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NTDB id 289 SPD RS10700 WP 001109677.1 LLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSL 718
NTDB id 287 SP RS11210 WP 001109712.1 LLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSL 718
NTDB id 377 SMU RS09275 WP 002262344.1 LLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKSFSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNL 721
NTDB id 297 STER RS00545 WP 011680614.1 LLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSL 724
NTDB id 329 STU RS10020 WP 011225298.1 LLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSL 724
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NTDB id 378 SMU RS02690 WP 002263569.1 SKDNLLQIVSLMLDDVNQRLAVNAIHLDVTDKVKEKLVDLGYDPKMGARPLRRTIQEHIEDAITDFYLEHPEQKEL.KAIMTSNG 734
NTDB id 85 BSU 00860 NP 387967.1 EKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKAKVAEEGVDLEYGARPLRRAIQKHVEDRLSEELLRGNIHKGQHIVLDVEDG 799
NTDB id 610 V4T04 RS10165 WP 012897346.1 ESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSAVKLIAEVGFDPEYGARPLRKALQKEVEDLLSEQLLSGEIKAGNHVSIGASNK 808
NTDB id 68377 SNAG RS09330 WP 096408680.1 DSEHMQEIVKIMVKPLIASLAEKGIDLKLQASALKLLASQGYNPEMGARPLRRTLQTEVEDKLAELLLKGELVAGKTLKIGVKAG 803
NTDB id 290 KZH43 RS10025 WP 001109677.1 SSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQGYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAG 803
NTDB id 289 SPD RS10700 WP 001109677.1 SSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQGYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAG 803
NTDB id 287 SP RS11210 WP 001109712.1 SSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALKLLANQGYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSTLKIGVKAG 803
NTDB id 377 SMU RS09275 WP 002262344.1 GQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALKHLALAGYDAEMGARPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKE 806
NTDB id 297 STER RS00545 WP 011680614.1 EEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDGYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKD 809
NTDB id 329 STU RS10020 WP 011225298.1 EEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDGYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKD 809
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