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NTDB id 378 SMU RS02690 WP 002263569.1 LLQIVSLMLDDVNQRLAVNAIHLDVTDKVKEKLVDLGYDPKMGARPLRRTIQEHIEDAITDFYLEHPEQKELK.AIMTSNGKIVI 738
NTDB id 241 SP RS04015 WP 000882523.1 LLQIVELMLADVNKRLSSNNIRLDVTDKVKEKLVDLGYDPKMGARPLRRTIQDYIEDTITDYYLENPSEKDLK.AVMTSKGNIQI 737
NTDB id 85 BSU 00860 NP 387967.1 LTEIVSLMSDQLTKRLKEQDLSIELTDAAKAKVAEEGVDLEYGARPLRRAIQKHVEDRLSEELLRGNIHKGQHIVLDVEDGEFVV 803
NTDB id 610 V4T04 RS10165 WP 012897346.1 IEQIVKIMSKSLIKRLAEQDIHVKLTPSAVKLIAEVGFDPEYGARPLRKALQKEVEDLLSEQLLSGEIKAGNHVSIGASNKKIKI 812
NTDB id 377 SMU RS09275 WP 002262344.1 IRHIVKIMVAPLIAHLADQGITLKFQPSALKHLALAGYDAEMGARPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKEKLKF 810
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