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NTDB id 1147067 CKW02 RS05635 WP 003211430.1 MKYQRLVMIFSFLLLLSACSQAPLKGQIEKVGLLVPDTINDQVWGTKGYKGLLNIQSTFGVDVYYKEGMVDKEKIVDAIE 80
NTDB id 94 BSU 11300 NP 389012.2 .MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIE 79
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NTDB id 1147067 CKW02 RS05635 WP 003211430.1 EFHKKGVNLIIGHGSEYSEIFNIISEDYPKTQFITVNGNKPQADNVANVTFKGEAMGFFGGMTAAHMSKSKKIGILATYD 160
NTDB id 94 BSU 11300 NP 389012.2 DFHKRGVNLLYGHGSEYAEVFNLVGEDYPDMEFVISN.AKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFT 158
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NTDB id 1147067 CKW02 RS05635 WP 003211430.1 WQSEVDGFIKGAKYQDEHVQVLAEFVENWDDADKAVELYQKLKKQGVDVVYPAGDGYNIPVIEQIKADNLSAIGYVTDQS 240
NTDB id 94 BSU 11300 NP 389012.2 WQPEVDGFIKGAKYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQS 238
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NTDB id 1147067 CKW02 RS05635 WP 003211430.1 NLGSHTVLTSTVQHVDKAYSIIAKKFNEGKLNAQGEYSFDFKEGVIEMGKFSSTIDRAFLKDIESDIASYKKTGKLPNEK 320
NTDB id 94 BSU 11300 NP 389012.2 DLGENTVLTSTVQNVDKAYEIIAEQFNKGTLEGG.DHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
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