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NTDB id 615 LCA RS02545 WP 011374200.1 .MGQQVIACGRQFTAAQLADTQNN....NYSLPQIKRRPAFLRVKHRLVCQRCQQV.VPPQTCLPDGRHYCAQCLLFGRL 74
NTDB id 593 KW2 RS05130 WP 021037147.1 MNLILENLLGHLLLEKDISAFNNFTDQVNNENKLIKIGAMTSVNANKVRCNRCGTIHIKTNVKLPIGAFFCPTCLELGRV 80
NTDB id 1131873 H1W87 RS01855 WP 011225516.1 ..MIPKEYYGRLFTKEQLPV........DYLSEAVKLESMI.KVDKKLRCKRCYSR.IEEDWQLPNGQYYCRACIVFGRN 68
NTDB id 277 KZH43 RS10090 WP 000867601.1 .MKVNLDYLGRLFTENELTE........EERQLAEKLPAMR.KEKGKLFCQRCNST.ILEEWYLPIGAYYCRECLLMKRV 69
NTDB id 236 SPD RS10765 WP 000867601.1 .MKVNLDYLGRLFTENELTE........EERQLAEKLPAMR.KEKGKLFCQRCNST.ILEEWYLPIGAYYCRECLLMKRV 69
NTDB id 202 SPR RS10250 WP 000867601.1 .MKVNLDYLGRLFTENELTE........EERQLAEKLPAMR.KEKGKLFCQRCNST.ILEEWYLPIGAYYCRECLLMKRV 69
NTDB id 167 SP RS11275 WP 000867616.1 .MKVNLDYLGRLFTENELTE........EERQLAEKLPAMR.KEKGKLFCQRCNST.ILEEWYLPIGAYYCRECLLMKRV 69
NTDB id 507 SM12261 RS09240 WP 000867722.1 .MKVNPNYLGRLFTENELTE........EERQLAEKLPAMR.KEKGKLFCQRCNST.ILEEWYLPIGTYYCRECLLMKRV 69
NTDB id 535 SMSK321 RS10515 WP 000867726.1 .MKVNPNYLGRLFTENELTK........EERQLAEKLPAMR.KEKGKLFCQRCDSA.ILDEWYLPIGAYYCRECLLMKRV 69
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NTDB id 615 LCA RS02545 WP 011374200.1 VEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQGILVALQKGQRVCLA 154
NTDB id 593 KW2 RS05130 WP 021037147.1 RSDEYFYHLPQQD.FP.EKTYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSHGGSVGLA 158
NTDB id 1131873 H1W87 RS01855 WP 011225516.1 QEGKELYYFPSEK.SEVDFPVLKWSGKLTPYQNEVSEKLLKTYKNQKHSLVHAVTGAGKTEMIYNIVAYVLENKNRVVIA 147
NTDB id 277 KZH43 RS10090 WP 000867601.1 RSDQTLYYFPQED.FP.KQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLA 147
NTDB id 236 SPD RS10765 WP 000867601.1 RSDQTLYYFPQED.FP.KQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLA 147
NTDB id 202 SPR RS10250 WP 000867601.1 RSDQTLYYFPQED.FP.KQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLA 147
NTDB id 167 SP RS11275 WP 000867616.1 RSDQTLYYFPQED.FP.KQDVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLA 147
NTDB id 507 SM12261 RS09240 WP 000867722.1 RSDQSLYYFPQED.FP.KQDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKVINAGGAVCLA 147
NTDB id 535 SMSK321 RS10515 WP 000867726.1 RSDQVLYYFPQED.FA.KQDILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKVINAGGAVCLA 147
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NTDB id 615 LCA RS02545 WP 011374200.1 APRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDAFPFVDNPVLATAVEQA 234
NTDB id 593 KW2 RS05130 WP 021037147.1 SPRIDVCIELHQRLSRDFTCQ.IPLLYH.EGDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFPFRDNDMLYFALENA 236
NTDB id 1131873 H1W87 RS01855 WP 011225516.1 SPRVDVCRELFLRMQKDFTCS.ISLLHA.DSEPYDGSPLVIATTHQLLKFYHSFDLIIVDEVDAFPFVGNVMLNHAVKQA 225
NTDB id 277 KZH43 RS10090 WP 000867601.1 SPRIDVCLELYKRLQQDFSCG.IALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNS 225
NTDB id 236 SPD RS10765 WP 000867601.1 SPRIDVCLELYKRLQQDFSCG.IALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNS 225
NTDB id 202 SPR RS10250 WP 000867601.1 SPRIDVCLELYKRLQQDFSCG.IALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNS 225
NTDB id 167 SP RS11275 WP 000867616.1 SPRIDVCLELYKRLQQDFSCG.IALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNS 225
NTDB id 507 SM12261 RS09240 WP 000867722.1 SPRIDVCLELYKRLQKDFACE.IALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNS 225
NTDB id 535 SMSK321 RS10515 WP 000867726.1 SPRIDVCLELYKRLQDDFACE.ISLLYG.ESEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNS 225
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NLAPLSRRFHGHNLPLPVI ELIPMQRKRHVAFPNFVIWKQRLAGKSQRTDLFKQYNHKRCGKSYRLLTEDPSKESKNCKRLEPSRPDPKCL IQKHTSQYFLI IKEETKQRKSTNGA

NTDB id 615 LCA RS02545 WP 011374200.1 CKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKRLERDCQTYLKT..... 309
NTDB id 593 KW2 RS05130 WP 021037147.1 KKINGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPM....FFWKKTFYKK.............FIEQRKTG 299
NTDB id 1131873 H1W87 RS01855 WP 011225516.1 KTETGRYIYLTATSTLALEEQVRLGAIEKHHLASRFHGNPLVLPR....FFWQGRLQKSLTSEKLPRPLIHQIKKQRKSN 301
NTDB id 277 KZH43 RS10090 WP 000867601.1 VKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPK....PIWLSDFNRYLDKNRLSPKLKSYIEKQRKTA 301
NTDB id 236 SPD RS10765 WP 000867601.1 VKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPK....PIWLSDFNRYLDKNRLSPKLKSYIEKQRKTA 301
NTDB id 202 SPR RS10250 WP 000867601.1 VKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPK....PIWLSDFNRYLDKNRLSPKLKSYIEKQRKTA 301
NTDB id 167 SP RS11275 WP 000867616.1 VKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPK....PIWLSDFNRYLDKNRLSPKLKSYIEKQRKTA 301
NTDB id 507 SM12261 RS09240 WP 000867722.1 VKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPK....PVWLSDFNHCLEKSRLSPKLKSYIEKQRKTG 301
NTDB id 535 SMSK321 RS10515 WP 000867726.1 VKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPK....PVWLSDFNRYLEKKCLSPKLKSYIEKQRKTG 301
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NTDB id 615 LCA RS02545 WP 011374200.1 QQILLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNVAVLVLGAEHMV 389
NTDB id 593 KW2 RS05130 WP 021037147.1 FPLLIFVAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPN 379
NTDB id 1131873 H1W87 RS01855 WP 011225516.1 FPLLIFFPNIALGEKFSITLKKYLPTENIAFVSSKSEERSTIVEKFRKKELSILVTTTILERGVTFPQVDVFVCMANHYL 381
NTDB id 277 KZH43 RS10090 WP 000867601.1 YPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRL 381
NTDB id 236 SPD RS10765 WP 000867601.1 YPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRL 381
NTDB id 202 SPR RS10250 WP 000867601.1 YPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRL 381
NTDB id 167 SP RS11275 WP 000867616.1 YPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRL 381
NTDB id 507 SM12261 RS09240 WP 000867722.1 YPLLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRL 381
NTDB id 535 SMSK321 RS10515 WP 000867726.1 YPLLIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRL 381
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NTDB id 615 LCA RS02545 WP 011374200.1 FNEAVLVQIAGRAGRHKDYAQNPVHFYYQDYTRAIKGACRQIKTQNQRGRRLQSTV.. 445
NTDB id 593 KW2 RS05130 WP 021037147.1 FTKSALIQMAGRVGRDSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF....... 430
NTDB id 1131873 H1W87 RS01855 WP 011225516.1 YTSSSLIQIGGRVGRSPERPTGKLYFFHEGLSKSMLQCREEINAMNKKGGFENEVSTM 439
NTDB id 277 KZH43 RS10090 WP 000867601.1 FTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL....... 432
NTDB id 236 SPD RS10765 WP 000867601.1 FTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL....... 432
NTDB id 202 SPR RS10250 WP 000867601.1 FTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL....... 432
NTDB id 167 SP RS11275 WP 000867616.1 FTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL....... 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 FTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL....... 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 FTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL....... 432
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