
logo

MFSAVTEDGQMF
VHLLGAQQRNSQKLKQRRRFFCPAVCGGELADVKLGLQKAPHFAHKQNKSCAS IDYI EPESAYHLEGKRQLYVWLK

NTDB id 292720 DKG76 RS06530 WP 003239275.1 MFSAVTEDGQMVHLLGAQRSQKLKQRRFFCPACGGELDVKLGLQKAPHFAHKQNKSCSIYIEPESAYHLEGKRQLYVWLK 80
NTDB id 123 BSU 11530 NP 389035.1 ..........MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLYVWLK 70
consensus **********! !!!!!! !!!! !!!!!! !!!!! !!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!

logo TQQRASP I
LLEPYIKRKTINQRPDI

VMAKRFIKERHMLAVEYQCANTI
LAPDVFQKRTEGFKQEGI IPQWIMVGNYSRLKRTAPSSFYQLSATF

NTDB id 292720 DKG76 RS06530 WP 003239275.1 TQQASPLLEPYIKKINQRPDIMAKFKRHMLAVEYQCANLAPDVFQKRTEGFKQEGIIPQWIVGNSRLKRTAPSFYQLSAF 160
NTDB id 123 BSU 11530 NP 389035.1 TQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQLSTF 150
consensus !! !!!*!!!!!* !!!!!!*!!* ! !!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!*!!!!!! !

logo HWQF INASPYREL ICYCPERTRSFLRRLSHI IPFYTNHSYSSVQTIP IHRAGAVGKDLFFTEPKMPSFIQYSGWTKAIHRFRHKPH
NTDB id 292720 DKG76 RS06530 WP 003239275.1 HWQFINASPYRELICYCPETRSFRRLSHIIPFYTNHSYSSVQTIPIHRAGVKDLFFTEPMPSFQYSGWTKAIHRFRHKPH 240
NTDB id 123 BSU 11530 NP 389035.1 HWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFRHKPH 230
consensus !!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !! !!!!!!!!!!!!!!!!!

logo RF INSKETNRLRLLFYEKRQTPFLSFLPTEVFVPVI
RKGAVFHKSPVFVWQGFLYLF IMTDLGGYKGRAP IRFSAVLQQCKLHIHYKNK

NTDB id 292720 DKG76 RS06530 WP 003239275.1 RFISKETNRLRLLFYEKRQTPLSFLPTEVFVPVIKGAVFHSPVFVWQGFLYLFITDLGYKGAPIRFSAVLQQCKLHIYKK 320
NTDB id 123 BSU 11530 NP 389035.1 RFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLHIHNK 310
consensus !! !!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!*!!!!!!!!!!!!!*!!!! ! !!!!!!!!!!!!!!!!* !

logo NIASLRSYECSEDECLSEAVKQYIDFLCKKGFLRETQKE I
VYMVLNQPAKEGGIHRS IMQDL IMERDRSCF I E

NTDB id 292720 DKG76 RS06530 WP 003239275.1 NISLRYECSEDCLSEAVKQYIDFLCKKGFLRETQKEIYMLNQPKEGIRSIQDLMERDRSCFIE 383
NTDB id 123 BSU 11530 NP 389035.1 NIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !! !! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!! !!*!*!!!*!!!!!!!!!
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