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NTDB id 1284 ACE17W RS12370 WP 010946666.1 T...AVAFKKAVLSLKVTPQITPDGKILMDLQINQDTPSPQT...FLGVPAIITKEIQTNVLVNNGQTIVLGGIYKQDKN 640
NTDB id 314954 D3Z90 RS25170 WP 136478581.1 T...SVTFREASLSLEVTPQITPDNRVIMAVKVTKDEPDYLNA..LAQVPAIRKNEVNAKVRVRDGETIVIGGVYSTVQS 380
NTDB id 1193 PAKAF RS26665 WP 003161249.1 T...STSFKEAALSLEVTPQITPDNRIIVEVKVTKDAPDYQNM..LNGVPPINKNEVNAKILVNDGETIVIGGVFSNEQS 665
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 NSVDKVPLLGDLPVLGALFRRTYEQMGKSELLIFVTPKVVIQ................ 571
NTDB id 1175 A1552VC RS12105 WP 000788426.1 NSVDKVPLLGDLPVLGALFRRTYEQMGKSELLIFVTPKVVIQ................ 571
NTDB id 1408 DSB67 RS13980 WP 010643500.1 NSVDKVPLLGDLPLLGALFRRSYENVGKSELLIFVTPKVVIQ................ 580
NTDB id 1009 ACIAD RS15175 WP 004923730.1 NAVTKVPFLGDLPYVGRLFKKTAKSEAKNELLIFVTPRIVNDTIVGNH.......... 709
NTDB id 1052 ABD1 RS15850 WP 001017033.1 NSQTKVPFFGDIPVVGRLFRKDVKSDDKQELLIFVTPRIVNDTLARNH.......... 721
NTDB id 1039 H0N27 RS01460 WP 031993779.1 NSQTKVPFFGDIPVVGRLFRKDVKSDDKQELLIFVTPRIVNDTLARNH.......... 721
NTDB id 1257 GCO85 RS04855 WP 163621000.1 KVINRIPFFGELPVVGILFSNRQITLKNEELLIFITPRIITNALSITTIEGREKDVYK 698
NTDB id 1284 ACE17W RS12370 WP 010946666.1 KVINRIPFFGELPVVGILFSNRQITLKNEELLIFITPRIITNALSITTIEGREKDVYK 698
NTDB id 314954 D3Z90 RS25170 WP 136478581.1 KVVDKVPFFGDVPYVGRLFRRDVLQEKKSELLVFLTPRIMSDQAIAVSR......... 429
NTDB id 1193 PAKAF RS26665 WP 003161249.1 KSVEKVPFLGELPYLGRLFRRDTVTDRKNELLVFLTPRIMNNQAIAIGR......... 714
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