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NTDB id 1113397 HMPREF9318 RS09235 WP 006739090.1 MLGILTFIIIFGILVVVHEFGHFYFAKKSGILVREFAIGMGPKIFSHMDSQGTLYTIRILPLGGYVRMAGWGDDK 75
NTDB id 323 STU RS10650 WP 011225396.1 MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDT 75
NTDB id 291 STER RS01205 WP 011680685.1 MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDT 75
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NTDB id 1113397 HMPREF9318 RS09235 WP 006739090.1 TEIKTGTPASLSLNDEHIVTRINLSSKQIDNTSLPIYVTSHDLEDKLTITGLVFDETKTYKVDHDATIVEEDGTE 150
NTDB id 323 STU RS10650 WP 011225396.1 TEIKTGSPASLTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGETKTYEVDHDATIVEEDGTE 150
NTDB id 291 STER RS01205 WP 011680685.1 TEIKTGSPASLTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGETKTYEVDHDATIVEEDGTE 150
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NTDB id 1113397 HMPREF9318 RS09235 WP 006739090.1 IRIAPLDVQYQNASVWGRMITNFAGPMNNFILGIIVFTILVFMQGGSPNEQTNAVRVVENSPAQKAGIKTNDRIL 225
NTDB id 323 STU RS10650 WP 011225396.1 LRIAPKDVQYQNASIWGRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIQVANGGAAQVSGLKTGDAIV 225
NTDB id 291 STER RS01205 WP 011680685.1 LRIAPKDVQYQNASIWGRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIQVANGGAAQVSGLKTGDAIV 225
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NTDB id 1113397 HMPREF9318 RS09235 WP 006739090.1 SVGNNTVSNWQDLTQAVEKATQKLDSKHKTIRVSVKSKNTTKKLTLKPEKSQSSYIIGVRPALKTGLVDKLVGGL 300
NTDB id 323 STU RS10650 WP 011225396.1 AINKDKVTDWDSLKEALRENTQKFSKGDSLSVTVKRSNGQEETISVKPQKSQGSYFLGVSPVLKTGLKDKIFGGF 300
NTDB id 291 STER RS01205 WP 011680685.1 AINKDKVTDWDSLKEALRENTQKFSKGDSLSVTVKRSNGQEETISVKPQESQGSYFLGVSPVLKTGLKDKIFGGF 300
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NTDB id 1113397 HMPREF9318 RS09235 WP 006739090.1 KLSIYGALAILVALKNLVFNFSLNKLGGPVAMYKMSSDAAKQGIISVLSLMGMLSMNLGIFNLIPIPALDGGKIL 375
NTDB id 323 STU RS10650 WP 011225396.1 QMAWEGATAILATLKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIV 375
NTDB id 291 STER RS01205 WP 011680685.1 QMAWEGATAILATLKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIV 375
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logo MNI I EA IRRKPMLKNQETI ETSYITLAGVAI
VMVVLMIAVTWNDIMRTAFF

NTDB id 1113397 HMPREF9318 RS09235 WP 006739090.1 MNIIEAIRRKPMKQETETYITLAGVAIMVVLMIAVTWNDIMRTFF 420
NTDB id 323 STU RS10650 WP 011225396.1 MNIIEAIRRKPLNQEIESYITLAGVAVMVVLMIAVTWNDIMRAFF 420
NTDB id 291 STER RS01205 WP 011680685.1 MNIIEAIRRKPLNQEIESYITLAGVAVMVVLMIAVTWNDIMRAFF 420
consensus !!!!!!!!!!!**!!*!*!!!!!!!!*!!!!!!!!!!!!!!!*!!

X non conserved

X similar

X ≥ 50% conserved


