
logo

MFSAVTKDGQMF
VHLLGAQQRNSQKLKQRRRFFCPAVCGGELADVKLGLQKAPHFAHKQNKSCAS IDI EPESAYHLEGKRQLYVWLK

NTDB id 1090831 ACL6ER RS05350 WP 268331689.1 MFSAVTKDGQMVHLLGAQRSQKLKQRRFFCPACGGELDVKLGLQKAPHFAHKQNKSCSIDIEPESAYHLEGKRQLYVWLK 80
NTDB id 123 BSU 11530 NP 389035.1 ..........MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLYVWLK 70
consensus **********! !!!!!! !!!! !!!!!! !!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo TQQRASP I
LLEPYIKRKTINQRPDI

VMAKRFIKERHMLAVEYQCANTI
LAPDVFQKRTEGFKQEGI IPQWIMVGNYSRLKRTAPSSFYQLSATF

NTDB id 1090831 ACL6ER RS05350 WP 268331689.1 TQQASPLLEPYIKKINQRPDIMAKFKRHMLAVEYQCANLAPDVFQKRTEGFKQEGIIPQWIVGNSRLKRTAPSFYQLSAF 160
NTDB id 123 BSU 11530 NP 389035.1 TQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQLSTF 150
consensus !! !!!*!!!!!* !!!!!!*!!* ! !!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!*!!!!!! !

logo HWQF INASPYREL ICYCPERTRSFLRRLSHI IPFYTNHSYSSVQMTIP IHRAGAGKDLFFTEPKML
PSFIQYSGWTKNAIHRFRHKPH

NTDB id 1090831 ACL6ER RS05350 WP 268331689.1 HWQFINASPYRELICYCPETRSFRRLSHIIPFYTNHSYSSVQMIPIHRAGAKDLFFTEPMLSFQYSGWTNAIHRFRHKPH 240
NTDB id 123 BSU 11530 NP 389035.1 HWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFRHKPH 230
consensus !!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!!! *! !!!!!! !!!!!!!!!!

logo RF INSKETNRLRLLFYEKRQTPFLSFLPTEVFVPVI
RKGAVFHKSPVFVWQGFLYLF IMTDLGGYKGRAP IRFSAVLQQCKLHIHYKNK

NTDB id 1090831 ACL6ER RS05350 WP 268331689.1 RFISKETNRLRLLFYEKRQTPLSFLPTEVFVPVIKGAVFHSPVFVWQGFLYLFITDLGYKGAPIRFSAVLQQCKLHIYKK 320
NTDB id 123 BSU 11530 NP 389035.1 RFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLHIHNK 310
consensus !! !!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!*!!!!!!!!!!!!!*!!!! ! !!!!!!!!!!!!!!!!* !

logo NIASLRSYECSEDECLSEAVKQYIDFLCKKGFLRETQKE I
VYVLNQPAKEGGIHRS IMQDL IMERDRSCF I E

NTDB id 1090831 ACL6ER RS05350 WP 268331689.1 NISLRYECSEDCLSEAVKQYIDFLCKKGFLRETQKEIYVLNQPKEGIRSIQDLMERDRSCFIE 383
NTDB id 123 BSU 11530 NP 389035.1 NIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !! !! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!*!*!!!*!!!!!!!!!

X non conserved
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