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NTDB id 134032 QR42 RS05460 WP 039177790.1 MKYQRLVMIFSFLLLLSACSQAPLKGKIEKVGLLVPDTINDQVWGTKGYKGLLSIQSTFGVDVYYKEGMVDKEKIVDAIEEFHKK 85
NTDB id 94 BSU 11300 NP 389012.2 .MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIEDFHKR 84
consensus * !!!!!!! !!!!!*! ! ! !!!!!!!!*! !!!!!! !!!!!!!!!!! !!! * !!!!!!!!* ! !* !!!*!!!*
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NTDB id 134032 QR42 RS05460 WP 039177790.1 GVNLIIGHGNEYSEIFNLISEDYPNIQFITVNGNKPQADNVTNVTFKGEAMGFFGGMTAAHMSKTKKIGILATYDWQSEVDGFIK 170
NTDB id 94 BSU 11300 NP 389012.2 GVNLLYGHGSEYAEVFNLVGEDYPDMEFVISN.AKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFTWQPEVDGFIK 168
consensus !!!!* !!! !! !*!!!* !!!! * !* !* !* !!!!! !*! !!!!!!!!!!!!!!!!!! *!**!** !!*!!!!!!!
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VPVI EQQIKAKDGNLSYAIGYVTDQSDNLGESHNTVLTSTVQHNV
NTDB id 134032 QR42 RS05460 WP 039177790.1 GAKYQDEHVQVLAEFVENWDDADKAVELYQKLKKQGVDVVYPAGDGYNIPVIEQIKADNLSAIGYVTDQSNLGSHTVLTSTVQHV 255
NTDB id 94 BSU 11300 NP 389012.2 GAKYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDLGENTVLTSTVQNV 253
consensus !!!! *** ! * **!!! !! !!!!*! ! !!!!!!!!!!!*!!! !!! ! ! !!!!!!!!! !! *!!!!!!!!*!

logo DKAYES I IAEKKQFNEKGKTLENEGQGDQHYSYFYDFLKNETGVI
VEMGKTFSPTLTI

VDDQADFQVKQDRIAEKSDL IAKSTYKNKTGEKLPKNENEK
NTDB id 134032 QR42 RS05460 WP 039177790.1 DKAYSIIAKKFNEGKLNEQGQYSFDFKEGVIEMGKFSTTIDDAFVKDIESDIASYKKTGKLPNEK 320
NTDB id 94 BSU 11300 NP 389012.2 DKAYEIIAEQFNKGTLEG.GDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus !!!! !!! !! ! ! *! * *! !!*!!! !!* *! ! ! ! *! !!! !!
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