
logo MFKLFFLSNPQYLFQLLSPCLLCE IGTRDEKYSLCKECWEQLPWLKQSTIQRNHDQSVLVACHYVAYPLINQR I IQQFKYEQKLHYQTL
NTDB id 1006744 ABLB96 RS00610 WP 348895715.1 MFKLFSPQYLFQLLSPCLLCEIGTRDKYSLCKECWEQLPWLKQSIQRNHQSVLVACHYVYPLNQIIQQFKYEQKLHYQTL 80
NTDB id 1042 H0N27 RS01930 WP 000472273.1 MFKFLNPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQTL 80
NTDB id 1071 ABD1 RS15375 WP 000472269.1 MFKFLNPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQTL 80
consensus !!!***!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!*!!*!*!!!!!!!!!!!!!!!!

logo LGAE I
VLQQLKFPKVQAIVPMP I SKQRLTERGFNQSLLLAKNLLGSKQLKIPVWQPVQRLNEHSQKGLSRLERFENI EQQFVAI

L
NTDB id 1006744 ABLB96 RS00610 WP 348895715.1 LGEILQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLAKLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVAI 160
NTDB id 1042 H0N27 RS01930 WP 000472273.1 LAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVAL 160
NTDB id 1071 ABD1 RS15375 WP 000472269.1 LAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVAL 160
consensus !*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo

K
TQENKRRYRRVL I IDDVITTGSS IYHALSQALKQLGCTS IHASCLAAASSTSY

NTDB id 1006744 ABLB96 RS00610 WP 348895715.1 KQEKRRYRRVLIIDDVITTGSSIYALSQALKQLGCTSIHASCLAAASSTSY 211
NTDB id 1042 H0N27 RS01930 WP 000472273.1 TQEKRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
NTDB id 1071 ABD1 RS15375 WP 000472269.1 TQENRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
consensus *!!*!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!
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