
logo

MFSAVTEDGQM
VFHL ILGARQQSNREQKLKQRRTRFFCPVCAGEGELADVKLGLSQKAPHFAHKQNKSCATIDI EPESAYHLEGKRQLYVWLK

NTDB id 965833 NST56 RS06365 WP 339180766.1 MFSAVTEDGQVFHLIGRQSREKLKQTRFFCPVCAEELDVKLGSQKAPHFAHKQNKSCTIDIEPESAYHLEGKRQLYVWLK 80
NTDB id 123 BSU 11530 NP 389035.1 ..........MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLYVWLK 70
consensus ***********!!!*! ! !!! !!!!!!!* !! !!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo TQKRASP I
LLEPYI

VRETIKNQRPDI
V
L
MAKRI

VKEGHNMTLAVEYQCATI
L
A
PPDVFQKRTAEGFKQAEGI

MIPQRWI LMGGYNSRLKRTASSSFYQLSATF
NTDB id 965833 NST56 RS06365 WP 339180766.1 TQKASPLLEPYVREIKQRPDILAKVKGNTLAVEYQCATLPPDVFQKRTAGFKQAGMIPRWILGGNRLKRTSSSFYQLSAF 160
NTDB id 123 BSU 11530 NP 389035.1 TQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQLSTF 150
consensus !!*!!!*!!!!*! ! !!!!**!**! * !!!!!!!!!**!!!!!!!! !!!! !*!! !!*! !!!!! !!!!!!! !

logo HWQF INATSPQNYRSDEL ILCYCPEKRTHRSFLRLSHI IPFYTNTHFSYCSSVQTIP I
V
H
R
Q
RAAGAEGDLFFTEPSDKPSSFIKQHYSTDGWTGKAIHLRFRHRKPTH

NTDB id 965833 NST56 RS06365 WP 339180766.1 HWQFINTSQNSDLLCYCPKTHSFLRLSHIIPFYTTHFYCSVQTIPVRQAAAEDLFFTESDSSFKHTDWTGAILRFRRKTH 240
NTDB id 123 BSU 11530 NP 389035.1 HWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFRHKPH 230
consensus !!!!!! !* *!*!!!! *!!!!!!!!!!!!! ! !*!!!!!!** !*! !!!!!!* *! ** !! !!*!!!*!*!

logo RFLNSKDE I
TNRLRLLFYEKRQTPFLSFLPTEVFVPVQRKGAVFKSPVFVWQGFYLYLF IMTDLGGYKHRAP IRFSAI

VLQHQCKLHIHKNK
NTDB id 965833 NST56 RS06365 WP 339180766.1 RFLSKDINRLRLLFYEKRQTPLSFLPTEVFVPVQKGAVFKSPVFVWQGYLYLFITDLGYKHAPIRFSAILQHCKLHIHKK 320
NTDB id 123 BSU 11530 NP 389035.1 RFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLHIHNK 310
consensus !! !!* !!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!!!!!!!!!*!!!!*!!!! !*!!!!!!!*!!*!!!!!! !

logo NIALLRGSECYSDEEQCGLSEAVKQYIDEFLCKKGFLRETQKEVYVLNQPAGKGR I
S
H
QSLMQDL I EKRDRSCF I E

NTDB id 965833 NST56 RS06365 WP 339180766.1 NILLRGEYSDQGLSEAVKQYIEFLCKKGFLRETQKEVYVLNQPAKRSQSLQDLIEKDRSCFIE 383
NTDB id 123 BSU 11530 NP 389035.1 NIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !! !! !*!* *!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!! *!*!!!!!*!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


