
logo

MFSAVTEDGQM
VFHL ILGARQQSNREQKLKQRRTRFFCPVCAGEGELADVKLGLSQKAPHFAHKQNKSCATIDI EPESAYHLEGKRQLYVWLK

NTDB id 964988 NSU16 RS06210 WP 339192309.1 MFSAVTEDGQVFHLIGRQSREKLKQTRFFCPVCAEELDVKLGSQKAPHFAHKQNKSCTIDIEPESAYHLEGKRQLYVWLK 80
NTDB id 123 BSU 11530 NP 389035.1 ..........MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLYVWLK 70
consensus ***********!!!*! ! !!! !!!!!!!* !! !!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!
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MIPQRWI LMGGYSRLKRTASSSFYQLSATF
NTDB id 964988 NSU16 RS06210 WP 339192309.1 TQKASPLLEPYVKEIKQRPDILAKVKGNTLAVEYQCATLPPDVFQKRTAGFKQAGMIPRWILGGSRLKRTSSSFYQLSAF 160
NTDB id 123 BSU 11530 NP 389035.1 TQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQLSTF 150
consensus !!*!!!*!!!!** ! !!!!**!**! * !!!!!!!!!**!!!!!!!! !!!! !*!! !!*! !!!!!! !!!!!!! !

logo HWQF INATSPQNYRSENL ILCYCPEKRTHRSFLRLSHI
MIPFYTNTHFSYCSSVQTIP I
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RAAGAEGDNLFFTEPSDKPSSFIKQHYSTDGWTGKAIHLRFRHRKPTH

NTDB id 964988 NSU16 RS06210 WP 339192309.1 HWQFINTSQNSNLLCYCPKTHSFLRLSHMIPFYTTHFYCSVQTIPVRQAAAENLFFTESDSSFKHTDWTGAILRFRRKTH 240
NTDB id 123 BSU 11530 NP 389035.1 HWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFRHKPH 230
consensus !!!!!! !* !*!!!! *!!!!!!!*!!!!! ! !*!!!!!!** !*! !!!!!* *! ** !! !!*!!!*!*!

logo RFLNSKDE I
TNRLRLLFYEKRQTPFLSFLPTEVFVPVQRKGAVFKSPVFVWQGFYLYLF IMTDLGGYKHRAP IRFSAI

VLQHQCKLHIHKNK
NTDB id 964988 NSU16 RS06210 WP 339192309.1 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 964988 NSU16 RS06210 WP 339192309.1 NILLRGEYSDQGLSEAVKQYIEFLCKKGFLRETQKEVYVLNQPAKRSQSLQDLIEKDRSCFIE 383
NTDB id 123 BSU 11530 NP 389035.1 NIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !! !! !*!* *!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!! *!*!!!!!*!!!!!!!
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