
logo MITRLVMI FSVLLLLSGCGQTPFKGKI EKVGMLFPDTINDLVWGTKGYKGLLNS IQSAKYNVDVYYKEGVKTDEEDI ILNAI ED
NTDB id 1074657 ACCH06 RS06165 WP 010788227.1 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLSIQSAYNVDVYYKEGVKTDEDILNAIED 80
NTDB id 94 BSU 11300 NP 389012.2 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIED 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!*!!!*!!!!!

logo

F
YHKRGI

VNLLFYGHGSEYAEEMVFNLVGSEDYPDMEFVI SNAEKASKADNVTSVHFLNSGEAMGFFGGMTAAHMSKTNQI
VGVIASFKTWQ

NTDB id 1074657 ACCH06 RS06165 WP 010788227.1 YHKRGINLLFGHGSEYEEMFNLVSEDYPDMEFVISNAESKADNVTSVHLNGEAMGFFGGMTAAHMSKTNQIGVIASFKWQ 160
NTDB id 94 BSU 11300 NP 389012.2 FHKRGVNLLYGHGSEYAEVFNLVGEDYPDMEFVISNAKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFTWQ 160
consensus *!!!!*!!!*!!!!!! !*!!!! !!!!!!!!!!!!! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!!!!!! !!

logo PEVDGF IKGAKYENPDI ETI
VNTKYTDHWDDDTTAVKLYEQKI

MKENEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDL
NTDB id 1074657 ACCH06 RS06165 WP 010788227.1 PEVDGFIKGAKYENPDITINTKYTDHWDDDTTAVKLYEKIKEEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDL 240
NTDB id 94 BSU 11300 NP 389012.2 PEVDGFIKGAKYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDL 240
consensus !!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!! !*! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GENTVLTSTVQNVDKAYEGI IAEQFYNSKNGI
TLEGSGDHYFYDFLKNDTGHVVEMGTFSPLVDKQADFQDQKRIAAKL IKTYNKRTDGELPKKNE

NTDB id 1074657 ACCH06 RS06165 WP 010788227.1 GENTVLTSTVQNVDKAYGIIAEQYSNGILESGDHYFDFKDHVVEMGTFSPLVDKAFQDKIAALIKTYNRTDELPKKE 317
NTDB id 94 BSU 11300 NP 389012.2 GENTVLTSTVQNVDKAYEIIAEQFNKGTLEGGDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus !!!!!!!!!!!!!!!!! !!!!!* ! !! !!!!*! *!!!!!!!!!!!! !! *!! !!!!!!*! !!!! !
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