
logo MFKLFLSNNPQAYLRFLLFDQHLFLTSAPCDLLCE IGATKRQEYKFYGSVLCKNECWDEDQMLPWLKQTI EQRNQDQQSVFLVACHYQAYP INR I IQQFKYEQKLHHYQ
NTDB id 386465 F2A31 RS01855 WP 150027621.1 MFKLLSNQALRFLDHFTACDLCEIGAKQYFGVCKNCWDDMPWLKQTIERNQQQVFVACHYQYPINRIIQQFKYEQKLHHQ 80
NTDB id 1042 H0N27 RS01930 WP 000472273.1 MFKFLNPQY..LFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQ 78
NTDB id 1071 ABD1 RS15375 WP 000472269.1 MFKFLNPQY..LFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQ 78
consensus !!!*!**!* *******!*!!!!!*******!!*!!***!!!!!!!*!!*!*!*!!!!!*!!!!!!!!!!!!!!!!!*!

logo

R
TLLSAGE I

VLQQVLRKLFPKVQAIVPMP I STKDQRLVTERGFNQSLLLAQNGLLAGSQKTQFLNKIPVWQPVRQRLANQEHSQKGLSRLERLFDENI EHQQF IV
NTDB id 386465 F2A31 RS01855 WP 150027621.1 RLLSGILQQVRLPKVQAIVPMPISTDRLVERGFNQSLLLAQGLAQTFNIPVWQPVRRLAQHSQKGLSRLERLDNIEHQFI 160
NTDB id 1042 H0N27 RS01930 WP 000472273.1 TLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFV 158
NTDB id 1071 ABD1 RS15375 WP 000472269.1 TLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFV 158
consensus *!!***!!!***!!!!!!!!!!!!**!!*!!!!!!!!!!!**!*****!!!!!!!*!!**!!!!!!!!!!!**!!!*!!*

logo AHLPTPQNENKI
RRYRKRVL IVIDDVITTGSS IDHALSQSALRKQLGCQTQS IYHAVSCLAAGAGSVSKTDSSYPLSSVA

NTDB id 386465 F2A31 RS01855 WP 150027621.1 AHPPNKIRYRKVLIVDDVITTGSSIDALSQSLRQLGCQQIYAVCLAAGGVKDSPLSSVA 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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