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NTDB id 277 KZH43 RS10090 WP 000867601.1 MKVN.LDYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEEWYLPIGAYYCRECLLMKRV 69
NTDB id 236 SPD RS10765 WP 000867601.1 MKVN.LDYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEEWYLPIGAYYCRECLLMKRV 69
NTDB id 202 SPR RS10250 WP 000867601.1 MKVN.LDYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEEWYLPIGAYYCRECLLMKRV 69
NTDB id 167 SP RS11275 WP 000867616.1 MKVN.LDYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEEWYLPIGAYYCRECLLMKRV 69
NTDB id 507 SM12261 RS09240 WP 000867722.1 MKVN.PNYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEEWYLPIGTYYCRECLLMKRV 69
NTDB id 535 SMSK321 RS10515 WP 000867726.1 MKVN.PNYLGRLFTENELT.........KEERQLAEKLPAMRKEKGKLFCQRCDSAI.LDEWYLPIGAYYCRECLLMKRV 69
NTDB id 307385 L3107 RS13690 WP 228764428.1 ................................................................................ 0
NTDB id 593 KW2 RS05130 WP 021037147.1 MNLILENLLGHLLLEKDISAFNNFTDQVNNENKLIKIGAMTSVNANKVRCNRCGTIHIKTNVKLPIGAFFCPTCLELGRV 80
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NTDB id 277 KZH43 RS10090 WP 000867601.1 RSDQTLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASP 149
NTDB id 236 SPD RS10765 WP 000867601.1 RSDQTLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASP 149
NTDB id 202 SPR RS10250 WP 000867601.1 RSDQTLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASP 149
NTDB id 167 SP RS11275 WP 000867616.1 RSDQTLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASP 149
NTDB id 507 SM12261 RS09240 WP 000867722.1 RSDQSLYYFPQEDFPKQDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASP 149
NTDB id 535 SMSK321 RS10515 WP 000867726.1 RSDQVLYYFPQEDFAKQDILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKVINAGGAVCLASP 149
NTDB id 307385 L3107 RS13690 WP 228764428.1 ................................................................................ 0
NTDB id 593 KW2 RS05130 WP 021037147.1 RSDEYFYHLPQQDFPEKTYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSHGGSVGLASP 160
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NTDB id 277 KZH43 RS10090 WP 000867601.1 RIDVCLELYKRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKEN 229
NTDB id 236 SPD RS10765 WP 000867601.1 RIDVCLELYKRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKEN 229
NTDB id 202 SPR RS10250 WP 000867601.1 RIDVCLELYKRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKEN 229
NTDB id 167 SP RS11275 WP 000867616.1 RIDVCLELYKRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKEN 229
NTDB id 507 SM12261 RS09240 WP 000867722.1 RIDVCLELYKRLQKDFACEIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKEN 229
NTDB id 535 SMSK321 RS10515 WP 000867726.1 RIDVCLELYKRLQDDFACEISLLYGESEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKEN 229
NTDB id 307385 L3107 RS13690 WP 228764428.1 ................................................................................ 0
NTDB id 593 KW2 RS05130 WP 021037147.1 RIDVCIELHQRLSRDFTCQIPLLYHEGDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFPFRDNDMLYFALENAKKIN 240
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NTDB id 277 KZH43 RS10090 WP 000867601.1 GLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFAS 309
NTDB id 236 SPD RS10765 WP 000867601.1 GLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFAS 309
NTDB id 202 SPR RS10250 WP 000867601.1 GLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFAS 309
NTDB id 167 SP RS11275 WP 000867616.1 GLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFAS 309
NTDB id 507 SM12261 RS09240 WP 000867722.1 GLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKLKSYIEKQRKTGYPLLIFAS 309
NTDB id 535 SMSK321 RS10515 WP 000867726.1 GLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPKLKSYIEKQRKTGYPLLIFAS 309
NTDB id 307385 L3107 RS13690 WP 228764428.1 ....................MKLNDFFYHAAFTVILWSFQCFFWKKRFYKK.............FIEQRKTGFPLLIFVA 47
NTDB id 593 KW2 RS05130 WP 021037147.1 GTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYKK.............FIEQRKTGFPLLIFVA 307
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NTDB id 277 KZH43 RS10090 WP 000867601.1 EIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 236 SPD RS10765 WP 000867601.1 EIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 202 SPR RS10250 WP 000867601.1 EIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 167 SP RS11275 WP 000867616.1 EIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 507 SM12261 RS09240 WP 000867722.1 EIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 535 SMSK321 RS10515 WP 000867726.1 EIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 307385 L3107 RS13690 WP 228764428.1 EIDFGQDFAKNLQEKFPKEKMAFVASTTKSKKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFTKSALIQ 127
NTDB id 593 KW2 RS05130 WP 021037147.1 EIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFTKSALIQ 387
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NTDB id 277 KZH43 RS10090 WP 000867601.1 IGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL 432
NTDB id 236 SPD RS10765 WP 000867601.1 IGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL 432
NTDB id 202 SPR RS10250 WP 000867601.1 IGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL 432
NTDB id 167 SP RS11275 WP 000867616.1 IGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 IGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 IGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL 432
NTDB id 307385 L3107 RS13690 WP 228764428.1 MAGRVGRDSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF 170
NTDB id 593 KW2 RS05130 WP 021037147.1 MAGRVGRDSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF 430
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