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NTDB id 287 SP RS11210 WP 001109712.1 TVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALK 753
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NTDB id 329 STU RS10020 WP 011225298.1 TVGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALK 759
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