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NTDB id 85799 I0P84 RS02225 WP 214001887.1 MPMFKLLQQGKLWLNRLQPCQLCQTDYQNLHSVCQDCWQQLPWAHQTIQRQEMQFQVACEYAYPIDRLIQLFKYEQKLHLEPLLA 85
NTDB id 1042 H0N27 RS01930 WP 000472273.1 ..MFKFLNPQ.YLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQTLLA 82
NTDB id 1071 ABD1 RS15375 WP 000472269.1 ..MFKFLNPQ.YLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQTLLA 82
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NTDB id 85799 I0P84 RS02225 WP 214001887.1 GALLTLKFPKVSAVVPMPISTERLVERGYNQSLLLAKHVAKHLQVPVWQPIERLKQHSQKGLSRLERIEDIEAQFRVTTSSKVRY 170
NTDB id 1042 H0N27 RS01930 WP 000472273.1 EVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVALTQEKRRY 167
NTDB id 1071 ABD1 RS15375 WP 000472269.1 EVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVALTQENRRY 167
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logo RKRVL I IDDVVITTGSS IRHALSQQAMLEKKQLGCQTQS IYHAASCLAGAAKSLSTSY
NTDB id 85799 I0P84 RS02225 WP 214001887.1 RKVLIIDDVVTTGSSIRALSQQMEKLGCQQIYAACLAGAKL... 211
NTDB id 1042 H0N27 RS01930 WP 000472273.1 RRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
NTDB id 1071 ABD1 RS15375 WP 000472269.1 RRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
consensus !*!!!!!!!*!!!!!!*!!!!****!!!**!*!*!!!*!*****
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