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NTDB id 119675 A421 RS11370 WP 003724606.1 SSSNTFNTLNNADMKFPTIKDENGEDIEITHGRFGKLLESNDPRVRREAFLGVYSVYEGLKNTLASTLNGQVKKSNFYASTRGYT 255
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NTDB id 119675 A421 RS11370 WP 003724606.1 AILKEAFDSRWIDVMENKGKRSGAYSSGSYSTSPYILLNWQDNINNVYTLAHELGHSVHSYYTRKNQPFVYGDYSIFLAEVASTT 425
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NTDB id 119675 A421 RS11370 WP 003724606.1 YEWSRIPHFYMNYYVFQYATGFSAASALSAKILTEGQEAVTAYIDFLKAGSSDYPIDVLKKAGVDMATPNPVDDALKVFEQRLDE 595
NTDB id 480 HSISS4 RS02090 WP 002890133.1 FEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVE 589
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NTDB id 119675 A421 RS11370 WP 003724606.1 LEKLVK...... 601
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