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NTDB id 277 KZH43 RS10090 WP 000867601.1 .MKVNLDYLGRLFTENELTE.........EERQLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWYLPIGAYYCRECLLMKR 68
NTDB id 236 SPD RS10765 WP 000867601.1 .MKVNLDYLGRLFTENELTE.........EERQLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWYLPIGAYYCRECLLMKR 68
NTDB id 202 SPR RS10250 WP 000867601.1 .MKVNLDYLGRLFTENELTE.........EERQLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWYLPIGAYYCRECLLMKR 68
NTDB id 167 SP RS11275 WP 000867616.1 .MKVNLDYLGRLFTENELTE.........EERQLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWYLPIGAYYCRECLLMKR 68
NTDB id 507 SM12261 RS09240 WP 000867722.1 .MKVNPNYLGRLFTENELTE.........EERQLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWYLPIGTYYCRECLLMKR 68
NTDB id 535 SMSK321 RS10515 WP 000867726.1 .MKVNPNYLGRLFTENELTK.........EERQLAEKLPAM.RKEKGKLFCQRCDSAIL.DEWYLPIGAYYCRECLLMKR 68
NTDB id 371499 FLP15 RS08575 WP 142766773.1 ....MKDLYGRLLLTTDFNRIRHSV....SKADF.NQSPAMISVSTDSIKCLRCGSIHKKVMVRLPLGCFYCPTCINLGR 71
NTDB id 593 KW2 RS05130 WP 021037147.1 MNLILENLLGHLLLEKDISAFNNFTDQVNNENKL.IKIGAMTSVNANKVRCNRCGTIHIKTNVKLPIGAFFCPTCLELGR 79
consensus **** ***!*!******** **********!! ********!*!!***** ****!!*!***!**!****!

logo VRSDEQVYSTFLYHYLFPQQENDFAIPAEKHKQSTDI
Y
VLRKWSTRGKQLTESPENFQDQEKI

V
A
S
Q
D
E
A
S
GLCIVLTQDQVACIVRTDNQKHNQQSEKKQPLSITLVQRHAVTGAGKTEMIYPQI

L
V
I
V
E
N
A
Q
K
I
Y
V
L
I
R
S
N
D
H
AGKGSAVAGCVLVAS

NTDB id 277 KZH43 RS10090 WP 000867601.1 VRSDQTLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLAS 148
NTDB id 236 SPD RS10765 WP 000867601.1 VRSDQTLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLAS 148
NTDB id 202 SPR RS10250 WP 000867601.1 VRSDQTLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLAS 148
NTDB id 167 SP RS11275 WP 000867616.1 VRSDQTLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLAS 148
NTDB id 507 SM12261 RS09240 WP 000867722.1 VRSDQSLYYFPQEDFPKQDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKVINAGGAVCLAS 148
NTDB id 535 SMSK321 RS10515 WP 000867726.1 VRSDQVLYYFPQEDFAKQDILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKVINAGGAVCLAS 148
NTDB id 371499 FLP15 RS08575 WP 142766773.1 VRSDESLYHFPQQNFIAHSYLRWSGKLTSEQQKIADSLVTDCRQHSQILVRAVTGAGKTEMIYPIINQYLRDGKSVAVVS 151
NTDB id 593 KW2 RS05130 WP 021037147.1 VRSDEYFYHLPQQDFPEKTYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSHGGSVGLAS 159
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NTDB id 277 KZH43 RS10090 WP 000867601.1 PRIDVCLELYKRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKE 228
NTDB id 236 SPD RS10765 WP 000867601.1 PRIDVCLELYKRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKE 228
NTDB id 202 SPR RS10250 WP 000867601.1 PRIDVCLELYKRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKE 228
NTDB id 167 SP RS11275 WP 000867616.1 PRIDVCLELYKRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKE 228
NTDB id 507 SM12261 RS09240 WP 000867722.1 PRIDVCLELYKRLQKDFACEIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKE 228
NTDB id 535 SMSK321 RS10515 WP 000867726.1 PRIDVCLELYKRLQDDFACEISLLYGESEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKE 228
NTDB id 371499 FLP15 RS08575 WP 142766773.1 PRIDVCIELHQRLSRDFSCKIPLLHGEGQPYFRAPLVIATTHQLLRFRDAFDLLIVDEVDAFPFADNPMLYFAACTARKP 231
NTDB id 593 KW2 RS05130 WP 021037147.1 PRIDVCIELHQRLSRDFTCQIPLLYHEGDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFPFRDNDMLYFALENAKKI 239
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NTDB id 277 KZH43 RS10090 WP 000867601.1 NGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFA 308
NTDB id 236 SPD RS10765 WP 000867601.1 NGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFA 308
NTDB id 202 SPR RS10250 WP 000867601.1 NGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFA 308
NTDB id 167 SP RS11275 WP 000867616.1 NGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFA 308
NTDB id 507 SM12261 RS09240 WP 000867722.1 NGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKLKSYIEKQRKTGYPLLIFA 308
NTDB id 535 SMSK321 RS10515 WP 000867726.1 NGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPKLKSYIEKQRKTGYPLLIFA 308
NTDB id 371499 FLP15 RS08575 WP 142766773.1 DSCLIYLTATTTDFLDHQIKIGALHQLELTQRFHGGKLTVPKLLWHTKFIQC.............LKKQRISRFPLLIFV 298
NTDB id 593 KW2 RS05130 WP 021037147.1 NGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYKK.............FIEQRKTGFPLLIFV 306
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NTDB id 277 KZH43 RS10090 WP 000867601.1 SEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLI 388
NTDB id 236 SPD RS10765 WP 000867601.1 SEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLI 388
NTDB id 202 SPR RS10250 WP 000867601.1 SEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLI 388
NTDB id 167 SP RS11275 WP 000867616.1 SEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLI 388
NTDB id 507 SM12261 RS09240 WP 000867722.1 SEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLI 388
NTDB id 535 SMSK321 RS10515 WP 000867726.1 SEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLI 388
NTDB id 371499 FLP15 RS08575 WP 142766773.1 PEIKFGESFTKKLKQKFPEEKIAFVSSKSKQRLNIVEDFRSGNYSILVTTSILERGVTFPEIDVFVLLAHHTNFTKSALI 378
NTDB id 593 KW2 RS05130 WP 021037147.1 AEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFTKSALI 386
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NTDB id 277 KZH43 RS10090 WP 000867601.1 QIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL. 432
NTDB id 236 SPD RS10765 WP 000867601.1 QIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL. 432
NTDB id 202 SPR RS10250 WP 000867601.1 QIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL. 432
NTDB id 167 SP RS11275 WP 000867616.1 QIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL. 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 QIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL. 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 QIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL. 432
NTDB id 371499 FLP15 RS08575 WP 142766773.1 QMSGRVGRSITRPSGLVYFFHEGRTKAMLKAVQEIKKSNRRGGVL 423
NTDB id 593 KW2 RS05130 WP 021037147.1 QMAGRVGRDSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF. 430
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