
logo MITRLVMI FSVLLLLSGCGTQTPFKGKI EKVGMLFPDTINSDLVWGTKGYKGLLANIQSEKFYNVDVYYKEGNI
V
K
R
S
T
D
EEDI ILKNAIDEDFHKKRG

NTDB id 116694 AW02 RS05880 WP 003155063.1 MITRLVMIFSVLLLLSGCTQTPFKGKIEKVGMLFPDTISDLVWGTKGYKGLLAIQSEFNVDVYYKENIRSDEDILKAIDDFHKKG 85
NTDB id 94 BSU 11300 NP 389012.2 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIEDFHKRG 85
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!! *!!!!!!!! ****!!!* !!*!!!!*!

logo VNLLYGHGNSEYAEE I
VFNLMI

V
G
S
E
KDYPDMEFVI

V
A
SNAGKTAKASDNVTSVHFLMSGEAMGFFGGMTAAHMSKTNEQVGVIASFLTWQPEVDGF IKGA

NTDB id 116694 AW02 RS05880 WP 003155063.1 VNLLYGHGNEYEEIFNMISKDYPDMEFVVANGTAKSDNVTSVHLMGEAMGFFGGMTAAHMSKTNEVGVIASFLWQPEVDGFIKGA 170
NTDB id 94 BSU 11300 NP 389012.2 VNLLYGHGSEYAEVFNLVGEDYPDMEFVISNAKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFTWQPEVDGFIKGA 170
consensus !!!!!!!! !! !*!!** !!!!!!!!* !* !! !!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!

logo KYEKNPDI ETVNTEKFYTDHWDDNDGNTETALVHKLYEQKLMKANEGATDVVYPAGDGYNVPVIQQIKKDGLYAIGYVATDEQSDNLGEKNTVLTSTVQNVDK
NTDB id 116694 AW02 RS05880 WP 003155063.1 KYEKPDITVNTEFTDHWDNGNEALHLYEKLKAEGTDVVYPAGDGYNVPVIQQIKKDGLYAIGYVAEQSNLGKNTVLTSTVQNVDK 255
NTDB id 94 BSU 11300 NP 389012.2 KYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDLGENTVLTSTVQNVDK 255
consensus !!! !!! !!! *!!!!! !**!! !*! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!! !! !!!!!!!!!!!!!

logo AYETI
L IAEQFYNKGTLEKGSGDHDYFYDFLNRETGVVEMGTFSPLVDKQADFQDQKRIASDKL IVKTYNKQTGNELPKSNE

NTDB id 116694 AW02 RS05880 WP 003155063.1 AYTLIAEQYNKGTLKSGDHDFDFREGVVEMGTFSPLVDKAFQDKISDLVKTYNQTNELPSNE 317
NTDB id 94 BSU 11300 NP 389012.2 AYEIIAEQFNKGTLEGGDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus !! *!!!!*!!!!! !!! *! !!!!!!!!!!!!! !! *! !*!!!! ! !!! !!
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