
logo MI
L
P
S I LF IVFLGL I LGSFYYTAGCR IPLHLMS I IANPRSASCPSFCRRTLTPAEL IP I

VLSFALFLLQKGKCKSCGHQKRI
LSFLMYPAAELSVTA

NTDB id 1090331 ABFT42 RS14030 WP 413286449.1 MIPILFVLGLILGSFYYTAGCRIPLHMSIINPRSACSFCRRTLTPAELIPVLSFALLKGKCKSCGQKLSLMYPAAELSTA 80
NTDB id 103 BSU 28070 NP 390685.2 MLSILFIFGLILGSFYYTAGCRIPLHLSIIAPRSSCPFCRRTLTPAELIPILSFLFQKGKCKSCGHRISFMYPAAELVTA 80
consensus !**!!!* !!!!!!!!!!!!!!!!!!*!!! !!! !*!!!!!!!!!!!!!*!!! !!!!!!!!***! !!!!!!! !!

logo CLFAAAGFIRFGI
LSLWELFIPVALVLVF ILSLL I IVASVTDIHFML IPNR I L ILFFLPFLAAAGR I

L I SPLDYSWYAEGFL ILGAAAGFLFLLAFVI
NTDB id 1090331 ABFT42 RS14030 WP 413286449.1 CLFAAAGFRFGLSWELIVALLFLSLLIIVSVTDIHFMLIPNRILLFFLPFLAAGRIISPLYSWYEGFIGAAAGFLLLAFI 160
NTDB id 103 BSU 28070 NP 390685.2 CLFAAAGIRFGISLELFPAVVFISLLIIVAVTDIHFMLIPNRILIFFLPFLAAARLISPLDSWYAGLLGAAAGFLFLAVI 160
consensus !!!!!!! !!!*! !! *!**!*!!!!!! !!!!!!!!!!!!!!*!!!!!!!!*!*!!!! !!! ! *!!!!!!! !! !

logo AAVITHGGI
VGGGDIKLFLAVIGFLVLGVKMLAAIAFFFSVL IGALYGATAAVLFTGRLAGKRKRQP I

LPFAPAIAAGS I FLAYLYGDS I I S
NTDB id 1090331 ABFT42 RS14030 WP 413286449.1 AVITHGGIGGGDIKLLAVIGLVLGVKMLAIAFFFSVLIGALYGTAAVLFGRLGRKQPIPFAPAIAAGSIFAYLYGDSIIS 240
NTDB id 103 BSU 28070 NP 390685.2 AAITHGGVGGGDIKLFAVIGFVLGVKMLAAAFFFSVLIGALYGAAAVLTGRLAKRQPLPFAPAIAAGSILAYLYGDSIIS 240
consensus ! !!!!!*!!!!!!! !!!! !!!!!!!! !!!!!!!!!!!!! !!!! !!!***!!*!!!!!!!!!!! !!!!!!!!!!

logo FYI
VKMALG

NTDB id 1090331 ABFT42 RS14030 WP 413286449.1 FYVKMALG 248
NTDB id 103 BSU 28070 NP 390685.2 FYIKMALG 248
consensus !!*!!!!!
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