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V IVLVVFHEFGHFYFFARKKRSGI LVREFAIGMGPKI FAHQTGKDGTAVYTIR I LPLGGYVRMAGWGEDTSTE IKTGI
SPAAS

NTDB id 96844 APQ13 RS09410 WP 002263520.1 MSGLIAFIIIFGIIVLVHEFGHFYFARKSGILVREFAIGMGPKIFAHQGKDGTAYTIRILPLGGYVRMAGWGEDTSEIKTGIPAA 85
NTDB id 323 STU RS10650 WP 011225396.1 MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKTGSPAS 85
NTDB id 291 STER RS01205 WP 011680685.1 MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKTGSPAS 85
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NTDB id 96844 APQ13 RS09410 WP 002263520.1 LTLNKAGVVTRIDLSDRQVDKTALPINVTAYDLEDKLEITGRVLEETKTYPVDHDATIVEEDGTEIRIAPLDVQYQKASIWGRLI 170
NTDB id 323 STU RS10650 WP 011225396.1 LTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGETKTYEVDHDATIVEEDGTELRIAPKDVQYQNASIWGRLI 170
NTDB id 291 STER RS01205 WP 011680685.1 LTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGETKTYEVDHDATIVEEDGTELRIAPKDVQYQNASIWGRLI 170
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NTDB id 96844 APQ13 RS09410 WP 002263520.1 TNFAGPMNNFILGIFVFALLIFVQGGVQDSSSNHVRVTPNSAVAKLGLKNNDQILQIGKNKVHNWNDLTNAVAKSTSNLKKKEAI 255
NTDB id 323 STU RS10650 WP 011225396.1 TNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIQVANGGAAQVSGLKTGDAIVAINKDKVTDWDSLKEALRENTQKFSKGDSL 255
NTDB id 291 STER RS01205 WP 011680685.1 TNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIQVANGGAAQVSGLKTGDAIVAINKDKVTDWDSLKEALRENTQKFSKGDSL 255
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NTDB id 96844 APQ13 RS09410 WP 002263520.1 PVKA.KTQGSVKTLKVIPKKVNGNYVIGVMPSMKTGFGDKIVGAFKMSWDGAFVILNGLKGLILQPSLNKLGGPVAIYQLSNTAA 339
NTDB id 323 STU RS10650 WP 011225396.1 SVTVKRSNGQEETISVKPQKSQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILATLKGLITNFSLNKLGGPVAMFQMSAQAS 340
NTDB id 291 STER RS01205 WP 011680685.1 SVTVKRSNGQEETISVKPQESQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILATLKGLITNFSLNKLGGPVAMFQMSAQAS 340
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MNFI I EVAIRKRKPLKNQETI ETSYITLAGVLAI
VMVAVLMIAVTWNDIMRAFF

NTDB id 96844 APQ13 RS09410 WP 002263520.1 REGFARVLELMAMLSINLGIFNLLPIPALDGGKILINFIEVIRKKPLKQETETYITLAGVLIMVALMIAVTWNDIMRAFF 419
NTDB id 323 STU RS10650 WP 011225396.1 ESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIESYITLAGVAVMVVLMIAVTWNDIMRAFF 420
NTDB id 291 STER RS01205 WP 011680685.1 ESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIESYITLAGVAVMVVLMIAVTWNDIMRAFF 420
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