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NTDB id 1257 GCO85 RS04855 WP 163621000.1 AT...AVAFKKAVLSLKVTPQITPDGKILMDLQINQDTPSPQT.F..LGVPAIITKEIQTNVLVNNGQTIVLGGIYKQDK 639
NTDB id 181275 A7J50 RS01985 WP 064450308.1 AT...SVSFKEASLSLEVTPQITPDGWVVMEVKVTKDEPDYLNKL..NDVPPIKKNEVNAKVLVKDGETIVIGGVFSNTQ 392
NTDB id 1193 PAKAF RS26665 WP 003161249.1 AT...STSFKEAALSLEVTPQITPDNRIIVEVKVTKDAPDYQNML..NGVPPINKNEVNAKILVNDGETIVIGGVFSNEQ 664
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NTDB id 1009 ACIAD RS15175 WP 004923730.1 NNAVTKVPFLGDLPYVGRLFKKTAKSEAKNELLIFVTPRIVNDTIVGNH.......... 709
NTDB id 1052 ABD1 RS15850 WP 001017033.1 MNSQTKVPFFGDIPVVGRLFRKDVKSDDKQELLIFVTPRIVNDTLARNH.......... 721
NTDB id 1039 H0N27 RS01460 WP 031993779.1 MNSQTKVPFFGDIPVVGRLFRKDVKSDDKQELLIFVTPRIVNDTLARNH.......... 721
NTDB id 1186 GTF74 RS01320 WP 000788426.1 NNSVDKVPLLGDLPVLGALFRRTYEQMGKSELLIFVTPKVVIQ................ 571
NTDB id 1175 A1552VC RS12105 WP 000788426.1 NNSVDKVPLLGDLPVLGALFRRTYEQMGKSELLIFVTPKVVIQ................ 571
NTDB id 1408 DSB67 RS13980 WP 010643500.1 TNSVDKVPLLGDLPLLGALFRRSYENVGKSELLIFVTPKVVIQ................ 580
NTDB id 1284 ACE17W RS12370 WP 010946666.1 NKVINRIPFFGELPVVGILFSNRQITLKNEELLIFITPRIITNALSITTIEGREKDVYK 698
NTDB id 1257 GCO85 RS04855 WP 163621000.1 NKVINRIPFFGELPVVGILFSNRQITLKNEELLIFITPRIITNALSITTIEGREKDVYK 698
NTDB id 181275 A7J50 RS01985 WP 064450308.1 SKVVDKVPFLGDVPYLGRLFRRDVLAERKSELLVFLTPRIMNNQAIAVSR......... 442
NTDB id 1193 PAKAF RS26665 WP 003161249.1 SKSVEKVPFLGELPYLGRLFRRDTVTDRKNELLVFLTPRIMNNQAIAIGR......... 714
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