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NTDB id 458 SSUD9 RS00355 WP 002935296.1 RLFIEHCQLEDLSVGTSNYALFTDLIEKLPQSIYDVHSESLFIVRDLFLAIVRILFSKELYNHIPVYIEKIENIMELSQDFQKKP 249
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NTDB id 33436 SZO RS00285 WP 012677204.1 ELYLAYLDIAGMNGEYSDKGFYDSLLDILLNQFEHFELEELFIVNKIAIGISSLSIKNNKPEILEKVIVLSQKIILKTQDFNRMP 249
NTDB id 451 SPYM18 RS00325 WP 002986681.1 ELYLAYLDIEGMDGQYSDKIFYDSLLDNLSEQFEQFELDELFIVNKIIIDISSLSLKNNRLDNLEKAIEMSQKIMAKIQDWNRMP 249
NTDB id 45 SMU RS00375 WP 002263400.1 DLYFSCLTVSGLDSAIFDSRKYNQLLETLLKQVDCLPLEDLFVLNNVLLNNFGLLLELKKYDFVKQLIAVSNKIMDRTHDFQKKP 249
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