
logo MTAKTINLLPWREDEGKLREKQRKKEQFLI ITVFLSC I
F
L
GVGVLVLGCIATATVLFAGMGWFYLFDGNQHKLDNDQEQANQL I ILMTSTNQGNLDQQLKSTLDNGLQQEQRNDA

NTDB id 1011 ACIAD RS15190 WP 004923716.1 MTKINLLPWRDKLREKRKKEFLVFSILVGLLGCAAVLMGWFYFGHKLNDQEQANQLILTTNQGLDQQLKSLDGLQQQRNA 80
NTDB id 211770 BVD86 RS16505 WP 101664427.1 MATINLLPWRDGLREQRKKQFIILCFGVVVLGITTVFAGWFYLNQKLNDQEQANQLIISTNQNLDQQLKTLNGLQEQRDA 80
NTDB id 1055 ABD1 RS15865 WP 000201227.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGGWFYFDHKLDDQEQANQLIMSTNQNLDQQLKTLNGLQEQRDA 80
consensus !**!!!!!!!* !!!*!!!*!******!**!!***!**!!!!* *!!*!!!!!!!!!**!!!*!!!!!!*!*!!!*!!*!

logo IVI ERMKL IQGLQASQRPVTVVRL IVDELVRVTPASNAMYLTKFTSRTGDKFTI EGKAESPNTVAELLRNLEASAPWYRNAFMS
NSFLA

NTDB id 1011 ACIAD RS15190 WP 004923716.1 IVERMKLIQGLQAQRPVTVRLIDELVRVTPSNMYLTKFTRTGDKFTIEGKAESPNTVAELLRNLEASAWYRNAFMNSFLA 160
NTDB id 211770 BVD86 RS16505 WP 101664427.1 IIERMKLIQGLQSQRPVVVRLVDELVRVTPAAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMSSFLA 160
NTDB id 1055 ABD1 RS15865 WP 000201227.1 IIERMKLIQGLQSQRPVVVRLVDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLA 160
consensus !*!!!!!!!!!!*!!!!*!!!*!!!!!!!!**!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!

logo

A
N
TEDENKKDKTAAPVSSVLVLPRVEADGHSYGSFLVVTSVDVLGELMGTVSTLTATTDSDDSTQAKNTPQSVTPGEPTDSTAKVGAVKAPK

NTDB id 1011 ACIAD RS15190 WP 004923716.1 AEDNKDKTPSSVVPRVEAGYGSFLVSVDLGELGTSLATSDQ.PQTPPTAGVKP 212
NTDB id 211770 BVD86 RS16505 WP 101664427.1 TEEKKDKAVSSLLPRVEDSYGSFVVSVDVGEMGVTTTDDTANTSVGTDKGVAK 213
NTDB id 1055 ABD1 RS15865 WP 000201227.1 NEEKKDKAASSLLPRVEDHYGSFVVTVDLGEMGVTTTDDSAKPSTGESVGAAK 213
consensus !**!!!* !!**!!!!* !!!!*!*!!*!!*!******** **** * !***
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