
logo MFKLFLSNRGAPQQYVLAFDQYLFLTSAPCHLLCDE IGVTRAEQKYGSVLCQKSECWQEQLPWLKHQKTI EQRHNQDQDS IVL IVACHYEAYP I SNERLI IQQFKYEQQKLHHYLQ
NTDB id 669531 MRY16 RS01800 WP 243483947.1 MFKLLSRGAQQVADYFTACHLCDIGVRAQYGVCQSCWQQLPWLKHKIERHQQDILIACHYEYPISELIQQFKYEQQLHHL 80
NTDB id 1042 H0N27 RS01930 WP 000472273.1 MFKFLN..PQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQ 78
NTDB id 1071 ABD1 RS15375 WP 000472269.1 MFKFLN..PQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQ 78
consensus !!!*!* *!********!*!!*!!*!**!**!**!!*!!!!!!**!*!**!**!*!!!!*!!!***!!!!!!!!*!!**

logo

R
TLLSAGELVLLQEQLKLFPKVHQTAIVPMP I SNKDQRLMTERGFNQSLL ILAKNELLGSKVQLNKIPVWQPVQRLANQEHSQKGLSRLERLFENI EDQQFV

NTDB id 669531 MRY16 RS01800 WP 243483947.1 RLLSGLLLELKLPKVHTIVPMPISNDRLMERGFNQSLLIAKELSKVLNIPVWQPVQRLAQHSQKGLSRLERLENIEDQFV 160
NTDB id 1042 H0N27 RS01930 WP 000472273.1 TLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFV 158
NTDB id 1071 ABD1 RS15375 WP 000472269.1 TLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFV 158
consensus *!!***!**!!*!!!**!!!!!!!**!!*!!!!!!!!!*!**!*!*!*!!!!!!!!!!**!!!!!!!!!!!*!!!!*!!!

logo AKLTHQLEKNQLR I
RYRKRVL I IDDVVITTGSS INHALSQVALKQLGCQTHS IYHSAASCLAAGAGSVSKTQSAYNHDVIA

NTDB id 669531 MRY16 RS01800 WP 243483947.1 AKTHLQLIYRKVLIIDDVVTTGSSINALSQVLKQLGCQHIYSACLAAGGVKQANHDVIA 219
NTDB id 1042 H0N27 RS01930 WP 000472273.1 ALTQEKRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY...... 211
NTDB id 1071 ABD1 RS15375 WP 000472269.1 ALTQENRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY...... 211
consensus !*!*****!!*!!!!!!!*!!!!!!*!!!!*!!!!!!**!***!!!!******
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