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NTDB id 1090408 ACJQW4 RS06855 WP 241626363.1 MPMFKPLLSSAQNWLHAQLPCQFCGMERGRHASLCLDCWNSLPWLKQTVQRQEIEIQVACHYAYPMDRVVQQFKYEQQLH 80
NTDB id 1071 ABD1 RS15375 WP 000472269.1 ..MFKFL..NPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLH 76
NTDB id 1042 H0N27 RS01930 WP 000472273.1 ..MFKFL..NPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLH 76
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NTDB id 1090408 ACJQW4 RS06855 WP 241626363.1 FQILLTGLLKQLDYRQIQAIVPMPISTQRLAERGYNQSVVLAQRLGQHLNIPVWQPIQRLHQHSQKGLSRLERLDSIEQQ 160
NTDB id 1071 ABD1 RS15375 WP 000472269.1 YQTLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQ 156
NTDB id 1042 H0N27 RS01930 WP 000472273.1 YQTLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQ 156
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NTDB id 1090408 ACJQW4 RS06855 WP 241626363.1 FKIAPRNALRYRRVLMLDDVVTTGSSLNALRQALAELGCRKIEAACIAAAQS... 212
NTDB id 1071 ABD1 RS15375 WP 000472269.1 FVALTQENRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
NTDB id 1042 H0N27 RS01930 WP 000472273.1 FVALTQEKRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
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X similar

X ≥ 50% conserved


