
logo MFNKFLNFPQHYL IFQLFLSPCSLLCELIGMTREKYSLCKDECWEQLPWLKQTIQRNNDHQSVLVACNHYAYPVINR I IQQFKYEQKLHYQI
TL

NTDB id 377429 FR838 RS08160 WP 016806074.1 MFNFLNFQHLIQLFSPCSLCELGMREKYSLCKDCWEQLPWLKQTIQRNNHSVLVACNYAYPVNRIIQQFKYEQKLHYQIL 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
VLKQQLKFPKVQAIVPMP I SNKQRL ITERGFNQSLLLANI

LLGSRKHQLKIPVWQP I
VQRLNEHSQKGLTSRLERFENI EQQFLVPAHL

NTDB id 377429 FR838 RS08160 WP 016806074.1 LGEILKQLKFPKVQAIVPMPISNQRLIERGFNQSLLLANILSRHLKIPVWQPIQRLNEHSQKGLTRLERFENIEQQFLPH 160
NTDB id 1042 H0N27 RS01930 WP 000472273.1 LAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVAL 160
NTDB id 1071 ABD1 RS15375 WP 000472269.1 LAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVAL 160
consensus !*!*!*!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!*!***!!!!!!!!*!!!!!!!!!!!*!!!!!!!!!!!!***

logo

H
TQENKRRYRRVL I IDDVITTGSSVIHALSQALKQLGCTS IHTAVSCLAATAPSKSSTSY

NTDB id 377429 FR838 RS08160 WP 016806074.1 HQEKRRYRRVLIIDDVITTGSSVHALSQALKQLGCTSIHTVCLAATPKS.. 209
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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