
logo MSQTINTSERKDQIKSAI ITFL I SLLVFLALYFYSFTRELPKEEVVSTML INFGDQNEGNLPEEPQNQEGSLSATEAPTP IQE IQ
NTDB id 28368 RIEAN RS04710 WP 004917253.1 MSQTINTSERKDQIKSAIITFLISLLVFLALYFYSFTRELPKEEVVSTMLINFGDQNEGNLPEEPQNQEGSLSATEAPTPIQEIQ 85
NTDB id 1341 RA0C RS05665 WP 004917253.1 MSQTINTSERKDQIKSAIITFLISLLVFLALYFYSFTRELPKEEVVSTMLINFGDQNEGNLPEEPQNQEGSLSATEAPTPIQEIQ 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PTPVEPQPKKEVVKEKI ITGQNTKTSAEKVEKVTSKPTKESTANTQKKETTTPKKSSTTTQNKTVTNQGDGRGNEAIGNL IRGRG
NTDB id 28368 RIEAN RS04710 WP 004917253.1 PTPVEPQPKKEVVKEKIITGQNTKTSAEKVEKVTSKPTKESTANTQKKETTTPKKSSTTTQNKTVTNQGDGRGNEAIGNLIRGRG 170
NTDB id 1341 RA0C RS05665 WP 004917253.1 PTPVEPQPKKEVVKEKIITGQNTKTSAEKVEKVTSKPTKESTANTQKKETTTPKKSSTTTQNKTVTNQGDGRGNEAIGNLIRGRG 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ANKGAQGNSQNTSGNSGDPLGGDSNGDSKIG IDRKL IGF IPGTMGRGGSQPTHQCSASGTI S I SYVVDKAGNVI SARRSGGITDP
NTDB id 28368 RIEAN RS04710 WP 004917253.1 ANKGAQGNSQNTSGNSGDPLGGDSNGDSKIGIDRKLIGFIPGTMGRGGSQPTHQCSASGTISISYVVDKAGNVISARRSGGITDP 255
NTDB id 1341 RA0C RS05665 WP 004917253.1 ANKGAQGNSQNTSGNSGDPLGGDSNGDSKIGIDRKLIGFIPGTMGRGGSQPTHQCSASGTISISYVVDKAGNVISARRSGGITDP 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo CAVNTTI EWVKKYVKAERASTSSTGTYKITF
NTDB id 28368 RIEAN RS04710 WP 004917253.1 CAVNTTIEWVKKYVKAERASTSSTGTYKITF 286
NTDB id 1341 RA0C RS05665 WP 004917253.1 CAVNTTIEWVKKYVKAERASTSSTGTYKITF 286
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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