
logo MATKTINLLPWRDEEKLREKQRKKEQF ILTVFLCSFIGLVGVLVLGCIATATVFLGMGWFYFDGHKLDNDQEQANQL I LMS
TTNQGNLDQQLKSTLDNGLQEQQRDNAI IVERM

NTDB id 1011 ACIAD RS15190 WP 004923716.1 MTKINLLPWRDKLREKRKKEFLVFSILVGLLGCAAVLMGWFYFGHKLNDQEQANQLILTTNQGLDQQLKSLDGLQQQRNAIVERM 85
NTDB id 1055 ABD1 RS15865 WP 000201227.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGGWFYFDHKLDDQEQANQLIMSTNQNLDQQLKTLNGLQEQRDAIIERM 85
consensus ! !!!!!!!* !!! !!! !* * ! *!!* ! !!!!! !!! !!!!!!!!!**!!! !!!!!!*! !!! !! !!*!!!

logo KL IQGLQASQRPVTVVRL IVDELVRVTPSANMYLTKFSTRTGDKFTI EGKAESPNTVAELLRNLEASAPWYRNAFMNSFLAANEDEKNKDKATAPS
NTDB id 1011 ACIAD RS15190 WP 004923716.1 KLIQGLQAQRPVTVRLIDELVRVTPSNMYLTKFTRTGDKFTIEGKAESPNTVAELLRNLEASAWYRNAFMNSFLAAEDNKDKTPS 170
NTDB id 1055 ABD1 RS15865 WP 000201227.1 KLIQGLQSQRPVVVRLVDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLANEEKKDKAAS 170
consensus !!!!!!! !!!! !!!*!!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! !* !!! *!

logo SLVLVPRVEADGHYGSFLVVSTVDLGELMGTVSTLTATDTDSDSAKQPQSTGPEPSTAVGAVAKKP
NTDB id 1011 ACIAD RS15190 WP 004923716.1 SVVPRVEAGYGSFLVSVDLGELGTSLATSD.QPQTPPTAGVKP 212
NTDB id 1055 ABD1 RS15865 WP 000201227.1 SLLPRVEDHYGSFVVTVDLGEMGVTTTDDSAKPSTGESVGAAK 213
consensus !**!!!! *!!!!*!*!!!!!*! * * ! !*** ! *
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