
logo MTAKTINLLPWREDEGKLREKQRKKEQFLI ITVFLSC I
F
L
GVGVLVLGCIATATVLFAGMGWFYLFDGNQHKLDNDQEQANQL I ILMTSTNQGNLDQQLKSTLDNGLQQEQRNDAIVI ERM

NTDB id 1011 ACIAD RS15190 WP 004923716.1 MTKINLLPWRDKLREKRKKEFLVFSILVGLLGCAAVLMGWFYFGHKLNDQEQANQLILTTNQGLDQQLKSLDGLQQQRNAIVERM 85
NTDB id 42986 BDGL 002660 YP 004996928.1 MATINLLPWRDGLREQRKKQFIILCFGVVVLGITTVFAGWFYLNQKLNDQEQANQLIISTNQNLDQQLKTLNGLQEQRDAIIERM 85
NTDB id 1055 ABD1 RS15865 WP 000201227.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGGWFYFDHKLDDQEQANQLIMSTNQNLDQQLKTLNGLQEQRDAIIERM 85
consensus !**!!!!!!!* !!!*!!!*!******!**!!***!**!!!!* *!!*!!!!!!!!!**!!!*!!!!!!*!*!!!*!!*!!*!!!

logo KL IQGLQASQRPVTVVRL IVDELVRVTPASNAMYLTKFTSRTGDKFTI EGKAESPNTVAELLRNLEASAPWYRNAFMS
NSFLVAANTEDENKKDKATAIPS

NTDB id 1011 ACIAD RS15190 WP 004923716.1 KLIQGLQAQRPVTVRLIDELVRVTPSNMYLTKFTRTGDKFTIEGKAESPNTVAELLRNLEASAWYRNAFMNSFLAAEDNKDKTPS 170
NTDB id 42986 BDGL 002660 YP 004996928.1 KLIQGLQSQRPVVVRLVDELVRVTPAAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMSSFLVTEEKKDKTIS 170
NTDB id 1055 ABD1 RS15865 WP 000201227.1 KLIQGLQSQRPVVVRLVDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLANEEKKDKAAS 170
consensus !!!!!!!*!!!!*!!!*!!!!!!!!**!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!* !**!!!* !

logo SVLVLPRVEADGHSYGSFLVVSTVDVLGELMGTVSTLTATTDSDDQPSTQAKNTTPSPVTAGSEGTDSVVKEGPAVAK
NTDB id 1011 ACIAD RS15190 WP 004923716.1 SVVPRVEAGYGSFLVSVDLGELGTSLATSDQPQTPPTAGVKP... 212
NTDB id 42986 BDGL 002660 YP 004996928.1 SLLPRVEDSYGSFVVTVDVGEMGVTTTDD..TANTPVSTDKEVAK 213
NTDB id 1055 ABD1 RS15865 WP 000201227.1 SLLPRVEDHYGSFVVTVDLGEMGVTTTDD..SAKPSTGESVGAAK 213
consensus !**!!!!* !!!!*!*!!*!!*!****** ** **** * **
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