
logo MITRLVMI FSVLLLLSGCGQTPFKGKI EKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTDEEDI INAIDED
NTDB id 320846 D9779 RS06995 WP 121642312.1 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTDEDIINAIDD 80
NTDB id 94 BSU 11300 NP 389012.2 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIED 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!

logo FHKRGVNLLYGHGSEYAEVFNLVGSEDYPDMEFVI SNAKAKAGDNVTSVHFSGEAMGFFGGMTAAHLMSKTNQVGVIASFTWQ
NTDB id 320846 D9779 RS06995 WP 121642312.1 FHKRGVNLLYGHGSEYAEVFNLVSEDYPDMEFVISNAKAKGDNVTSVHFSGEAMGFFGGMTAAHLSKTNQVGVIASFTWQ 160
NTDB id 94 BSU 11300 NP 389012.2 FHKRGVNLLYGHGSEYAEVFNLVGEDYPDMEFVISNAKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFTWQ 160
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!

logo PEVDGF IKGAKYENPDNI EVNTKYTADHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDEL
NTDB id 320846 D9779 RS06995 WP 121642312.1 PEVDGFIKGAKYENPNIEVNTKYTAHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSEL 240
NTDB id 94 BSU 11300 NP 389012.2 PEVDGFIKGAKYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDL 240
consensus !!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo GENTVLTSTVQNVDKAYE I IAEQFDNKGSTLEGGDHYYDLKNTGVVEMGTFSPLVDKQDFQQRIADKL IKTYNKTGELPKNE
NTDB id 320846 D9779 RS06995 WP 121642312.1 GENTVLTSTVQNVDKAYEIIAEQFDKGSLEGGDHYYDLKTGVVEMGTFSPLVDKDFQQRIDKLIKTYNKTGELPKNE 317
NTDB id 94 BSU 11300 NP 389012.2 GENTVLTSTVQNVDKAYEIIAEQFNKGTLEGGDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus !!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!!!!!! !!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!
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