
logo MTAKTINLLPWREDEGKLREKQRKKEQFLI ITVLFSC I
F
L
GVGVLVLGCIATATVFLSGMSGWFYLFDGNQHKLNDDQEQANQL I LMTTSTNQGNSLDQQLKSTLDNGLQQEQRNDAIVI ERM

NTDB id 1011 ACIAD RS15190 WP 004923716.1 MTKINLLPWRDKLREKRKKEFLVFSILVGLLGCAAVLMGWFYFGHKLNDQEQANQLILTTNQGLDQQLKSLDGLQQQRNAIVERM 85
NTDB id 37670 AOLE RS01530 WP 013196695.1 MATINLLPWRDGLREQRKKQFIIFCFGVVVLGITTVSSGWFYLNQKLDDQEQANQLITSTNQSLDQQLKTLNGLQEQRDAIIERM 85
NTDB id 1055 ABD1 RS15865 WP 000201227.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGGWFYFDHKLDDQEQANQLIMSTNQNLDQQLKTLNGLQEQRDAIIERM 85
consensus !**!!!!!!!* !!!*!!!*!******!**!!***! !!!!* *!!*!!!!!!!!!**!!! !!!!!!*!*!!!*!!*!!*!!!

logo KL IQGLQASQRPVTVVRL IVDELVRVTPASNAMYLTKFTSRTGDKFTI EGKAESPNTVAELLRNLEASAPWYRNAFMNSFLAANTEDENKKDKATPAS
NTDB id 1011 ACIAD RS15190 WP 004923716.1 KLIQGLQAQRPVTVRLIDELVRVTPSNMYLTKFTRTGDKFTIEGKAESPNTVAELLRNLEASAWYRNAFMNSFLAAEDNKDKTPS 170
NTDB id 37670 AOLE RS01530 WP 013196695.1 KLIQGLQSQRPVVVRLVDELVRVTPAAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLATEEKKDKTAS 170
NTDB id 1055 ABD1 RS15865 WP 000201227.1 KLIQGLQSQRPVVVRLVDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLANEEKKDKAAS 170
consensus !!!!!!!*!!!!*!!!*!!!!!!!!**!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! !**!!!**!

logo SVLVLPRVEADGHSYGSFLVVSTVDLGELMGTVSTLTATTDSDDSTQAKNTPQSVTGPSAEPDSTAKVGVAAKVPK
NTDB id 1011 ACIAD RS15190 WP 004923716.1 SVVPRVEAGYGSFLVSVDLGELGTSLATSDQ.PQTPPTAGVKP 212
NTDB id 37670 AOLE RS01530 WP 013196695.1 SLLPRVEDSYGSFVVTVDLGEMGVTTTDDTANTSVSADKGAVK 213
NTDB id 1055 ABD1 RS15865 WP 000201227.1 SLLPRVEDHYGSFVVTVDLGEMGVTTTDDSAKPSTGESVGAAK 213
consensus !**!!!!* !!!!*!*!!!!!*!******** *** * !* *
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