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NTDB id 85 BSU 00860 NP 387967.1 YVGFNVQDETQNHKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKA 749
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NTDB id 964640 NYE79 RS09755 WP 251464123.1 TVGFGAKDIRFDQDNMEKRIFEELKKAYRPEFINRIDEKVVFHSLDSEHMQEIVKIMVKPLIASLAEKGIDLKLQASALK 753
NTDB id 287 SP RS11210 WP 001109712.1 TVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALK 753
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NTDB id 377 SMU RS09275 WP 002262344.1 TVGFGAKSFSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALK 756
NTDB id 297 STER RS00545 WP 011680614.1 TVGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALK 759
NTDB id 329 STU RS10020 WP 011225298.1 TVGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALK 759
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