
logo MKENPSFLKEQI ITYLGNKRALLGSFLNKNGFKVAKKELGKDKFSFCDI FSGSGVVSRFAKAHSNYI LANDLEDNYSKL INEKC
NTDB id 96154 AR446 RS07035 WP 002777944.1 MKENPSFLKEQIITYLGNKRALLGFLNKGFKVAKKELGKDKFSFCDIFSGSGVVSRFAKAHSNYILANDLENYSKLINKC 80
NTDB id 1222 CJJ81176 RS01050 WP 002854420.1 MKENPSFLKEQIITYLGNKRALLSFLNNGFKVAKKELGKDKFSFCDIFSGSGVVSRFAKAHSNYILANDLEDYSKLINEC 80
consensus !!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !

logo YLASNKDKDNLLTEQLNI
LKHKYHYKI

NL ITQNLDEFQAKGF I SELYAPKDNDEADCDIKQKDNERVFYTFLKNALYLDTI
LRQKI EKNE IPEKELKRHFF IA

NTDB id 96154 AR446 RS07035 WP 002777944.1 YLSNKDKNLTELLKHYHKILTQNLEFQAGFISELYAPKNEACIQKDERVFYTLKNALYLDTLRQKIEKEIPEELKHFFIA 160
NTDB id 1222 CJJ81176 RS01050 WP 002854420.1 YLANKDKDLLQNIKKYYKNLIQNLDFQKGFISELYAPKDDDDIKKNERVFYTFKNALYLDTIRQKIENEIPKELRHFFIA 160
consensus !! !!!! ! *!*!*! ! !!!*!! !!!!!!!!!! * *! ! !!!!!! !!!!!!!!*!!!!! !!! !!*!!!!!

logo PL IYEASVHSNTSGVFKGFYKGKRDGI
VGKFGGEAGQNALKR IKGDE I ELKI

MP I FSNFSCEFEVMVQKDANLMLAKELDEFNFIDVAVYL
NTDB id 96154 AR446 RS07035 WP 002777944.1 PLIYEASVHSNTSGVFKGFYKGRDGVGKFGGEAQNALKRIKGDIELKMPIFSNFSCEFEVVQKDANLLAKELENIDVAYL 240
NTDB id 1222 CJJ81176 RS01050 WP 002854420.1 PLIYEASVHSNTSGVFKGFYKGKDGIGKFGGEGQNALKRIKGEIELKIPIFSNFSCEFEVMQKDANMLAKELDFFDVVYL 240
consensus !!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!*!!!!!!!!!*!!!!*!!!!!!!!!!!!*!!!!!*!!!!!* !! !!

logo DPPYNQHPYSSNYFMLNL IANYKQKRPDEE I SKI SG IPKRDWNRS ITFNKESKFQAEQDALFEL INDLKAKR I
V I LLSYNCEGFVKKE I

KF
NTDB id 96154 AR446 RS07035 WP 002777944.1 DPPYNQHPYSSNYFMLNLIANYQRPDEISKISGIPRDWNRSIFNKEKQAEDALFELINDLKAKIILLSYNCEGFVKKEKF 320
NTDB id 1222 CJJ81176 RS01050 WP 002854420.1 DPPYNQHPYSSNYFMLNLIANYKKPEEISKISGIPKDWNRSTFNKSKFAQDALFELINDLKARVILLSYNCEGFVKKEIF 320
consensus !!!!!!!!!!!!!!!!!!!!!! *!*!!!!!!!!!*!!!!! !!! ! ! !!!!!!!!!!!!**!!!!!!!!!!!!!! !

logo LKRLQSSTLGKCQRI LEQKYNPTFRASRNLKNRNS IHI
LHEQLYI LKVKKNYL IY

NTDB id 96154 AR446 RS07035 WP 002777944.1 LKRLQSLGKCQILEQKYPTFRASRNLKNRSIHIHEQLYILKKKYLIY 367
NTDB id 1222 CJJ81176 RS01050 WP 002854420.1 LKRLSTLGKCRILEQKYNTFRASRNLKNRNIHLHEQLYILVKN.... 363
consensus !!!! *!!!! !!!!!!*!!!!!!!!!!! !!*!!!!!!! ! ****
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