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NTDB id 615 LCA RS02545 WP 011374200.1 .MGQQVIACGRQFTAAQLADTQN.....NNYSLPQIKRRPAF.LRVKHRLVCQRCQQV.VPPQTCLPDGRHYCAQCLLFG 72
NTDB id 593 KW2 RS05130 WP 021037147.1 MNLILENLLGHLLLEKDISAFNNFTDQVNNENKL.I.KIGAMTSVNANKVRCNRCGTIHIKTNVKLPIGAFFCPTCLELG 78
NTDB id 1137585 DQL21 RS02340 WP 018030897.1 .MERLEQYCGRLLTADQLPAA.........YHELAQ.KMPAM.TKKSGHFFCNRCAGQ.VENTHRLPDGSFYCRACLVFG 67
NTDB id 277 KZH43 RS10090 WP 000867601.1 .MKVNLDYLGRLFTENELTEE.........ERQLAE.KLPAM.RKEKGKLFCQRCNST.ILEEWYLPIGAYYCRECLLMK 67
NTDB id 236 SPD RS10765 WP 000867601.1 .MKVNLDYLGRLFTENELTEE.........ERQLAE.KLPAM.RKEKGKLFCQRCNST.ILEEWYLPIGAYYCRECLLMK 67
NTDB id 202 SPR RS10250 WP 000867601.1 .MKVNLDYLGRLFTENELTEE.........ERQLAE.KLPAM.RKEKGKLFCQRCNST.ILEEWYLPIGAYYCRECLLMK 67
NTDB id 167 SP RS11275 WP 000867616.1 .MKVNLDYLGRLFTENELTEE.........ERQLAE.KLPAM.RKEKGKLFCQRCNST.ILEEWYLPIGAYYCRECLLMK 67
NTDB id 507 SM12261 RS09240 WP 000867722.1 .MKVNPNYLGRLFTENELTEE.........ERQLAE.KLPAM.RKEKGKLFCQRCNST.ILEEWYLPIGTYYCRECLLMK 67
NTDB id 535 SMSK321 RS10515 WP 000867726.1 .MKVNPNYLGRLFTENELTKE.........ERQLAE.KLPAM.RKEKGKLFCQRCDSA.ILDEWYLPIGAYYCRECLLMK 67
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NTDB id 615 LCA RS02545 WP 011374200.1 RLVEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQGILVALQKGQRVC 152
NTDB id 593 KW2 RS05130 WP 021037147.1 RVRSDEYFYHLPQQDFPEK..TYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSHGGSVG 156
NTDB id 1137585 DQL21 RS02340 WP 018030897.1 RLTSKDSLYWLEQKAFPAQ..QALLWEGQLTAFQQEVSDALLAGIQEKTDLLVHAVTGAGKTEMIYETIAHVVSQGGSVA 145
NTDB id 277 KZH43 RS10090 WP 000867601.1 RVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVC 145
NTDB id 236 SPD RS10765 WP 000867601.1 RVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVC 145
NTDB id 202 SPR RS10250 WP 000867601.1 RVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVC 145
NTDB id 167 SP RS11275 WP 000867616.1 RVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVC 145
NTDB id 507 SM12261 RS09240 WP 000867722.1 RVRSDQSLYYFPQEDFPKQ..DVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKVINAGGAVC 145
NTDB id 535 SMSK321 RS10515 WP 000867726.1 RVRSDQVLYYFPQEDFAKQ..DILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKVINAGGAVC 145
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NTDB id 615 LCA RS02545 WP 011374200.1 LAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDAFPFVDNPVLATAVE 232
NTDB id 593 KW2 RS05130 WP 021037147.1 LASPRIDVCIELHQRLSRDFTCQI.PLLYH.EGDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFPFRDNDMLYFALE 234
NTDB id 1137585 DQL21 RS02340 WP 018030897.1 LASPRIDVCLELHRRLQKDFACPI.SLLHG.QSEAYERAPLLIATTHQLIKFYQAFDLLIIDEVDAFPFVDNPMLYHALN 223
NTDB id 277 KZH43 RS10090 WP 000867601.1 LASPRIDVCLELYKRLQQDFSCGI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 236 SPD RS10765 WP 000867601.1 LASPRIDVCLELYKRLQQDFSCGI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 202 SPR RS10250 WP 000867601.1 LASPRIDVCLELYKRLQQDFSCGI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 167 SP RS11275 WP 000867616.1 LASPRIDVCLELYKRLQQDFSCGI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 507 SM12261 RS09240 WP 000867722.1 LASPRIDVCLELYKRLQKDFACEI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LASPRIDVCLELYKRLQDDFACEI.SLLYG.ESEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
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NTDB id 615 LCA RS02545 WP 011374200.1 QACKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKRLERDCQTYLKT.QQ 311
NTDB id 593 KW2 RS05130 WP 021037147.1 NAKKINGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFY.............KKFIEQRKTGFP 301
NTDB id 1137585 DQL21 RS02340 WP 018030897.1 QSLKTDGVKIFLTATSTQELDRQVKKGQLKKINLARRFHANPLVVPKTVWLPSLIPGLKKRRLPKTLLKRLQVQRKTGFP 303
NTDB id 277 KZH43 RS10090 WP 000867601.1 NSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYP 303
NTDB id 236 SPD RS10765 WP 000867601.1 NSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYP 303
NTDB id 202 SPR RS10250 WP 000867601.1 NSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYP 303
NTDB id 167 SP RS11275 WP 000867616.1 NSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYP 303
NTDB id 507 SM12261 RS09240 WP 000867722.1 NSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKLKSYIEKQRKTGYP 303
NTDB id 535 SMSK321 RS10515 WP 000867726.1 NSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPKLKSYIEKQRKTGYP 303
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NTDB id 615 LCA RS02545 WP 011374200.1 ILLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNVAVLVLGAEHMVFN 391
NTDB id 593 KW2 RS05130 WP 021037147.1 LLIFVAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFT 381
NTDB id 1137585 DQL21 RS02340 WP 018030897.1 LLLFFPNIDRGQAFAECLQEFLPNDKIAFVSSRTESRLDKVEAFRKKEIDILVSTTILERGVTFPCVDVFVLEANHRLFT 383
NTDB id 277 KZH43 RS10090 WP 000867601.1 LLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFT 383
NTDB id 236 SPD RS10765 WP 000867601.1 LLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFT 383
NTDB id 202 SPR RS10250 WP 000867601.1 LLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFT 383
NTDB id 167 SP RS11275 WP 000867616.1 LLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFT 383
NTDB id 507 SM12261 RS09240 WP 000867722.1 LLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFT 383
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LLIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFT 383
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NTDB id 615 LCA RS02545 WP 011374200.1 EAVLVQIAGRAGRHKDYAQNPVHFYYQDYTRAIKGACRQIKTQNQRGRRLQSTV 445
NTDB id 593 KW2 RS05130 WP 021037147.1 KSALIQMAGRVGRDSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF..... 430
NTDB id 1137585 DQL21 RS02340 WP 018030897.1 KSALVQISGRTGRSIERPTGELLFFHDGLTTAIQQTISEIKEMNRRGGF..... 432
NTDB id 277 KZH43 RS10090 WP 000867601.1 KSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 236 SPD RS10765 WP 000867601.1 KSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 202 SPR RS10250 WP 000867601.1 KSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 167 SP RS11275 WP 000867616.1 KSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 KSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 KSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
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