
logo MITRLVMI
TFSVLLLLSGCAGQTPFKGKI EKVGMLFPDTINSDLVWGTKGYKGLLANIQSEKFYNVDVYYKEGNI

V
K
R
S
T
D
EEDI ILKNAIDED

NTDB id 244754 CK238 RS05935 WP 014417407.1 MITRLVMTFSVLLLLSGCAQTPFKGKIEKVGMLFPDTISDLVWGTKGYKGLLAIQSEFNVDVYYKENIRSDEDILKAIDD 80
NTDB id 94 BSU 11300 NP 389012.2 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIED 80
consensus !!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!! *!!!!!!!! ****!!!* !!*!

logo FHKKRGVNLLYGHGNSEYAEE I
VFNLMI

V
G
S
E
KDYPDMEFVI

V
A
SNAGKTAKASDNVTSVHFLMSGEAMGFFGGMTAAHMSKNTNEQVGVIASFLTWQ

NTDB id 244754 CK238 RS05935 WP 014417407.1 FHKKGVNLLYGHGNEYEEIFNMISKDYPDMEFVVANGTAKSDNVTSVHLMGEAMGFFGGMTAAHMSKNNEVGVIASFLWQ 160
NTDB id 94 BSU 11300 NP 389012.2 FHKRGVNLLYGHGSEYAEVFNLVGEDYPDMEFVISNAKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFTWQ 160
consensus !!!*!!!!!!!!! !! !*!!** !!!!!!!!* !* !! !!!!!!! !!!!!!!!!!!!!!!!! ! !!!!!!! !!

logo PEVDGF IKGAKYEKNPDI ETVNTEKFYTDHWDDNDGNTETALVHKLYEQKLMKANEGATDVVYPAGDGYNVPVIQQIKKDGLYAIGYVATDEQSDNL
NTDB id 244754 CK238 RS05935 WP 014417407.1 PEVDGFIKGAKYEKPDITVNTEFTDHWDNGNEALHLYEKLKAEGTDVVYPAGDGYNVPVIQQIKKDGLYAIGYVAEQSNL 240
NTDB id 94 BSU 11300 NP 389012.2 PEVDGFIKGAKYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDL 240
consensus !!!!!!!!!!!!! !!! !!! *!!!!! !**!! !*! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!! !

logo GEKNTVLTSTVQNVDKAYETI
L IAEQFYNKGTLEKGSGDHNYFYDFLNRETGVVEMGTFSPLVDKQADFQDQKRIASDKL IVKTYNKRTGNELPKSNE

NTDB id 244754 CK238 RS05935 WP 014417407.1 GKNTVLTSTVQNVDKAYTLIAEQYNKGTLKSGDHNFDFREGVVEMGTFSPLVDKAFQDKISDLVKTYNRTNELPSNE 317
NTDB id 94 BSU 11300 NP 389012.2 GENTVLTSTVQNVDKAYEIIAEQFNKGTLEGGDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus ! !!!!!!!!!!!!!!! *!!!!*!!!!! !!! *! !!!!!!!!!!!!! !! *! !*!!!!*! !!! !!
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