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NTDB id 297 STER RS00545 WP 011680614.1 GYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFG 684
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NTDB id 378 SMU RS02690 WP 002263569.1 ASREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFQALSKDNLLQIVSLMLDDVNQRLAVNAIHLDVTDKVKEKLVDL 690
NTDB id 85 BSU 00860 NP 387967.1 VQDETQNHKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKAKVAEE 754
NTDB id 610 V4T04 RS10165 WP 012897346.1 AKNITADYSAMKSRILEELKRHYRPEFLNRIDENIVFHSLESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSAVKLIAEV 763
NTDB id 1137676 DQM73 RS01035 WP 002926285.1 ARDIRLDHANMEKRMLEELKKAYRPEFINRIDEKVVFHSLSAEDMQEVVKVMVKPLIVSLADKGIELKFQASALKLLAQE 757
NTDB id 287 SP RS11210 WP 001109712.1 AKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALKLLANQ 758
NTDB id 290 KZH43 RS10025 WP 001109677.1 AKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQ 758
NTDB id 289 SPD RS10700 WP 001109677.1 AKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQ 758
NTDB id 377 SMU RS09275 WP 002262344.1 AKSFSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALKHLALA 761
NTDB id 329 STU RS10020 WP 011225298.1 AQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKD 764
NTDB id 297 STER RS00545 WP 011680614.1 AQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKD 764
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