGCGCGCT GCTGGAGGT GAGAGAAT CGCCCA

GGCCCT GACGAGGCGAGGGEGT GGEECGCCCAGGACT CACATACTAAGGT CTTGAT TTCTACCCCACCCT CAAGGACAGAGAAAAAGT ATCA
GGCCCT GACGAGGCGAGGGEGT GGEECGCCCAGGACT CACATACTAAGGT CTTGATTTCTACCCCACCCT CAAGGACAGAGAAAAAGT ATCA
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Mtor (Frap1)
chr4:147,344,467-147,345,448

............................................ AGGAGCTGTGAACTTGT TTCCAGT TGCGCCTATTAGATTATGGCCTGCCAGCCACT
-------------------------------------------- AGGAGCTGTGAACT TGTTCCCAGT TGCGCCTAT TAGAT TAT GGCCT GCCAGCCACT

GGCTCAGCTCTAT CAGCAGACAGGCAGAGT GGAAGACT TTCCCAACT CCTGT CTGAAGGT TATATAACACAGAT TGAGGGT GAGGTAGCAAGAAAGAGT T
GGCTCAGCTCTAT CAGCAGACAGGCAGAGT GGAAGACT TTCCCAACT CCTGT CTGAAGGT TATATAACACAGACT GAGGGT GAGGT AGCAAGAAAGAGT T

GGACTGGAGACT GCT GAGCCAGGGAGGCT GGCTAAGGT AATGCATGCTGT TTACTCCAGGT CCTGGT TTATCT GGGCTGAGATGAGT CTTAACAGGGCTT
GGACTGGAGACT GCT GAGCCAGGGAGECT GGCTAAGGT AATGCATGCTGT TTACTCCAGGT CCTGGT TTATCT GGGCTGAGATGAGT CTTAACAGGGCTT

TGTCTGGCCATCATTCGGT GT TCTTCAAAATCCTGT TGAACCTGATCCT TGGEGECGT CAGGTGGT TTGCATCTGTGGGECTGTCTTCCTCTTTACACATTC
TGTCTGGCCATCATTCGGTGT TCTTCAAAATCCTGT TGAACCTGATCCT TGGGECGT CAGGT GGT TTACATCTGTGEGEGCTGTCTTCCTCTTTACACATTC

TCCTTCTAAAACGATCTTTCAACATTTACAAGGAGT TGTCATAGT TTGGGGCAGAGAGAAAGT CTCAGCCAT GCCAGGCGTGGTCTGEGGT TGGTCATCC
TCCTTCTAAAACGATCTTTCAACATTTACAAGGAGT TGTCATAGT TTGGGGCAGAGAGGAAGT CTCAGCCATGCCAGGCGTGGT CTGGEGGT TGGTCATCC

ACACTTCTGTCAGGT TCTGT CTGGGCAGCAGT GAGT GGGCCT GACCT T TACCCAAGGCT CAGACT CAGAGAGAAGAT TCCCTAGTACATGCAGATCAGAA
ACACTTCTGT CAGGT TCTGT CTGGGCAGCAGT GAGT GGGCCT GACCT T TACCCAAGGCT CAGACT CAGAGAGAAGACT CCCTAGTACATGCAGATCAGAA

GGCTCGATTCCCTCTGT GCCTGCAGCGT GGT TTGCAGCT TGATGCTGGECCCCTATACCTACGTACACAGT GTCTGAGAAAACGGGGTGATGGECAGCTTTC
GGCTCGATTCCCT CTGT GCCTGCAGCGT GGT TTGCAGCT TGAT GCTGGCCCCTATAGCT ACGT ACACAGT GT CTGAGAAAACGGGGTGATGGCAGCTTTC

ATACCTTTAATTGAAGGGCACTGCTCTTCTGAAATCATGTAAAAGATGGAACT TTCCCTATAACT GTACAAAGGT CCCTCTGT CCTTATGGCAGGAGCTC
ATACCTTTAAGT GAAGGGCACT GCTCTTCTGAAAT CATGGAAAAGAT GGAACT TTCCCTATAACT GTACAAAGGT CCCTCTGTCCT TATGGCAGGAGCTC

TGICTGACTTTATAGT GTGGGTCCTACAGCT TTGCCTACCCTGATCCCTCAGAGT CTTTCCCAGATGGGT TTCTGGCTCCTCGGAAAGTGATTTCTGCTC
TGICTGACTTTATAGT GTGGGTCCTACAGCT TTGCCTACCCTGATCCCTCAGAGT CTTTCCCAGATGGGT TTCTGGCTCCTCGGAAAGTGATTTCTGCTC

AGACAGCT GGAGT TACTTAGCAGGGACCCATTTCTGAATATAAGCAT TGGGT GCTCAGACAGACGACTGTCTGT TTCCTCTCACTCCTGTCTTTTTTGCC
AGACAGCTGGAGT TACTTAGCAGGGACCCATTTCTGAATATAAGCAT TGGGT GCTCAGACAGACGACTGTCTGTTTCCTCTCACTCCTGTCTTTTTTGCC

TCCTTGGGCACCAGGTTGTTACTAAC
TCCTTGGGCACCAGGTTGTTACTAAC

Pdgfrb
chr18:61,190,675-61,191,616

----------------------------------------- ACCTAGACT TCOCACCGAGOCTAGT TCATTCTCAACCOCT CAGTGCAGACCTTGACAGC
----------------------------------------- ACCTAGACT TCOCACCGAGOCTAGT TCATTCTCAACCOCT CAGTGCAGACCTTGACAGC

CCCGTTGCCAGAGT CAACCTCTGCATTAGT TTGAAGT TCCCTTGCACCCTGTATATAATATAGACCCAGAATAGAAAACT TCAACT CCACTCCCAACCTC
CCCGTTGCCAGAGT CAACCTCTGCATTAGT TTGAAGT TCCCTTGCACCCT GTATATAATATAGACCCAGAATAGAAAACT TCAACTCCACTCCCAACCTC

AGCTCTGACCCTAACACTATCAGT TAGGGT CAAATTCCATCCCTGT TTCCGT TCCAGT CAAAGCT TGCACT TCAGCTCTGT TGCCTAAAGAAACCGT GCC
AGCTCTGACCCTAACACTAT CAGT TAGGGT CAAAT TCCATCCCTGT TTCCGT TCCAGT CAAAGCT TGCACT TCAGCT CTGT TGCCTAAAGAAACCGTGCC

CTAGTTTTTAGAAGCCCCCAGAAGGTGT TTATCTTGCATTTAGT CCGCGCT GGCCTCCAGGAACCCT CCACTAGAGATGEGECAGGATG: - - - - - - - CATT
CTAGITTTTAGAAGCCCCCAGAAGGTGT TTATCTTGCAT TTAGT CCGCGCT GGCCTCCAGGAACCCT CCACTAGAGAT GGGCAGGATGCACATTCTCATT

GGT GT CTGGGCATAACT CCGCCCACAGGECCCGCCCCTAACTGT TGTACCT TCCGCAGAGAAT GGCTACGT GCGGCTGCT GGAGACACT GGGAGATGTAG
GGT GT CTGGGCATAACT CCGCCCACAGGGECCCGCCCCTAACTGT TGTACCT TCCGCAGAGAAT GGCTACGT GCGGCT GCTGGAGACACT GGGAGATGTAG

AAATTGCTGAGCT GCACCGGAGT CGGACGCT GCGGGT GGT GT TCGAGGCT TATCCGATGCCT TCTGT CCTGT GGCT CAAGGACAACCGTACCT TGGGTGA
AAATTGCTGAGCTGCACCGGAGT CGGACGCT GCGGGT GGT GT TCGAGGCT TATCCGATGCCT TCTGT CCTGT GGCTCAAGGACAACCGTACCT TGGGTGA

CTCCGGCGCTGECGAGT TAGT TTTGT CTACT CGCAACAT GT CTGAGACCCGGT GAGCACCAGT TAGT CCACTTATGT TGGAAGCT TCAAAGCT GCCAGGC
CTCCGGCGCTGECGAGT TAGT TTTGT CTACT CGCAACAT GT CTGAGACCCGGT GAGCACCAGT TAGT CCACTTATGT TGGAAGCT TCAAAGCT GCCAGGC

AGCCTGGGEGCCTTCAGT CACCAACAAACCTAGGACCT TCTTGTCTGAGAGCCTGT TGT GTGATGGACACAT GCCAGGTACTAGGTATGATGCTCCTGCAG
AGCCTGGGEGCCTTCAGT CACCAACAAACCTAGGACCT TCTTGTCTGAGAGCCTGT TGT GTGATGGACACAT GCCAGGTACTAGGTATGATGCTCCTGCAG

GAGCAACGCAGGCTGCTCTGCTCCTCCTAGT GGGEGT AGCAGACACT GACGACT TGGCCACT CAGAGGT TTAGT TAACCT TGT GATGAACAGAACCAGCA
GAGCAACGCAGGCTGCTCTGCTCCTCCTAGT GGGEGT AGCAGACACT GACGACT TGGCCACT CAGAGGT TTAGT TAACCT TGTGAT GAACAGAACCAGCA

GGTAATGGCCAAAAGCAAAAA- CACCGGATAGGAAGAGGAT TTCCCCAAGGCTAGAGAT CT GCAGACAGGCAAGAAT GTGCCCCTCTGATGG
GGTAAT GGCCAAAAGCAAAAAACACCGGATAGGAAGAGGAT TTCCCCAAGGCTAGAGAT CTGCAGACAGGCAAGAATGTGCCCCTCTGATGG

10
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Isoc2b
chr7:4,468,816-4,470,431

------------------------------------------------------------------------- ATGCTTTAGGGAGAGCGATACAGAGGA
------------------------------------------------------------------------- ATGCTTTAGGGAGAGCGATACAGAGGA

GCACGT AAT TGT GAGAGAAGCGGGGACCACAACT CCTGGAACCAGGAAT TTCAGGCT GTGTGACCCTGGGTGAGT TTCCCTTCCTCTCTGGGTCTCTTTT
GCACGT AAT TGT GAGAGAAGCGGGGACCACAACT CCTGGAACCAGGAAT TTCAGGCT GTGTGACCCTGGGTGAGT TTCCCTTCCTCTCTGGGTCTCTTTT

TTTCTCCAGGGT TAGCTCACT GGCGGGGT TGATGCAAAAT T TGT CTCTAGAGAGGGT TGGGGACT CTCCCCGCGEGT CTATCCTGAGACCAAATGGAATG
TTTCTCCAGGGT TAGCTCACT GGCGGGGT TGATGCAAAAT T TGT CTCTAGAGAGGGT TGGGGACT CTCCCCGCGEGT CTATCCTGAGACCAAATGGAATG

CCATTCCAACCCCCGAACCCGACACCCT GCAAAGCT TCCGT TTCCCGGT CTGAATGACGGGAT GGT GGGT TTGCAAACAGCCAGCAAGT AACGAACCGGA
CCATTCCAACCCCCGAACCCGACACCCT GCAAAGCT TCCGT TTCCCGGT CTGAAT GACGGGAT GGT GGGT TTGCAAACAGCCAGCAAGT AACGAACCGGA

CTTACTCGAAGGT CCCAGGT TCGAGT TCGGGECCCCTTTTCCAAGAAGT CCCGT GACCT TTTCCCCGCTGGAT TCCCACT GACCCCGTACTGEGCCTCCTT
CTTACTCGAAGGT CCCAGGT TCGAGT TCGGGECCCCTTTTCCAAGAAGT CCCGTGACCT TTTCCCCGCTGGAT TCCCACTGACCCCGTACTGGGCCTCCTT

TTTGCCCTTTGTAGACACGT AGT CAGAGCCGCGGGT CTACACCCCCGCGCCGAGCCAACCAAT CGGCGT TCGCCTCACTCTGT TCTACTCCATCCTGTTA
TTTGCCCTTTGT AGACACGT AGT CAGAGCCGCGGGT CTACACCCCCGCGCCGAGCCAACCAAT CGECGT TCGCCTCACTCTGT TCTACTCCATCCTGTTA

ATTCGATTGGT CTGAAGAAACT GGAGCAGGCGGAGAGACAGAGGGT AGGACCAAT GAAAAT CCACGGAGGGAGGGCCT TGGCTGAGAGCTCGGCTTCTAA
ATTCGATTGGT CTGAAGAAACT GGAGCAGGCGGAGAGACAGAGGGT AGGACCAAT GAAAAT CCACGGAGGGAGGGCCT TGGCTGAGAGCTCGGCTTCTAA

CCCGGAAGGAGGEGT GAAGAACGACCAGAGAGCTAGAGGCTCAATCTTGGCTAGT GTAGGGT TCATGGCACCAT CCACT CCAT CCGGGGCGACCGGGEGAGA
CCCGGAAGGAGGEGT GAAGAACGACCAGAGAGCTAGAGGCTCAATCTTGGCTAGT GTAGGGT TCATGGCACCAT CCACT CCAT CCGGGGECGACCGGEGEGAGA

GGTGATGCTTTCTGTAACCTAGCT CTAGGAAGGCT GAAGCACGAGT ATCGCCAGT TCGAGACT AGCCGGGACT GCGT GGT GAGACCCT GT CAACCAAAAC
GGTGATGCTTTCTGTAACCTAGCT CTAGGAAGGCT GAAGCACGAGT ATCGCCAGT TCGAGACTAGCCGGGACT GCGTGGT GAGACCCT GTCAACCAAAAC

AACAGCCGGGCAT GGT GGCGCAAATGT TTAGT TCCAGTAAT CATCATAAACCGATGAT TTAGT TAATGGT TTAGT TCCAGT ACT CAGGAGGCAGAGGCAG
AACAGCCGGGCATGGTGECCCTAATGT TTAGT TCCAGTAATCATCATAAACCGATGATTTAGT TAATGGT TTAGT TCCAGTACT CAGGAGGCAGAGCGCAG

GCATAATTCTGACT CTACAACGCGAATTCCAGAATAGCCAGT ACAACACGGAAGT AAGT CCTGT CTCGAAAACCCGAAAGT CAAACTAAGAAAACAAAAG
GCATAATTCTGACT CTACAACGCGAATTCCAGAAT AGCCAGT ACAACACGGAAGT AAGCCCT GT CTCGAAAACCCGAAAGT CAAACT AAGAAAACAAAAG

AACAAGCCTCGTAAGACATTTTCCCCC- ACTGCTTGCCAGT TAGCT TTTTCTCCAGGAATTCAGGACT TGTCTCCTTGGGT GGTCTATATAGAAAACTGA
AACAAGCCTCGTAAGACATTTTCCCCCCACTGCTTGCCAGT TAGCTCTTTCTCCAGGAATTCAGGACT TGT CTCCTTGGGT GGTCTATATAGAAAACTGA

CTCTGTACTTAGAAGT GGGGGT TAAGAGAGAGAGGATTACT TCATCCAGATATATAAACCT GGTAT GGT GGCTCAGG- CCGGTAATCCCAGCGTTCTAGA
CTCTGTACTTAGAAGT GGGGGT TAAGAGAGAGAGGATTACT TCATCCAGATATATAAACCT GGTATGGT GGCTCAGG- CCGGTAATCCCAGCGTTCTAGA

AGCTGAGGCCTTGAGT TCAAT GAATAAGAAAACAAAAGCT GATTACGGT GGCT TAATACCCAT GACCCCAAGT ACT CAGAAGT GGAGACAGGAGGATTTC
AGCTGAGGCCTTGAGT TCAAT GAATAAGAAAACAAAAGCT GATTACGGT GGCT TAATACCCAT GACCCCAAGT ACT CAGAAGT GGAGACAGGAGGATTTC

TTCACCTTGAAGT TATGAGAAAAGGGECTAGGCAT GGT GGCTAACGAGGACT GTAAACCCAGCACT TGGGAGGCTGAGT GTGGGT GAGGATCTTTTGGEGEGEG
TTCACCTTGAAGT TATGAGAAAAGGGECT AGGCAT GGT GGCTAACGAGGACT GTAAACCCAGCACT TGGGAGGCT GAGT GTGGGT GAGGATCT TTTGGGEGEG

AGAGATATATATATACACAGAGT TCCAGGT TAGCCT GGGCCACAGAGT GT GACACT GT CGAACAAAGAAAAAGAAAT AAGGCT GGAACT GTAGCT CAGGT
AGAGATATATATATACATAGAGT TCCAGGT TAGCCT GGGCCACAGAGT GT GACACT GT CGAACAAAGAAAAAGAAAT AAGGCT GGAACT GTAGCT CAGGT

GGCAGAGT CCTTGCCTGGCATGAATAAAGCCT TCGCTTTAGT GCCCAGCACT GTATGCAT GGGGGT GGGGT GAGGGT GG- AGAGATGGGG
GGCAGAGT CCTTGCCT GGCATGAATAAAGCCT TCGCTTTAGT GCCCAGCACT GTATGCAT GGGGGT GGGGT GAGGGT GGGAGAGAT GEGG

Pi4k2b
chr5:53,026,310-53,027,151

———————————————————————— AAGGCCACACAAGATAT TTTAGAACT GAGCT TGGAT AAGGGCAGT AACAATAGCAGT TGTGGT TGGCATCTGGAAT
———————————————————————— AAGGCCACACAAGATATTTTAGA- CTGAGCT TGGATAAGGGCAGTAACAATAGCAGT TGTGGT TGGCATCTGGAAT

GCCCTCCTCCGCCGGECTCACGCTTTGT TCCCAGGCT GCTGATGT GAGAGGT GGTACAGCCT T TAGGAAGAT GGGT CTGGT GGGCAGAAGTATGTGACTCT
GCCCTCCTCCGCCGGECTCACGCTTTGT TCCCAGGCT GCT GATGT GAGAGGT GGTACAGCCTTTAGGAAGAT GGGT CTGGTGGGCAGAAGT ATGTGACTCT

GGAGGTGACAGT GCCTTTGATATGGGACATGCCTTTTGCTCCATGT CTTTCCTAAT GGGGGEGEGEGEGEGAGGEGEEGEGET GTCTCTGCCTCAGGCACCTCCTGTAA
GGAGGTGACAGT GCCTTTGATATGGGACATGCCTTTTGCTCCATGT CTTTCCTAAT GGGEGEGEGEEEG- AGGEEGEGT GTCTCTGCCTCAGGCACCTCCTGTAA

GACCTTTTCCCACTCAGATGACT TGGAAT TTCTGGAATCATAATTGAAAATGATCTTTCCTCTCCTGGGT TGT TTCCATCAGATGCTTTGGT CATGGT GG
GACCTTTTCCCACTCAGATGACT TGGAAT TTCTGGAATCATAATTGAAAATGATCTTTCCTCTCCTGGGT TGTTTCCATCAGATGCTTTGGTCATGATGG

CAAGAAAGGCGACCGACGT GCGAT CCACGACCAT TTGAAAAT GCCGGT GAAATAAACCACCCCAAGT AAATAAAACCATAGACATCATCCCCAGATCTGT
CAAGAAAGGCGAGCGACGT GCGAT CCACGACCAT TTGAAAAT GCCGGT GAAATAAACCACCCCAAGT AAAT AAAACCATAGACAT CATCCCCAGATCTGT

GITATAACTAACCGT GCTAATTTCT TCACT GGGAAGGAAAAT GGTACTAGGTAGAAAAT CAGACT TCTAAGAGGGAATAAAACAGGGGECT GGAGAGATGG
GITATAACTAACCGTGCTAATTTCT TCACT GGGAAGGAAAACGGT ACTAGGT AGAAAAT CAGACT TCTAAGAGGGAAT AAAACAGGGGECT GGAGAGAT GG

CTCAGCGAGT TAAGAGCACT GACTGCTCT TCAGAAGGT CCTGAGT TCAAAT CCCAGCAACCACAT GGTGGCTCACAACCAGATATGACGCCCTCTTCTGG
CTCAGCGAGT TAAGAGCACTGACTGCTCT TCAGAAGGT CCTGAGT TCAAAT CCCAGCAACCACAT GGTGGCTCACAACCAGATATGACGCCCTCTTCTGG

TCTGTCTGAAGACAGCTACAGT GTACTTACATATAATGATAATGATGATGATAATAATAAT AATAAT TAATAAATAAAAGAGGTAATAAAACAGTACAT T
TCTGTCTGAAGACAGCTACAGT GTACTTACATATAATGATAATGATGATGATAATAATAATAATAAT TAATAAAT AAAAGAGGT AATAAAACAGTACATT

AGTAATTAGAGCCATCGTGTAATATTTATTTTAGGAAGAAGCT TCACAGGGAAAGGGAGGAGCATG
AGTAATTAGAGCCATCGTGTAATATTTATTTTAGGAAGAAGCT TCACAGGGAAAGGGAGGAACATG
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Pop4
chr7:37,961,843-37,962,567

...................................... CTGITTCTATCTCTTTGGGGECT GCTGCCAGCAGECCTAGECT TCCCTATGCACTGGTCTAGA
...................................... CTGITTCTATCTCTTTGGGGECT GCTGCCAGCAGECCTAGECTTCCCTATGCACTGGTCTAGA

ATGCATGTCTCTCCTAGTAAGCCTTTCTGCCT TTAGGCCCTGGT TGT GGGTACACAAAGGT TCAAAGGGACAGAGAT TGCGT TTCTGACACCGTGCTCAT
ATGCATGTCTCTCCTAGTAAGCCTTTCTGCCT TTAGGCCCTGGT TGT GGGTACACAAAGGT TCAAAGGGACAGAGAT TGCGT TTCTGACACCGT GCTCAT

GAGTACTGT TCCCATGCCT CATAACAATATCT GAGAT GGCT GT GGT GGAATATAATATGCCTACAAT CCTAGCAT T TGGAAGGGT GAGGCAGAGAGATCC
GAGTACTGT TCCCATGCCT CATAACAATATCT GAGAT GGCT GTGGT GGAATATAATATGCCTACAAT CCTAGCAT T TGGAAGGGT GAGGCAGAGAGATCC

TGAGTTCCCAGATAGCCTGGTATATAGGGTAAGT TTCAGGCTAGCCT GTGCTGT AAAGCTAGAGACCCTATTT TAAAAAAAGAAT CAAGCCGGGCGT GGT
TGAGTTCCCAGATAGCCTGGTATATAGGGTAAGT TTCAGGCTAGCCT GTGCTGTAAAGCTAGAGACCCTATTTTAAAAAAAGAATCAA- - - - - - - - - - - -

GGCGCACGCCTTTAATCCCAGCACT TGGGAGGCAGAGACAGGECGGAT TTCT GAGT TCGAGGCCAGCCTGGT CTACAAAGAGAGT TCCGGGACAGCCAAGA

CTATACAGAGAAACCCT GTCTCGAAAAACCAAAAAAAAAAAAAAAAAAAA. - - - AAAGAAT CAAAACT AATCAACTAATGAAAGAT CAAAAAAGGCT GGG
---------------------------------------------------------------- AACTAATCAACTAATGAAAGAT CAAAAAAGGCT GGG

AGTATGGGTCATGGT CACAGGCTCAATGGTGT TCGT TTCCT TCCCGGCAT TCAAACAAACAACAAAGAAAACCTTTCTTCTGTGCATCTTCAATGCTGAC
AGTATGGGTCATGGT CACAGGCTCAATGGTGT TCGT TTCCT TCCCGGCAT TCAAACAAACAACAAAGAAAACCTTTCTTCTGTGCATCTTCAATGCTGAC

CCTGGT CTAGGATGCAGATAT TCCT CACAGGCCAGAGCCACCTCCTCACTGGCATATGITCTT
CCTGGTCTAGGATGCAGATAT TCCTCACAGGCCAGAGCCACCTCCTCACTGGCATATGTTCTT

Pppiri4d
chr2:118,921,131-118,922,245

........................................... TCTGTGGACGATGCCCTCCTTCTCTTCTCAGAAGCCCAGTGGACCTTCTTGTCTGGG
------------------------------------------- TCTGTGGACGATGCCCTCCTTCTCTTCTCAGAAGCCCAGTGGACCTTCTTGICTGGG

TTGICTGI GCCAGGGCT GGGAGAT GTACAGGAAGCAGGGECT TGAAGACAGCAT GGAGAGAT CAGACT GT GCAAGGT GCTGGGAGAAACT GCCAGT CTAGG
TTGTCTGI GCCAGGGCT GGGAGAT GT ACAGGAAGCAGGGCT TGAAGACAGCAT GGAGAGAT CGGACT GT GCAAGGT GCT GGGAGAAACT GCCAGT CTAGG

CAAGAGAAT AGAGGGAAAT GAGGGGACAGAGAAT GGAGGGAGAGGCCCACAAGGAAGAAAGGAGGT GGGAAGAGGGCCAAGGCT CT TGEGAGGEECAGEG
CAAGAGAAT AGAGGGAAAT GAGGGGACCGAGAAT GGAGGGAGAGGCCCACAAGGAAGAAAGGAGGT GGGAAGAGGGECCAAGGECT CT TGEGCGEGEECAGEG

GTCAAAGATCAATAGGT CTCTAGT TAGT GCCGGGAAT GAACT TCCTAGCCT CTCTCTGCCAGCCAGT GGCATTCAGAGCCATATCCCAGCCTCCATTCTG
GTCAAAGATCAATAGGT CTCTAGT TAGT GCCGGGAAT GAACT TCCTAGCCT CTCTCT GCCAGCCAGT GGCAT TCAGAGCCGTATCCCAGCCTCCATTCTG

CAGCTGCTGGAGCCCACAGT AACAT AAACCT CAAACAAGCAAAT GT CAAGAGGCTAGCAAGCCT TGAGAAGAGGAAGAAGGAGCCT TTGAGT GCTGAAGG
CAGCTGCTGGAGCCCACGGT AACAT AAACCT CACACAAGCAAAT GTCAAGAGGCTAGCAAGCCT TGAGAAGAGGAAGAAGGAGCCT TTGAGT GCTGAAGG

GTGTGGGGECTCCCACCTGT CTTCCGGGATAGCT CTAGACAT ACGGT GACT AGGCTCAAT CAACT GAAGT CCCTCAGCAT CCAATCTTCTAGGAACTAGAT
GTGT'GGGGECTCCCACCTGT T TTCCAGGATAGCT CTAGACATACGGT GACTAGGCTCAAT CAACT GAAGT CCCTCAGCATCCGATCTTCTAGGAACTAGAT

AGTCTATTGCAGGCCTGAGCAGCTGTGGTCGGATAATTCTGGT TCCTGCAGGEGGT AGGAT TCCT CCT CAAGGT GAGGAGCCACCGAGGGCAATCTCAGCC
AGTCTATTGCAGGCCT GAGCAGCTGT GGT CGGATAATTCCGGT TCCT GCGGT GGTAGGAT TCCTCCT CACAGT GAGGAGCCACCGAGGGCAATCTCAGCC

AGTGGATAGAGT TCACAGATGGCTACTTCTGTCCTGTGTCTGGGTGTGTCTGGATATTGGCT TTGCTGCTGT GATTGT TAAAGGCAGAT TTATGCAGCCT
AGTGGATAGAGT TCATAGATGGCTACTTCTGTCCTGTGTCTGGGT GTGTCTGGATATTGGCT TTGCTGCTGT GAT TGT TAAAGGCAGAT TTATGCAGCCT

GGCCTACAAGACCTGT TGTCATTCT TAGAAGCCAAGT TTATGGT CATGT GACCCTCCCCTGATTCAGCTTCTTCCTGATAAAAGACACCTTCAGACCTGA
GGCCTACAAGACCTGT TGTCATTCT TAGAAGCCAAGT TTATGGT CATGT GACCCTCCCCTGATTCAGCTTCTTCCTGATAAAAGACACCTTCAGACCTGA

CTTCACATAGGAATCCTGGACT GGTAAACAAGCTTGCCATTTAAAAGTACTTTCATTATTCAGTCCTTTATAAGAAAAAATTTAAATAACT TAATGT GGT
CTTCACATAGGAATCCTGGACT GGTAAACAAGCTTGCCATTTAAAAGTACTTTCATTATTCAGTCCTTTATAAGAAAAAATTTAAATAACT TAATGT GGT

TCATTTTGTCTTGITTTTCGT TTTAATGAACAGCT CAGAAAAACAGATAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA
TCATTTTGTCTTGITTTTCGT TTTAATGAACAGCT CAGAAAAAAAGATAGAA- GAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAG

AGAAAGGAAGGAAGG:- - AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAG
AGAGAGAGAGAGAGGCGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAG
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Rabé6b

chr9:102,967,555-102,969,590

.................................. TATCGT GGGGECTGI TGGATGAAGAGACACAGAAACT TCCTGTACTATTTTTTGAAACCTCTATGT
.................................. TATCGT GGGCECTGI TGGATGAAGAGACACAGAAACT TCCTGTACTATTTTTTGAAACCTCTATGT

AGTCTAAAACTATTTCAGGCTTTAAAAACT GGACACATTTTTACTGAAAAT GGT TTCAAAAT TGGGGECAGACGAT GGAAT GCTAAGCAGACACGGGAACC
AGTCTAAAACTAT TTCAGGCTTTAAAAACT GGACACATTTTTACTGAAAATGGT TTCAAAAT TGGGGECAGACGAT GGAAT GCTAAGCAGACACGGGAACC

AAAGGCTCTGCTCTATGCAT CAACAGGAAT CT TGGGAGT ACAGCGAGAAGGGAAGAGCAAGT CAGAAGACAGGGT TTGAAATATGAATTCAAAAGACTCA
AAAGGCTCTGCTCTATGCAT CAACAGGAAT CT TGGGAGT ACAGCGAGAAGGGAAGAGCAAGT CAGAAGACAGGGT TTGAAATAT GAATTCAAAAGACTCA

AGAGAAATGAAAGT GT TGAGAGT TTGGGT TTTCTGCCT TGGGGAAGGAGGAAAAGGEGEGAGGGEGATAAAAGAAGAAT TAGAAGACAGGT GTGTGT TCACT
AGAGAAATGAAAGT GT TGAGAGT TTGGGT TTTCTGCCT TGGGGAAGGAGGAAAAGGEGEGAGGGEGATAAAAGAAGAAT TAGAAGACAGGT GTGTGT TCACT

GCGATATGATGT CTTTCCATGT TCCTCATCCAGAGAACACACT CAT CAGGAAGGGCAGAAAGAT GCCAT GCAGAAGAAACT CTTTCTAGTGAGACTACCA
GCGATATGATGT CTTTCCATGT TCCTCATCCAGAGAACACACT CAT CAGGAAGGGCAGAAAGAT GCCAT GCAGAAGAAACT CTTTCTAGT GAGACTACCA

AAAAGAGGCTTATAGTGGCTCTTTTTATCTATCACATGGGAAATGCCT GATAT CCCAGGACAGAAT AAAGAT GATCCCT TCCCCTAAGAGACAAAGGAAT
AAAAGAGGCTTATAGT GGCTCTTTTTATCTATCACATGGGAAAT GCCTGATAT CCCAGGACAGAAT AAAGAT GATCCCT TCCCCT AAGAGACAAAGGAAT

GGCAAGGGT AAGGGAGAGACT TGGAAGAGAGCAGAAGCAT TCTAAGGT TAGGATTCACATACAGCAT GAAGACCATGCTGT GTAGCTCTGCCCAGACTGC
GGCAAGGGT AAGGGAGAGACT TGGAAGAGAGCAGAAGCAT TCTAAGGT TAGGATTCACATACAGCATGAAGACCATGCTGTGTAGCTCTGCCCAGACTGC

AGGAGCCAACCCAGCCGACT GAACCAGTACAGATGAGGAAAT GCTGGGT GGAAGGT GT GACACCCCCCAACCCCCT GAAT GCCTTGACCT CCACAGGCAG
AGGAGCCAACCCAGCCGACT GAACCAGTACAGAT GAGGAAAT GCTGGGT GGAAGGT GT GACACCCCCCAACCCCCT GAAT GCCTTGACCT CCACAGGCAG

GGAGGGGT GTGECTTAGGAGTAGT TCTTTCACT GCTGGAGT GTCCAACT TCTAGCTACGGAGACACAACATTGCAATCTACAAACT TCACAATGTAAAAC
GGAGGGGT GTGECTTAGGAGTAGT TCTTTCACTGCTGGAGT GTCCAACT TCTAGCTACGGAGACACAACATTGCAATCTACAAACT TCACAATGTAAAAC

CAGGCAATGGGAT CAACAACAATAAACAAAAACT TGCCCCAAAAAAT GTAGAAACCCATCCAGTATCTCATAATGT TCTACATAAGATTACAATATTGTG
CAGGCAATGGGATCAACAACAAT AAACAAAAACT TGCCCCAAAAAAT GTAGAAACCCAT CCAGTATCTCATAATGT TCTACATAAGATTACAATATTGT G

TTGTGCTGAATTCAAAGCTATCCTGCAAGGCATAT GGCCT GT GGACAGT GGGT CGGACACACCT GCCAAAACT TTCCTCAGCCCAT GCTGGATCCCGAGA
TTGTGCTGAATTCAAAGCT AT CCTGCAAGGCATAT GGCCTGT GGACAGT GGGT CGGACACACCT GCCAAAACT TTCCTCAGCCCAT GCTGGATCCCGAGA

CAGCAACACACT CGGEGCAAAAGT AGGGT GGAGT CTGAGT TATCT TAGT CTGGT GCCCAAT CTGGCATGCT TATAT GCTCAGAGGGATGACCTCCGACTC
CAGCAACACACT CGGEGCAAAAGT AGGGT GGAGT CTGAGT TATCT TAGT CTGGT GCCCAAT CTGGCATGCT TATAT GCTCAGAGGGATGACCTCCGACTC

CAGGGACTTCAAACCGAAGAAGACCACAAGAATAGAACAGT TACTCTGATTTGAGAGTAGT TTTAGAGGT TAATTCGAGCAT TCAGCAACTGI TTCCTAA
CAGGGACTTCAAACCGAAGAAGACCACAAGAATAGAACAGT TACTCTGATTTGAGAGTAGT TTTAGAGGT TAATTCGAGCAT TCAGCAACTGT TTCCTAA

ACTCTAGGT GAAGT GGAACCT CAGCTGCTTCCATGGAGT TTCCTGT GAGGGCT CAATGT GCGGT GGGAGACT CTAGT GGGTACAT TCGGGGTAAATTCAT
ACTCTAGGT GAAGT GGAACCT CAGCT GCTTCCAT GGAGT TTCCTGT GAGGGCT CAAT GT GCGGT GGGAGACT CTAGT GGGTACAT TCGGGGTAAATTCAT

AAGTGT CCCCTGGGAAAT CCGTAGGCACGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATTTCACTCCTGGCTTGCTTTGTGTAACATACACTACACA
AAGTGTCCC- TGGGAAATCCGTAAGCACGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATTTCACTCCTGGCTTGCTTTGT GTAACATACACTACACA

TTCCAAACAGT CCCAAACAAACAT TCCCT GAAT GGCCAGAGAAGGT CAAGACCAGCAAGT GGCTGGAGAGGAAGAGGGGAGGEGEGECT TTGTAAAGCCTCAA
TTCCAAACAGT CCCAAACAAACAT TCCCT GAAT GGCCAGAGAAGGT CAAGACCAGCAAGT GGCTGGAGAGGAAGAGGGGAGGEGEECTTTGTAAAGCCTCAA

TTAACCCGATGCCTTAGAGT GTACTGCT TGGGGACTGCGT TTAACCT TAGT CTGGCGTCTACTCCTTGCTCTCACGCTACTGTGTGTGCCCTGCAAACT T
TTAACCCGATGCCTTAGAGT GTACTGCT TGGGGACTGCGT TTAACCTTAGT CTGGCGT CTACTCCTTGCTCTCACGCTACTGT GTGTGCCCTGCAAACT T

AGAGGTCGCTCTCTTATACTCTTGTAGCT CATTACCCGAATAAACCT AACT AGCAGGGCGCAGGAGT GT GGT TGGGCT GACGGT CTCAGGATCAAAAGAG
AGAGGTCGCTCTCTTATACTCTTGTAGCT CATTACCCGAATAAACCT AACT AGCAGGGCGCAGGAGT GT GGT TGGGCTGACGGT CTCAGGATCAAAAGAG

GCAGGGCATTGTCTTTGGGT TAGTGGAGCTGT CTTCTACCAGGCAGGT TAGGT TTCAAACCCTAGTAGGCATATCCTGT AAGGGTGTCTTCTCTCTCACT
GCAGGGCATTGTCTTTGGGT TAGTGGAGCTGT CTTCTACCAGGCAGGT TAGGT TTCAAACCCTAGTAGGCATATCCTGTAAGGGTGTCTTCTCTCTCACT

GGCCAGCTCCTCT GGGGACAACCACAGAT CCCCT CCGCAT GAAGAGT CTGAGCCTAGCTAGAT AGGAGGT AAGCT AGAGGCCAGCAGGGGECCACCGAGGA
GGCCAGCTCCTCT GGGGACAACCACAGAT CCCCT CCGCAT GAAGAGT CTGAGCCTAGCTAGAT AGGAGGT AAGCT AGAGGCCAGCAGGGGECCACCGAGGA

GCCATACCCCAGGT CTGAGCCAGGT ATCCGCACAT CTTCCTACT CACCACCACACCACACACTGACCCTT
GCCATACCCCAGGT CTGAGCCAGGT ATCCGCACAT CTTCCTACT CACCACCACACCACACACTGACCCTT
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Sic13a3
chr2:165,163,937-165,164,881

------------------- TAGAA- - - CGACATAGACTGATTCCTTTAT- TTCACCGTGAGCCTATGATGCGI TATCATATTCCCTCTTTCTGGGTAGGG
------------------- TAGCA- - - CGACATAGACTGATTCCTTTATCTTCACCGT GAGCCTATGATGCGT TATCATATTCCCTCTTTCTGGGTAGGG

GGTACGCAAACCAAAGT TCAGAGAGGT TAAGT GACT GGCGACAGGT CACACAGT TGT TCT TCGGAAAGACT GT GAAGGGCTATATACCCCAGTAGCACCA
GGTAAGCAAACCAAAGT TCAGAGAGGT TAAGT GACT GGCGACAGGT CACACAGT TGT TCT TCGGAAAGACT GT GAAGGGCTATATACCCCAGTAGCACCA

AGCAAGCCGT CAGAGCT CAAACT TTAGAAGAGT GGGAGGACCGAGAGAGGCAGACCAGGGAGAGGECAAGGAAGGGAGAAGGEEGAGCGEGT GCTCCTAGGG
AGCAAGCCGT CAGAGCT CAAACT TTAGAAGAGT GGGAGGACCGAGAGAGGCAGACCAGGEGAGAGGECAAGGAAGGGAGAAGGEGEGAGCGGEGT GCTCCTAGGA

GT AGGCAGGCT CAAGGCGGGAGGGT CTCGACCCGEGACCACCGT ACCT TGGGECGGECAGEECGAAGAGAAT GGECAGCAGAGCCAGCGGCACCAGCAGCAG
GT AGGCAGGCT CAAGGCGGGAGGGT CTCGACCCGEGACCACCGT ACCT TGGGCGGCAGGECGAAGAGAAT GGECAGCAGAGCCAGCGGECACCAGCAGCAG

CACCAGGAGGECGCCGCGCGCTCCACACCT TCT TGECCAGCGCCGECCAGCGCCGCCAT COGCGCGAT CGCT GGAGACCAGGECGECCCGACT GCCCCTCAGC
CACCAGGAGGECGCCGCGCGCTCCACACCT T T TGECCAGCGCCGCCAGCGCCGCCAT CCGCGCGAT CGCT GGAGACCAGGECGECCCGACT GCCCCTCAGC

GGCCGCCGGECAGGGACCT AAAGCCCCAAGGGACGGEEGAGGAGCCAT GCGGAACCGCCCCGEECCECECCT CCTTGGT CTGGACAAGGAGCAGGGAAGGEEG
GGCCGCCGGECAGGGACCT AAAGCCCCAAGGGACGEEEAGGAGCCAT GCGGAACCGCCCCGEECCECGCCT CCTTGGT CTGGACAAGGAGCAGGGAAGEEG

CCCCAGAGCACCCCACCCGCCCCCGCGCCCCACT CTGGACT CACGT GGGAAAT GGGGCAAAGCCCAGGT GGGACTAAAGGCCT CAGCACCGT CATCCCAC
CCCCAGAGCACCCCACCCGCCCCCGCGCCCCACT CTGGACT CACGT GGGAAAT GGGGCAAAGCCCAGGT GGGACTAAAGGCCTCAGCACT GTCATCCCAC

TGTCCAACCCT GTAGGGACAGACCAAGCTACT GAGACCT CTAGT GACCGT GGT TGCAGCCTCTTCCAGACT TGGAGGT TGGTGGEGEGEGG- - - - TTTAAGT
TGTCCAACCCT GTAGGGACAGACCACGCTACT GAGACCT CTAGT GACCGT GGT TGCAGCCTCT TCCAGACT TGGAGGT TGGT GGGGEGEEGEEEGT TTAAGT

GAGATAGT GCTTCGT GCAAAGGGECCGEGT CACCTGT GGGTAGGAGCT TTCCCTTCTCAGT GACAGATGCCACAACCTGCTTGATATTGTGTGTGT TGGGA
GAGATAGT GCTTCGT GCAAAGGGCCCGGT CACCT GTGGGTAGGAGCT TTCCCT TCTCAGT GACAGATGCCACAACCT GCTTGATATTGT GTGTGT TGGGA

CAGGCTCTTATTTAGCCCAAGCT GGCCTGCATCTCCCTATGCTGCTGAGGACAACCTTGAACTCCCATCCTCCTGC
CAGGCTCTTATTTAGCCCAAGCTGGCCTGCATCTCCCTATGCTGCTGAGGACAACCT T- AACTCCC- TCCTCCTGC

sfil
chr11:3,092,948-3,093,861

__________________________________________ AAACGCAACGTGAGCTCAGCTCCTTGCTTGGT CACT TGAGCT CAGT GTACCAACGAGC
__________________________________________ AAACGCAACGT GAGCTCAGCTCCTTGCTTGGT CACT TGAGCT CAGT GTACCAACGAGC

CCTACGCCCCGCCACACCCCT GAAT CGAACGT GGATCT GCGCAGACT AGT AAGCGAAGCACGAGCT GGAGAAT CACT CAGCGGAGCT CTCCACCAGGEGEEG
CCTACGCCCCGCCACACCCCT GAAT CGAACGT GGATCT GCGCAGACT AGT AAGCGAAGCACGAGCT GGAGAAT CACT CAGCGGAGCT CTCCACCAGGEEG

AGAAGGAT GCATAGACCCT GCAGAAACAGCGCGAGT GCAGCCGT GACT GCGAGCGACCT TACGCACGCCCT GCTCGCACT TCCACGCAT GGACCAGAGCC
AGAAGGAT GCATAGACCCT GCAGAAACAGCGCGAGT GCAGCCGT GACT GCGAGCGACCT TACGCACGCCCT GCTCGCACT TCCACGCAT GGACCAGAGCC

TTGTGGGTAGGCAGCATCT CCTGCACT TCTACAGAAGAAAGCAGAAGCCCCGACCAAGCCGT TCCAGGACAAAGT TCCTAGGAACGCGCGCT CCGCCAAC
TTGTGGGAAGGCAGCATCT CCTGCACT TCTACAGAAGAAAGCAGAAGCCCCGACCAAGCCGT TCCAGGACAAAGT TCCTAGGAACGCGCGCT CCGCCAAC

TTCAAAACGCAAGGGCGAGCCAGT CAAAAGCT GGAGGCGCTAGGCCGGEGECCT CGTACCT GAGGGAGGT GACT CCTCAGCAGACGCTAGACAGAGGT GGTA
TTCAAAACGCAAGGGCGAGCCAGT CAAAAGCT GGAGGCGCT AGGCCGEGECCT CGTACCT GAGGGAGGT GACT CCTCAGCAGACGCTAGACAGAGGT GGTA

GCAAAGGGCCCCAGCCCAGAGT TTCCGECCCT GCGCCGACGECGECT CCTCCCCCGT CTCCACGECAACGCGACCCGCGCCGGAAGCT GCTCTGT CCAGC
GCAAAGGGCCCCAGCCCAGAGT TTCCGECCCT GCGCCGACGECGECT CCTCCCCCGT CTCCACGGCAACGCGACCCGCGCCGGAAGCTGCTCTGTCCAGC

TTAGITGCGCTCTGI CTTCCAGGAAACAGAGACT TCTCTCTAAGCTCGGCTTCCTACGGT TTTCTTGCCCTGAAGT TTCTGCGCT TCTGAGAAGCGGGTCA
TTAGTGCGCTCTGI CTTCCAGGAAACAGAGACT TCTCTCTAAGCTCGGCTTCCTACGGT TTTCTTGCCCTGAAGT TTCTGCGCT TCTGAGAAGCGGGT CA

CTAGT TACAACT CCTGCAT GGGACCGGT GTGAGACGGAAAAGT GTCTCTTTTCAT TGCGT GGTGGCTCACGT CGGTAAT CTCCGCAT CAAACAGCCGAAT
CTAGT TACAACT CCTGCAT GGGACCGGT GT GAGACGGAAAAGT GTCTCTTTTCAT TGCGT GGTGGCTCACGT CGGTAAT CT CCGCAT CAAACAGCCGAAT

CTTTAAAGAGAACT TTCAGAACAAAGT ATGAAGT TTCATACTAAGAACAGT GAAAACT AGT GGGT GGGT GT CT GAAGACGAAAACCAAGGGGCAGGAGAT
CTTTAAAGAGAACTTTCAGAACAAAGT ATGAAGT TTCATACTAAGAACAGT GAAAACT AGT GGGT GGGT GT CT GAAGACGAAAACCAAGGGGCAGGAGAT

ATGACTCACCAGT TAAATGCACT TTTCATTCATCCAGACTCCCAATACCCACACGG
ATGACTCACCAGT TAAATGCACT TTTCATTCATCCAGACTCCCAATACCCACACGG
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Sfll (pseudogene or duplication)
(location unknown)

------------------------------------------------- CAAATTAACCAT GAAAAAT CTCATCCT TGGGECTGGAGAGATGECTCAGTG
------------------------------------------------- CAAATTAACCAT GAAAAAT CTCATCCT TGGGECTGGAGAGATGECTCAGTG

GTTAAGAGCACTGACTGCTCTTCCAGAGT TCCTGAGT TCAAT TCCCAGCAACCACAT GGT GGCTCACAACCATCTGTAATGGGATCTGATGCCCTCTTCT
GTTAAGAGCACTGACTGCTCTTCCAGAGT TCCTGAGT TCAAT TCCCAGCAACCACAT GGT GGCTCACAACCATCTGTAATGGGATCTGATGCCCTCTTCT

GGT GT GTCTGAAGACAGCGACAGT GTACT CATATACATAAAATAAACAAATTGT TAAAAAAAAAAAAGAAAAGAAAAAT CTCAT CCTTGCAAGCOIRAAGT
GGT GT GTCTGAAGACAGCGACAGT GTACT CATATACATAAAATAAACAAATTGT TAAAAAAAAAAAAGAAAAGAAAAAT CTCAT CCTTGCAAGGCTAAGT

TTTTACTGATATATAATCTGCATTTAAGGCT GGAGATGGT TTAATTGT GCTTTTCCACCACAAAAAGAGCT CTAGGT TCAGT CATCAGCCCTGAATAGAA
TTTTACTGATATATAATCTGCATTTAAGGCT GGAGATGGT TTAATTGT GCTTTTCCACCACAAAAAGAGCT CTAGGT TCAGT CATCAGCCCTGAATAGAA

CGGGGCATGGTGCCACACACCAGT AATCCCAGAGACAGGAGGATCTCTGCAAGCTTTTCTCTTTCTTTAAAATTTATGTATTCTGGAGCT GGAGAGATGG
CGGGGCATGGTGCCACACACCAGT AATCCCAGAGACAGGAGGATCTCTGCAAGCTTTTCTCTTTCTTTAAAATTTATGTATTCT GGAGCT GGAGAGATGG

CTCAACAGT TAAAACCACTGATTGT TCCTTCAGAGATTCTGAGT TCAGT TCCCAGCAACCACAT GGT GGCTCACAACCATCTATAATGGGAT TCAATGCC
CTCAACAGT TAAGACCACTGATTGT TCCTTCAGAGAT TCTGAGT TCAGT TCCCAGCAACCACAT GGEBGGCT CACAACCAT CTATAAGGGGATTCAATGCC

CTCTTCTGGT GT GT CTGGACAGCAACAGCGTACTCACATATATAAAATAAATCI TTTTIIAAAATTTTAAGAATTATGTATTCTGTGTATGTATAGAAGT G
CTCTTCTGGT GT GT CTGGACAGCAACAGCGTACTCACATATATAAAATAAATCT TTTTTAAAATTTTAAAAATTATGTATTCTGTGTATGTATAGAAGT G

CTTTGCCTACATGI GT GTACGAGTACCACATGAGTACATAGT TTCCT TGGAGGT CAAAAGAAGGTATCAGATTCCATGGAATTGGT GATATGAGCTTGAT
CTTTGCCTACATGI GT GTACGAGTACCACATGAGTACATAGT TTCCT TGGAGGT CAAAAGAAGGTATCAGATTCCATGGAATTGGT GATATGAGCT TGAT

TTTTTTAATTCATTTTGGCCATATGI TTAGAAGCCTTTATACTCTTGTCAAAGT TTTCAAGACTCATCCCATATGGAGT CCTGACCTACAGTI TTGAAAAG
TTTTTTAATTCATTTTGGCCATATGI TTAGAAGCCTTTATACTCTTGTCAAAGT TTTCAAGACTCATCCCATATGGAGT CCTGACCTACAGI TTGAAAAG

CTGAGAT CAGGGCT GGAGAAATACCCCAGCAGT TAACAACAGTACATGATAT TCTAGCAGAGAAAT GAAGT TTGGT TCCTACCACCCACAACCTGTAGT T
CTGAGATCAGGGCT GGAGAAATACCCCAGCAGT TAACAACAGT ACATGATAT TCTAGCAGAGAAATGAAGT TTGGT TCCTACCACCCACAACCTGTAGT T

TCCAACCTCCTTTAACTACAGT TCCAAGGAAT CCAATAAGAGAT CGATICCAACACT CGT GGCT CCAAGAGAGCCT GTACAAAT GCACAT GTACCCCCACA
TCCAACCTCCTTTAACTACAGT TCCAAGGAAT CCAATAAGAGAT CGAT CCAACACT CGT GGCT CCAAGAGAGCCT GTACAAAT GCACAT GTACCCCCACA

AACACATAACTAAAAACAATAAAAGT AAAT CTGT GT TGGGGEEEGAGAGGGEGECT GAAGT GATGGECTCAGCTGT - - = = = = = mmmmmm e e e e e e e o
AACACATAACTAAAAACAATAAAAGT AAAT CTGT GT TGGGGECEGAGAGGGEGECT GAAGT GATGGCTCAGCTGT - - = = = = = mmmmmm e e e e e e o

—————————— TGAGGACGAATCAGAT TCAGCTGACCGCT TTTCCAAAGT ACCCAGAT TAAGT TCCCATAACCCAGGGGT GGCTCACAATCACCT GGAACT
—————————— TGAGGACGAATCAGAT TCAGCTGACCGCT TTTCCAAAGT ACCCAGAT TAAGT TCCCATAACCCAGGGGT GGCTCACAATCACCT GGAACT

CCAGT TCTGAGGT TCCAATGCCCTCGT CTGACCTCTCCAT TTGGGCT TCT GAGGGCAACAGGCAAGCAAAAGGT ACCCAGACAT CCATGCACGCAAAACA
CCAGT TCTGAGGT TCCAATGCCCTCGT CTGACCT CTCCAT TTGGGCT TCT GAGGGCAACAGGECAAGCAAAAGGT ACCCAGACAT CCATGCACGCAAAACA

GCCACACACATAAATCTTTTTTTTTA- AATGTTTTTAAATAATCATGAATTGGAGGT TAGCCTGGATTCTGAGGCCAGT GTGAGCTAGCTTGTGIT TATAG
GCCACACACATAAATCTTTTTTTTTA- AATGTTTTTAAATAATCATGAATTGGAGGT TAGCCTGGATTCTGAGGCCAGT GTGAGCTAGCTTGTGT TATAG

AGACGCCAGAAAT GGAGCCCAAAGCCT TCAGGACACCAGACAAT CAGT CTACCTATGAGCT GGCAT TTCAGGT GTGT TGT GAGCCACCAGT GGTGGACGC
AGACGCCAGAAAT GGAGCCCAAAGCCT TCAGGACACCAGACAAT CAGT CTACCTATGAGCT GGCAT TTCAGGT GTGT TGT GAGCCACCAGT GGTGGACGC

TGGGAGT CCAACT GGTATTGT CTCAAAAAGGAGT AAGGGT TTCTTAAGCGCT GAGCCATCTCTCTGGCTCCTTTAATAAATCATCTTTCTTTTTAAAAAT
TGGGAGT CCAACT GGTATTGT CTCAAAAAGGAGT AAGGGT TTCTTAAGCGCT GAGCCATCTCTCTGGCTCCTTTAATAAATCATCTTTCTTTTTAAAAAT

ATTTAATATTAAATTTTAAACCATGATAACTTCAAATTACT TGATAAT TACCAGGCAAT CTAAAGCECAGGGACTACAAT TAAGACAGCATTTACAGCAC
ATTTAATATTAAATTTTAAACCATGATAACTTCAAATTACT TGATAAT TACCAGGCAAT CTAAAGCCCAGGGACTACAAT TAAGACAGCATTTACAGCAC

GGGTTGCACACGT TTTTCIGAAGCACT TTTCATGAACGACCCACT CTAAGAACAGGCACCTCAGCTGGTGCTTATTGTCATTTTCCAGGCTGATGCTCAA
GGGTTGCACACGT TTTTCTGAAGCACT TTTCATGAACGACCCACT CTAAGAACAGGCACCTCAGCTGGTGCTTATTGTCATTTTCCAGGCTGATGCTCAA

GACCATCAGCTAACAGG- TGGCAAAGGT GCCACT CTCATTCAAACCT CGATACACCT TCAGGAACT ACACCAGEAGAGGT TCCATGGTACAAACGCAACG
GACCAT CAGCTAACAGGCT GGCAAAGGT GCCACT CTCATTCAAACCT CGATACACCT TCAGGAACT ACACCAGGAGAGGT TCCATGGT ACAAACGCAACG

TGAGCTCAG: - - - == === mmmmmmmmme e TGTACCAACGAGCCCT ACGCCCAGCCACACCCCT GAAT CGAACGT GGATCT GCGCAGACTAGTAA
TGAGCTCAG: - - - == === mmmmmmm e me e TGTACCAACGAGCCCT ACGCCCAGCCACACCCCT GAAT CGAACGT GGATCTGCGCAGACTAGTAA

GCGAAGCACGAGCT GGAGAAT CACT CAGCGGAGCT CT CCACCAGGGGGAGAAGGAT GCAT AGACCCT GCAGAAACAGCGCGAGT GCAGCCGT GACTGCGA
GCGAAGCACGAGCT GGAGAAT CACT CAGCGGAGCT CTCCACCAGGGGGAGAAGGAT GCAT AGACCCT GCAGAAACAGCGCGAGT GCAGCCGT GACTGCGA

GCGACCT TACGCACGCCCT GCTCGCACT TCCACGCAT GGACCAGAGCCT TGT GGGTAGGCAGCAT CTCCTGCACT TCTACAGAAGAAAGCGGAAGCCCCG
GCGACCT TACGCACGCCCT GCTCGCACT TCCACGCAT GGACCAGAGCCT TGT GGGTAGGCAGCAT CTCCTGCACT TCTACAGAAGAAAGCGGAAGCCCCG

ACCAAGCCGT TCCAGGACAAAGT TCCTAGGAACGCGAGCT CCGCCAACT TCAAAACACAAGGGCGAGCCAGT CAAAAGCT GGAGGCGCTAGGCCGGEECCT
ACCAAGCCGT TCCAGGACAAAGT TCCTAGGAACGCGAGCT CCGCCAACT TCAAAACACAAGGGCGAGCCAGT CAAAAGCT GGAGGCGCTAGGCCGGEECCT

CGTACCT GAGGGAGGT GACT CCT CAGCAGACGCTAGACAGAGGT GGTAGCAAAGGGCCCCAGCCCAGAGT TTCCGGECCCT GCGCCGACGECGECTCCTCC
CGTACCT GAGGGAGGT GACT CCT CAGCAGACGCTAGACAGAGGT GGTAGCAAAGGGCCCCAGCCCAGAGT TTCCGGECCCT GCGCCGACGGECGGECTCCTCC

CCCGT CT CCACGGCAACGCHECCCGCGCCGEGAAGCTGCTCTGTCITGCTTAGT GCGCT CTGTCT TCCAGGAAACCGAGACT TCTCTCTAAGCTCGCGCTTC
CCCGT CT CCACGGCAACGCGECCCGCGCCGEGAAGCTGCTCTGTCT TGCTTAGT GCGCT CTGT CTTCCAGGAAACCGAGACT TCTCTCTAAGCTCGGCTTC

CTACAGTTTTCTTGCCCTGAAGT TTCTGCGCT TCTGAGAAGCGGGT CACTAGT TACAACT CCT GCATGGGACCGGT GTGAGACGGAAAAGT GTCTCTTTT
CTACAGTTTTCTTGCCCTGAAGT TTCTGCGCT TCTGAGAAGCGGGT CACTAGT TACAACT CCT GCAT GGGACCGGT GTGAGACGGAAAAGT GTCTCTTTT

CATTGCGT GGT GGCTCACGT CGGT AATCTCCGCATCAAACAGCCGAATCTTTAAAGAGAACT TTCAGAACAGAGTATGAAGT TTCAAACTAAGAACAGT G
CATTGCGT GGT GGCTCACGT CGGTAATCTCCGCATCAAACAGCCGAATCTTTAAAGAGAACT TTCAGAACAGAGTATGAAGT TTCAAACTAAGAACAGT G

AAAACTAGT GGGT GGGT GT CT GAAGACGAAAACCAAGGGGCAGGAGATATGACT CACCAGT TAAATGCACT TTTCATTCATCCAGACTCCCAATACCCAC
AAAACTAGT GGGT GGGT GT CTGAAGACGAAAACCAAGGGGCAGGAGATATGACT CACCAGT TAAATGCACT TTTCATTCATCCAGACT CCCAATACCCAC
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ACGGTGCCTCTTAAAACAGI T GT GACT CCCAAGT CGCGCT CCCGT TTGACCTATATGCAAGCAAAACATTCATACTCAAAATTTTTAAAAAGATTAAACC
ACGGTGCGCTCTTAAAACAGI TGT GACT CCCAAGT CGCGCT CCCGT TTGACCTATATGCAAGCAAAACATTCATACTCAAAATTTTTAAAAAGATTAAACC

CAAGAAATATGGGT TTTGCCCTTTTACAAATGGTAATTTTGTAATCCAAAGATTTA
CAAGAAATATGGGT TTTGCCCTTTTACAAATGGTAATTTTGTAATCCAAAGATTTA

Sic27a6
chr18:58,681,397-58,682,391

...................................... TTAGGCGGGGT TTTCAGAGGCAGCAAGAGGT GCTAAAGACATTCCCAGCT TGAAGCCCAGGG
...................................... TTAGGCGGGGT TTTCAGAGGCAGCAAGAGGT GCTAAAGACATTCCCAGCT TGAAGCCCAGGG

AGCTGCAAGGAGCCTGT TGGACAGCCGT GGAGGGT GGGT GCACT GAGCTGT GT TGGGCT CAT TTCCAGCGCT GT GAGT GT TGT GAGTACAATAGCCCCCC
AGCTGCAAGGAGCCTGT TGGACAGCCGT GGAGGGT GGGTGCACT GIGCTGT GT TGGGCTCATTTCCAGCGCT GT GAGT GT TGT GAGTACAATAGCT CCCC

CCCCCCCTCTTTTTTTAATCTAAGAAGACT CAGGGCTCTGCTCCACAACTGTCTAGCCCAAT GCCCCAGGGCGTATCACCAGCGI TCTGTAGCTTTCTGG
CCCCCCCTCTTTTTTTAATCTAAGAAGACT CAGGGCTCTGCTCCACAACTGTCTAGCCCAAT GCCCCAGGGCT TATCACCAGCATTCTGAAGCTTTCTGG

GCGAAAACCTTTGATTTCTTTCATGGGATATACAAAGACAT CTTGAGCCAGAACT ACAGGT GCCAGCCTCTGAGCT TTCAGGACAGGAGT CTCCAGGGCA
GCGAAAACCTTTGATTTCT TTCATGGGATATACAAAGACAT CTTGAGCCAGAACTACAGGT GCCAGCCT CTGAGCT TTCAGGACAGGAGT CTCCGGGGCA

AAAAGAGGT GAAACT CT TGGAAAAGAAAGAGACACT GCTAGGACCCAT CGGGT CT GCT GGAGGT CTGEGECACCCAT GCTCCTGT CATGGCTCACAGGATT
AAAAGAGGT GAAACT CT TGGAAAAGAAAGAGACACT GCTAGGACCCAT CGGGT CT GCT GGAGGT CTGGGCACCCATGCTCCTGT CATGGCTCACAGGATT

GGGGEECTGGACTGCTCTCCCTGCAT TTCCTGCAGAAACT TCTGT TCCCGTATTTCTGGGATGAT TTCTGGTACT TGCTGAAGGT GGTGCGCTACGGAATT
TGGGGCTGGACTGCTCTCCCTGCATTTCCTGCAGAAACT TCTGT TCCCGTATTTCTGGGATGAT TTCTGGTACT TGCTGAAGGT GGTGCGCTACGGAATT

CAGATGGAGATGTACAAACT GAGGGGGGAGCT GGT CACGGT GCTGGATAAGT TCCT GAGCCACACCAGGAAGCAACCACGGAAAGCCTTCATCATTTATG
CAGATGGAGATGTACAAACT GAGGGGEGGAGCT GGT CACGGT GCTGGATAAGT TCCT GAGCCACGCCAGGAAGCAACCACGGAAAGCCTTCATCATTTATG

AGGGGGACGT CTACACCTACGAGGACGT GGACAAGAGGAGT AACAGAAT AGCCCACGCT CTCCT GAACCACT CCT CGCT GAAAAGGGGEGACGT TGTGEC
AGGGGGACGT CTACACCTACGAGGACGT GGACAAGAGGAGT AACAGAAT AGCCCACGCT CTCCTGAACCACT CCT CGCT GAAAAGGGGEGGACGT TGTGGC

TTTGI TGATGAGCAACGAGCCCGACTTCGT TCATGT GTGGT TTGGCCTGGECTAAACT GGGCT GCGT GGT GGCCT TCCTCAACT CCAACCT TCGCTTCGAT
TTTGI TGATGAGCAACGAGCCCGACTTCGT TCATGT GTGGT TTGGCCTGGECTAAACT GGGCTGCGT GGTGGCCTTCCTCAACT CCAACCT TCGCTTCGAT

TCCCTCCTACACT GCATCAACACCT GT GAACCCACT GCCGT GGT GGT GGGCGGAGGTAGAGTATGGACT GTGGT CTGCTGT GCCCAAAGCAAACCAACCT
TCCCTCCTACACT GCATCAACACCT GT GAACCCACT GCCGT GGT GGT GGGCGGAGGTAGAGTATGGACT GTGGT CTGCTAT GCCCAAAGCAAACCAACCT

ATTTCCTGCCCTCCCCTTTCTATCCATACTTCC
ATTTCCTGCCCTCCCCTTTCTATCCATACTTCC

Slc27a6
chr18:58,685,847-58,687,080

_____________________________________ CTTCAGTA- GGTTGCATAACCAGG- ATCAAAATCTCGACTTCTGATGTGAGGTCTTGATTTGA
_____________________________________ CTTCAGTAAGGT TGCATAACCAGGGATCAAAATCTCGACTTCTGATGTGAGGTCTTGATTTGA

TCACAATCCAGCTAT GTGGGGACCGT CAGT TACAT TGCACACAGT TATAAAAAAGT ATATATGT TCAGGCTCTATGAAAACACTACAAAATGGCAACATC
TCACAATCCAGCTAT GT GGGGACCGT CAGT TACAT TGCACACAGT TATAAAAAAGT ATATATGT TCAGGCT CTATGAAAACACTACAAAAT GGCAACATC

AAGATACCAGGCTTTTAATACACACTAATTAGAAAAAT GTGTACGATAT TATTCT TCCAACAGAGCT GAAGACT CAAATATACT TGCAAAGGGGTCTCCT
AAGATACCAGGCT TTTAATACACACTAATTAGAAAAAT GTGTACGATAT TATTCT TCCAACAGAGCT GAAGACT CAAATATACT TGCAAAGGGGTCTCCT

AGCTATGCTCTGGT CTCGGGGT CTGGGT CAGGT TAGTGT TCTCTGCTAAT CAAAGAAT GGAAAT GAAAAGACAGGAAAAAT CT CAGGCAGGACAAGT GAC
AGCTATGCTCTGGT CTCGGGGT CTGGGT CAGGT TAGTGT TCTCTGCTAATCAAAGAAT GGAAAT GAAAAGACAGGAAAAAT CTCAGGCAGGACAAGTGAC

GACAGCCTGAAGATTCT CATTGAGGCT GACAGAAACT GCTGT TTAAAAAAAAAAAAAAAAAAAAAAAACT TTATCAGGGAAGAGGAAATGCTACT CATAA
GACAGCCTGAAGATTCT CATTGAGGCT GACAGAAACT GCTGT TTAAAAAAAAAAAAAAAAAAAA- - - - CTTTATCAGGGAAGAGGAAATGCTACTCATAA

TAAGATAAGAAATGT TGT GGGT CTACCAGGT GTCCACGGT TCCCTTGCTACACAT TGCGCGTGCGCGT TGT TTGCTTTCTCGATACT CTGCCGCTTAAAT
TAAGATA- - - - - TGITGTGGGTCTACCAGGT GTCCACGGT TCCCT TGCTACACATTGCGCGTGCGCGT TGI TTGCTTTCTCGATACT CTGCCGCT TAAAT

CTCTACAAACAGATGACTTTACAATTCTCCCGT TGCCCGT CTCCCCGTCTCCCCTACTTTAAATGTGACAGCACTTAGTGTGTGAGT TTATTTTAAAAGA
CTCTACAAACAGATGACTTTACAATTCTCCCGT TGCCCGT CTCCCCGTCTCCCCTACTTTAAATGTGACAGCACTTAGTGTGTGAGT TTATTTTAAAAGA

CTTGAGATTTCTCTTCATGAGAAGT CATGACT TCCGT TCACAGT TAAGGAGCTAATGGT TACTGCCCTGCCCTGT TTTTATAAGCAGT TGCCCTCAGGCT
CTTGAGATTTCTCTTCATGAGAAGT CATGACT TCCGT TCACAGT TAAGGAGCTAATGGT TACTGCCCTGCCCTGT TTTTATAAGCAGT TGCCCTCAGGCT

GTGCAGAGGAAAT GT TCAGGT TAACAACT GATCTGT TGTAACCCTGCAAT TACCCT TTAGCCATAAAGGT AAT TAT TAAAAT CAACAGGAAGAGAGGGAA
GTGCAGAGGAAAT GT TCAGGT TAACAAT TGATCTGT TGTAACCCT GCAAT TACCCT TTAGCCATAAAGGT AAT TAT TAAAAT CAACAGGAAGAGAGGGAA

CGAGCCCCTTTGCAGT TCATAGAAAATTATAT GTACAGAGGT ACAGAAAGCT AAGGGACCCTGTGAACT TTAT TACCTACCCT GTGT TCCATGATACCCT
CGAGCCCCTTTGCAGT TCATAGAAAATTATAT GTACAGAGGT ACAGAAAGCT AAGGGACCCTGTGAACT TTAT TATCTACCCT GTGT TCCGT GATACCCT

CTCACAGGACACGAATATTTTTCCAGGACATGGCTATTTTTTTTCTTGTATTTATTAGAATGGCTGT TACCACATTCTTATTTTTTCCCCATCTTGGATT
CTCACAGGACACGAATATTTTTCCAGGACATGGCTATTTTTTTTCTTGTATTTATTAGAATGGCTGT TACCACATTCTTATTTTTTCCCCATCTTGGATT

TAGCAGGGT CGAGAAAGT AACCT TGCTACAAAAGAAAATCATTTTATTAATTTAAATGTATAGT GTAATTTCAAAAGAAGAAAT CTAGACAGAGAAGT GA
TAGCAGGGT CGAGAAAGT AACCT TGCTACAAAAGAAAATCATTTTATTAATTTAAATGTATAGT GTAAT TTCAAAAGAAGAAACCT AGACAGAGAAGTGA

ATGAAACAGCGT GGCTCATACCCATCT CTTCT CAATGGAAAGGGGAAAATGACT TAACACATCCTGTGGAGAC
ATGAAACAGCGT GGCTCATACCCATCT CTTCT CAATGGAAAGGGGAAAATGACT TAACACAT CCTGT GGAGAC
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Spint1
chr2:118,930,972-118,931,837

................................................ CAGAACCAGAGT GT GGAGT GCAGGGAGCAGGACACAT AGGGCCAGT GCGACA
................................................ CAGAACCAGAGT GT GGAGT GCAGGGAGCAGGACACATAGGGCCAGT GCGACA

GACCCTTTCTCTCCAGGCTTCTTCCTACTAGGACCTAT GGTAGACTAAAGGT CTGCTCTTCTAACT GTCCAATAGCGT CCAATAGCTCTCCTTGATCTCT
GACCCTTTCTCTCCAGGCTTCTTCCTACTAGGACCTAT GGTAGACTAAGGGT CTGCTCTTCTAACTGTCCAATAGCGTCCAATAGCTCTCCTTGATCTCT

GGGGAGACCCCAGGT GGGGAT TCTGGAAAGT GGGGGAT GCTGTGAAGT AGGT AT CTCACT TGGT TAGCAT TGGAGCCT GT TCCACAAGAACCT TACAGGA
GGGGAGACCCCAGGT GGGGAT TCTGGAAAAT GGGGGAT GCTGTGAAGT AGGTATCTCACT TGGT TAGCAT TGGAGCCTGT TCCACAAGAACCTTACAGGA

CTCCCTTCCCCGGCCAGAACCT GAGT CTCTGGAT CTGGGECCCCT TAGT CCTAGGGCCAGCCT TCCTCTTTCGGAAACCCCCAGAAATGGTCCATTTGECG
CTCCCTTCCCCGGCCAGAACCT GAGT CTCTGGAT CTGGGCCECT TAGT CCTAGGGCCAGCCT TCCTCTTTCGGAAACCCCCAGAAATGGT CCATTTGECG

TGAGATAGGCTAGAATGGGGAT TTTCCTGGAACAT TTGAGGAGCT GGGTAGGGCT CAGGT GT TGT GT GCACT CCCGGCCATTCTCGGCT GTATCAGGGAT
TGAGATAGGCTAGAATGGGGAT TTTCCTGGAACAT TCGAGGAGCT GGGTAGGGECT CAGGT GT TGT GT GCACT CCCGGCCATTCTCGGCT GTATCAGGGAT

ACTGTAAGGAAGT CCAGAAGCT TCAT GT CGGT GGT CCCCGT GTCAGCCAAGT AGCCTAGAGGGGAT GTGT CAAGAAACCTAAGCTGT TGGTTGATTCCTG
ACTGTAAGGAAGT CCAGAAGCT TCAT GT CGGT GGT CCCCGT GTCAGCCAAGT AGCCTAGAGGGGAT GTGT CAAGAAACCTAAGCTGTTGGT TGATTCCTG

TGITGGATGAACGAAT CCT TCCCAGAAT GGGTGECTTGGGTCCCTTTTCCCAGCT TGT GGT TAGGCCAGGCAAGAAGACT CCAGCCCAGTAACTTGI TCT
TGITGGATGAACGAAT CCT TCCCAGAAT GGGTGECTTGGGTCCCTTTTCCCAGCT TGT GGT TAGGCCAGGCAAGAAGACT CCAGCCCAGTAACTTGI TCT

TTCCCTGIGTCTGT GT CCCCTCACCCT GGCTAGT GGCT TGGGAGGCGGAGT CTGCAGT TCCTCAGATATGT CCTGAGGCCTGGT TTTATTGCCATTCCAG
TTCCCTGIGICTGT GT CCCCT CACCCT GGCTAGT GGCT TGGGAGGCGGAGT CTGCAGT TCCTCAGATATGT CCTGAGGCCTGGT TTTATTGCCATTCCAG

CCCTTTGCTCTCTGAGGGT AGGAAGAAGGGAGT GGTAGGT AAGGGTAGGGCATTTGCCCCTTGGTCTTGEGGECT TGGTGAGAG- - - - CAGATAGCCGGT TG
CCCTTTGCTCTCTGAGGGT AGGAAGAAGGGAGT GGTAGGT TAGGGTAGGGCATTTGCCCCTTGGT CTTGGEGGECT TGGT GAGAGAGAGCAGATAGSG TTG

GGGGTGGGEGECTGCTCCTCAT
GGGGTGEGEGECTGCTCCTCAT

Zfp568

chr7:29,691,813-29,692,926

------------------------------------- GCTATTCTAAGA- CAGAGGTCTTATCTCAGOCT T TAGGGAGCT CGOCCAGGOCTGGTGGTTTT
------------------------------------- GCTATTCTAAGAACGGAGGT CTTATCTCAGOCT T TAGGGAGCT CGOCCAGGOCTGGTGGTTTT

ACTGCAGCTTGAAAGAAAGT AAGGCT TGCGGGCAT GCAGT AAGAT GGGEGECGEGECCGT CCAAT ACCT GGGAT CACT CT GGGCT CGGCACAAAGGAAAGCCC
ACTGCAGCTTGAAAGAAAGT AAGGCT TGCGGGCAT GCAGT AAGAT GGGGGECGGECT GTCCAAT ACCT GGGAT CACT CTGGGCTCGGCACAAAGGAAAGCCC

GGCTCTTTGTGGTTTGTAGTGCATTCTTTGCCTCT TTTGGGTAACT GACCT GGCAAT GGGTAAAACT GGGAGT AGACATAAAAAAATTGTGACCCTCCAG
GGCTCTTTGTGGTTTGTAGTGCATTCTTTGCCTCT TTTGGGTAACT GACCT GGCAAT GGGTAAAACT GGGAGT AGACATAAAAAAATTGT GACCCTCCAG

GTCTTTCTTGGCCAGGCCAGAGAT CATTACCAGCCT TGTCCCCATTATCCATCCTGCGT AGAGAAT GGAGAT TAGGAGAGAACT GGCACCCT GACCAATT
GTCTTTCTTGGCCAGGCCAGAGATCATTACCAGCCT TGTCCCCATTATCCATCCTGCGT AGAGAAT GGAGAT TAGGAGAGAACT GGCACCCT GACCAATT

TGCGAATCTAAACCT CACCT CAGAGAT TGT TCCCAGGAGCAGAGT TCTGAAGT CACAACCACT CGGGT GACAGGAGCCCCATGGT TACATGCAAGATGCC
TGCGAATCTAAACCT CACCT CAGAGAT TGT TCCCAGGAGCAGAGT TCTGAAGT CACAACCACT CGGGT GACAGGAGCCCCATGGT TACATGCAAGATGCC

ACATAGAGGTAGGBCACAGT CTT- - - = - = = = = - = = = = £ = = @ ot o f o o o o f o o e o e o @ o e f e
ACATAGAGGTAGGCACAGTCTTTTTTTTGTTTGTTTGITTGTTTTTTGTTTTTTTTTGI TTGTTTTTGTTTTTTTGAGACAGGGT TTCTCTGTATAGCCC

TGGCTGT CCTGGAACT CACT CTGTAGACCAGGCT GGCCT CGAACT CAGAAAT CCGCCTGCCTCTGCCTCCCGAGT GCTGAGAT TAAAGGCGT GCGCCACC

————————————————————————— ACACTTAAGCCACAACT CCACAACGACCAGACATTTCATGT CCTCATAGAAAAGCTATCAGAATGTATTACAAAC
ACGCCCGGCTGGTAGGECACAGT CTTACACT TAAGCCACAACT CCACAACGACCAGACATTTCATGT CCTCATAGAAAAGCTATCAGAATGTATTACAAAC

AACCACAAAAACTATTCCAGGGCACT GCGT CCGCCCAGT CGCAAGGCT CCT GCCGAGAGGCT GGACAGGECCACTAGCCT TTCTGGGAAATGTAGT CCACA
AACCACAAAAACTATTCCAGGGCACT GCGT CCGCCCAGT CGCAAGGCT CCT GCCGAGAGGCT GGACAGGCCACTAGCCT TTCTGGGAAAT GTAGT CCACA

AAGGGACAGCCACCTAGCGCCCCCAGCGCCTCCTCT GGT TGT TCCGGAAAAGACCGT CCCCGCAGCT GCTCACGT CCAGCGCTGCT TCGCCGECEECGTC
AAGGGACAGCCACCTAGCGCCCCCAGCGCCTCCTCT GGT TGT TCCGGAAAAGACCGT CCCCACAGCT GCTCACGT CCAGCGCTGCT TCGCCGCCGECGTC

ACCGTCTCGCCGCGCTAAT GGECTCAGCCACCT CGECGCCT TCGGCCAT GACT CCTGT CCCTAGCACAGGAAACGCCAGCCGAGCT CTGACCGGAAGT TG
ACCGTCTCGOGGCGCTAAT GGGCT CAGCCACCT CCGCGCCT TCGGECCAT GACT CCTGT CCCTAGT ACAGGAAACGCCAGCGGAGCTCTGACCGGAAGT TG

GGT CGEECCECEEET CCTTCTGEGAGCACCT GTGCT CT GGGACAT AACGEECGCGCGCT GCCGCCCGAGT GGAGGGEGECT GECCGT GCGT GEGCCCGCATGC
GGT CGEECCECEGEGET CCTTCTGEGAGCACCT GTGCTCT GGGACAT AACGGECGCGCGCT GCT GCCCGAGT GGAGGEGECT GGCCGT GCGT GGCCCGCATGC

CGCGTCTCTGAGGT TGCGT CTCGGGAGGT TTTGGCTGGT GGCGCT GCGGGEGACCT CTCCACGGEGAGAGGCACGEGT GGTCCGGT TTGCGCCGGECCGT GGG
CGCGTCTCTGAGGT TGAGT CTCGGGAGGT TTTGGCTGGT GACGCT GCGGEGEGACCT CTCCACGGEGAGAGGECACGGEGT GGT CCGGT TTGCGCCGECCGT GGG

CTTCGGECT GEGECECGEECT CTCCEEEEECTCGGAGTATCCCGGGTCACAGCTTT
CTTCGGGECT GEGECECGEECT CTCCEEEEECTCCGAGTATCCCGG- TCACAGITTT
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chr17:3,352,121-3,353,556

------------------------------------------ TATTGTTCTCAATGTGGGT TCATATGTGTGAATGTATACATGTCAACAAGATATGTCT
------------------------------------------ TATTGTTCTCAATGTGGGT TCATATGTGTGAATGTATACATGTCAACAAGATATGTCT

TAAAAT CCAAATAGGGAATTACAAGT TTATCTAACTATAGTAGAATCTGGT CCTTAATAACTCACCAAT GGCATATTTAGCTCAGT TCACTTTTTAAAAA
TAAAAT CCAAATAGGGAATTACAAGT TTATCTAACTATAGT AGAATCT GGT CCTTAATAACT CACCAATGGCATATTTAGCTCAGT TCACTTTTTAAAAA

ATTATTGGATATGT GCACTTATGCCACAGT GT GTGTATGGT CAGT GACAGATATCGGT GTCAGT TTGTCCTTCTACCT TGCTGAGGTAGGTGCTGGGTAC
GTTATTGGATATGTGCACT TATGCCACAGT GT GT GTATGGT CAGTGACAGATATCGGTGTCAGT TTGTCCTTCTACCT TGCTGAGGTAGGTGCTGGGTAC

TGCAGT CTAGCCAGCT TGAGAGCT TTCCGGAGAT TTCT TCCTGT CTCAAT GTAGAAGT ACCAGGAT TACAGAT GTACCCCACTGTATCTGGCCATTTTAT
TGCAGT CTAGCCAGCT TGAGAGCT TTCCGGAGAT TTCTTCCTGT CTCAAT GTAGAAGT ACCAGGAT TACAGAT GTACCCCACTGTATCTGGCCATTTTAT

GTGGCTTCCAGGGT TCATGATGT TTGTACCAGCAAGAAAGT TAATTCACT GAGCCAT CTGAAGGACT TCTGTCACATTTTAAAAT TAAGAATGT TACCAT
GTGGCTTCCAGGGT TCATGATGT TTGTACCAGCAAGAAAGT TAATTCACT GAGCCAT CTGAAGGACT TCTGT CACATTTTAAAAATAAGAATGT TACCAT

TATAAAGCTCTTGCCACATGT TCAGGAT GGT TCAGGATGGGT TGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATTTATATG
TATAAAGCTCTTGCCACATGT TCAGGATGGT TCAGGATGGGITGAG: - - - - - - - TGTGTGTGTGIGTGTGTGTGTGTGTGTGTGTGTGTGTATTTATATG

TCTGAAAATGTAGGACT TTTGGT CATTCTGT GGAATATAAACACATAAATTTAAGCATGACAACAGAAATGTAATTTGATTCTATTCATCATAAAACAAC
TCTGAAAATGTAAGACTTTTGGT CATTCTGT GGAATATACACACATAAATTTAAGCAT GACAACAGAAATGTAATTTGATTCTATTCATCATAAAACAAC

AACAACAA- - - AAATCTAGTATAGAAATAACCT AGGGGCT GGAGAGAT GGCT CAGAGGT TAAGAGCACT GGCTGCTTCTCCAGAGGT CCTGAGT TCAATT
AACAACAACAAAAATCTAGTATAGAAATAACCT AGGGEGCT GGAGAGAT GGCT CAGAGGT TAAGAGCACT GGCTGCTTCTCCAGAGGT CCTGAGT TCAATT

CCCAGCAACCACAT GGT GGCTCACAACCATCGGTAATGGGATCTGGT TTCTTCTTCTGGTATGCAGGTATACATACAGGCAGAACACT GTATCCATAGTA
CCCAGCAACCACAT GGT GGCTCACAACCATCGGTAATGGGATCTGGT TTCTTCTTCTGGTATGCAGGTATACATACAGGCAGAACACTGTATCCATAGTA

GGAGGCAGAACAGGCAGATTTCT GAGT TCGAGGCCAGCCT GGT CTACAAAGT GAGT TCCAGGACAGCCAGGGCTACATAGAGAAACCCT GTCTCAAAAAA

--------------------------------------------------- CTTTTTAAAAAATGACT TGAAAAAAATCTTGTATATTTTTAACATCTTT
CAAACAAACAAACAAACCCAAAAAACAAAAAAACAAAAACAAAAAAAAAAACT TTTTAAAAAAT GACT TGAAAAAAAT CTTGTATATTTTTAACATCTTT

CATCAATGGT TACAGT GAGACT TCAAAATACT CTGCCTCTGT TGTATAGCCTTAATTTACAGT AATGTAATACATACT CTGGATAAAATGGCTCCGCATT
CATCAATGGT TACAGT GAGACT TCAAAATACT CTGCCTCTGT TGTATAGCCTTAATTTACAGT AATGTAATACATACT CTGGATAAAATGGCTCCGCATT

TAGTTTCCAAGGACTTTGAGT GTAAGACTCTGT TGT GCTAACT TAAGGGGGGT GGGAAGCCCGAT TCCAACAAGGAACACAGAAT GAGGGTATACT CGAT
TAGITTCCAAGGACT TTGAGT GTAAGACT CTGT TGT GCTAACT TAAGGGGGGT GGGAAGCCCGAT TCCAACAAGGAACACAGAATGAGGGTATACT CGAT

ATTCTGCAAACCATGGCAGCATTTCCTGGGGECTGT TCTAAAGGCAGT TCTGACCATAACATTCCATCTGTGGT TTTCACTGCT TCCCCAAACACAAGGAT
ATTCTGCAAACCATGGCAGCATTTCCTGGGGECTGT TCTAAAGGCAGT TCTGACCATAACATTCCATCTGT GGT TTTCACT GCT TCCCCAAACACAAGGAT

GATAGGTGTGTATTCTCAGT GCTACAGGGCT TTATAAAT GACGCCAGGGCAGCCCTGGTGAGTAGGGCTTTATTCTGTAACCCT TGGAGCCAGACTCCTA
GATAGGTGTGTATTCTCAGT GCTACAGGGCT TTATAAAT GACGCCAGGGCAGCCCTGGTGAGTAGGGECTTTATTCTGTAACCCT TGGAGCCAGACTCCTA

TGGAACT TCGGT GGT CATGGT GGAT TGCT GGCCCAACAAGAGCCTAGT CATGGGCAGCCCCGT GT CTCTGAGGCGAGCAT GGT GGCAGGCT GT CCCGGEGT
TGGAACT TCGGT GGT CATGGT GGAT TGCT GGCCCAACAAGAGCCTAGT CATGGGCAGCCCCGT GT CTCTGAGGCGAGCAT GGT GGCAGGCT GT CCCGGEGT

AATCACTCCAGGCAGCCCATG
AACCACTCCAGGCAGCCCATG
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