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NTDB id 355 BSU 27480 NP 390625.1 THAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAITRAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDA 764
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NTDB id 20730 AYT26 RS21855 WP 083757503.1 ..........HDLKDDCLH............... 391
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