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NTDB id 274633 C5Y82 RS05420 WP 119124686.1 MKYQRLVMIFSFLLLLSACSQAPLKGQIEKVGLLVPDTINDQVWGTKGYKGLLNIQSTFGVDVYYKEGMVDKEKIVDAIE 80
NTDB id 94 BSU 11300 NP 389012.2 .MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIE 79
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NTDB id 274633 C5Y82 RS05420 WP 119124686.1 EFHKKGVNLIIGHGSEYSEIFNLISEDYPKTQFITVNGNKPQADNVVNVTFKGEAMGFFGGMTAAHMSKTKKIGILATYD 160
NTDB id 94 BSU 11300 NP 389012.2 DFHKRGVNLLYGHGSEYAEVFNLVGEDYPDMEFVISN.AKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFT 158
consensus *!!!*!!!!* !!!!!! !*!!!* !!!! !* !* !* !!!! !*! !!!!!!!!!!!!!!!!!! *!**!**
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VPVI EQQIKAKDGSLSYAIGYVTDQS
NTDB id 274633 C5Y82 RS05420 WP 119124686.1 WQSEVDGFIKGAKYQDEHVQVLAEFVENWDDADKAVELYQKLKKQGVDVVYPAGDGYNIPVIEQIKADSLSAIGYVTDQS 240
NTDB id 94 BSU 11300 NP 389012.2 WQPEVDGFIKGAKYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQS 238
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NLGESHNTVLTSTVQHNVDKAYES I IAEKKQFNEKGKTLENEGQGDEHYSYFYDFLKNETGVI

VEMGKTFSPSLTI
VDQRADFLQKQDRIAEKSDL IAKTYKNKTGEKLPKNENEK

NTDB id 274633 C5Y82 RS05420 WP 119124686.1 NLGSHTVLTSTVQHVDKAYSIIAKKFNEGKLNEQGEYSFDFKEGVIEMGKFSSTIDRAFLKDIESDIATYKKTGKLPNEK 320
NTDB id 94 BSU 11300 NP 389012.2 DLGENTVLTSTVQNVDKAYEIIAEQFNKGTLEG.GDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus !! *!!!!!!!!*!!!!! !!! !! ! ! *!** *! !!*!!! !!* *! ! ! ! !! !!! !!
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