
logo MITRLVMI FSVLLLLSGCGQTPFKGKI EKVGMLFPDTINDLVWGTKGYKGLLNS IQSAKYNVDVYYKEGVKTDEEDI ILNAI EDFYHKRG
NTDB id 241219 BaGK RS06470 WP 010788227.1 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLSIQSAYNVDVYYKEGVKTDEDILNAIEDYHKRG 85
NTDB id 94 BSU 11300 NP 389012.2 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIEDFHKRG 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!*!!!*!!!!!*!!!!

logo

I
VNLLFYGHGSEYAEEMVFNLVGSEDYPDMEFVI SNAEKASKADNVTSVHFLNSGEAMGFFGGMTAAHMSKTNQI

VGVIASFKTWQPEVDGF IKGA
NTDB id 241219 BaGK RS06470 WP 010788227.1 INLLFGHGSEYEEMFNLVSEDYPDMEFVISNAESKADNVTSVHLNGEAMGFFGGMTAAHMSKTNQIGVIASFKWQPEVDGFIKGA 170
NTDB id 94 BSU 11300 NP 389012.2 VNLLYGHGSEYAEVFNLVGEDYPDMEFVISNAKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFTWQPEVDGFIKGA 170
consensus *!!!*!!!!!! !*!!!! !!!!!!!!!!!!! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!!!!!! !!!!!!!!!!!!

logo KYENPDI ETI
VNTKYTDHWDDDTTAVKLYEQKI

MKENEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDLGENTVLTSTVQNVDK
NTDB id 241219 BaGK RS06470 WP 010788227.1 KYENPDITINTKYTDHWDDDTTAVKLYEKIKEEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDLGENTVLTSTVQNVDK 255
NTDB id 94 BSU 11300 NP 389012.2 KYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDLGENTVLTSTVQNVDK 255
consensus !!!!!!! *!!!!!!!!!!!!!!!!!! !*! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AYEGI IAEQFYNSKNGI
TLEGSGDHYFYDFLKNDTGHVVEMGTFSPLVDKQADFQDQKRIAAKL IKTYNKRTDGELPKKNE

NTDB id 241219 BaGK RS06470 WP 010788227.1 AYGIIAEQYSNGILESGDHYFDFKDHVVEMGTFSPLVDKAFQDKIAALIKTYNRTDELPKKE 317
NTDB id 94 BSU 11300 NP 389012.2 AYEIIAEQFNKGTLEGGDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus !! !!!!!* ! !! !!!!*! *!!!!!!!!!!!! !! *!! !!!!!!*! !!!! !

X non conserved
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X ≥ 50% conserved


