
logo

MFSAVTEDGEMFHLLGAQRQNSQREKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAS IDI EPESAYHLEGKRQLYI
VWLK

NTDB id 1080767 ACK2WG RS06240 WP 409509606.1 MFSAVTEDGEMFHLLGARQSRELKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCSIDIEPESAYHLEGKRQLYIWLK 80
NTDB id 123 BSU 11530 NP 389035.1 ..........MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLYVWLK 70
consensus **********!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!!

logo TQQRASP I LEPYIKRNTINQRPDI
VMATKRIKEGHRMLAVEYQCATI

LAPDVFQKRTEGFKQAEGI IPQWIMVGHYSRLKCRSTAPSSFYQLSATF
NTDB id 1080767 ACK2WG RS06240 WP 409509606.1 TQQASPILEPYIKNINQRPDIMTKIKGRMLAVEYQCATLAPDVFQKRTEGFKQAGIIPQWIVGHSRLKCSAPSFYQLSAF 160
NTDB id 123 BSU 11530 NP 389035.1 TQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQLSTF 150
consensus !! !!!!!!!!!* !!!!!!*! *!! *!!!!!!!!!!*!!!!!!!!!!!!!! !!!!!!!*!*!!!!**!*!!!!!! !

logo HWQF INASPYREL ICYCPERTRSFLRRLSHI IPFYTNHSYSSVQTIP IHRAAGAGNDLFFATEPKTPASFIQYSGWTKAIHRFRHKPH
NTDB id 1080767 ACK2WG RS06240 WP 409509606.1 HWQFINASPYRELICYCPETRSFRRLSHIIPFYTNHSYSSVQTIPIHRAAANDLFFAEPTPAFQYSGWTKAIHRFRHKPH 240
NTDB id 123 BSU 11530 NP 389035.1 HWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFRHKPH 230
consensus !!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!*! !!!! !! ! !!!!!!!!!!!!!!!!!

logo RF INSKETNRLRLLFYEKRQTPFLSFLPTEVFVPVI
RKGAVFHKSPVFVWQGFLYLF IMTDLGGYKRAP IRFSAVLQQCKLHIHKNK

NTDB id 1080767 ACK2WG RS06240 WP 409509606.1 RFISKETNRLRLLFYEKRQTPLSFLPTEVFVPVIKGAVFHSPVFVWQGFLYLFITDLGYKRAPIRFSAVLQQCKLHIHKK 320
NTDB id 123 BSU 11530 NP 389035.1 RFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLHIHNK 310
consensus !! !!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!*!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!! !

logo NIASLRSYEKCSEDECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAEGGI
V
H
RSLMQDL I ERSDRSCF I E

NTDB id 1080767 ACK2WG RS06240 WP 409509606.1 NISLRYKCSEDCLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAEGVRSLQDLIESDRSCFIE 383
NTDB id 123 BSU 11530 NP 389035.1 NIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !! !! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !**!*!!!!! !!!!!!!
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