
logo MTAKTINLLPWRDEKELREKQRKKEQFLIVTFLSC I
F
L
GVGVLVLGCIATATVLFGMSGWFYFGDHKLNDDQEQANQL IKLMTSTNQGNLDQQLKASTLDNGLQQEQRNDA

NTDB id 1011 ACIAD RS15190 WP 004923716.1 MTKINLLPWRDKLREKRKKEFLVFSILVGLLGCAAVLMGWFYFGHKLNDQEQANQLILTTNQGLDQQLKSLDGLQQQRNA 80
NTDB id 395152 GD578 RS17505 WP 002051643.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFSGWFYFDHKLDDQEQANQLIKSTNQNLDQQLKALNGLQEQRDA 80
NTDB id 1055 ABD1 RS15865 WP 000201227.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGGWFYFDHKLDDQEQANQLIMSTNQNLDQQLKTLNGLQEQRDA 80
consensus !**!!!!!!!**!!!*!!!*!******!**!!***!* !!!!!*!!!*!!!!!!!!!**!!!*!!!!!!*!*!!!*!!*!

logo IVI ERMKL IQNGLQASQRPVTVVRL IVDELVRVTPPSNAMYLTKFTSRVTGDKFTI EGKAESPNTVAELLRNLESASAPWYRNAFMNSFLA
NTDB id 1011 ACIAD RS15190 WP 004923716.1 IVERMKLIQGLQAQRPVTVRLIDELVRVTPSNMYLTKFTRTGDKFTIEGKAESPNTVAELLRNLEASAWYRNAFMNSFLA 160
NTDB id 395152 GD578 RS17505 WP 002051643.1 IIERMKLIQNLQSQRPVVVRLVDELVRVTPPAMYLTKFSRVGDKFTIEGKAESPNTVAELLRNLESSPWYRNAFMNSFLA 160
NTDB id 1055 ABD1 RS15865 WP 000201227.1 IIERMKLIQGLQSQRPVVVRLVDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLA 160
consensus !*!!!!!!!*!!*!!!!*!!!*!!!!!!!!**!!!!!!*!*!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!

logo

A
NEEDNKKDKATPASSVLVLPRVEADGHNYGSFLVVSTVDLGELMGTVSTLTATDNTDNSSDAQADPQKTPASTVAGPEKPDSTATVGVAKAPK

NTDB id 1011 ACIAD RS15190 WP 004923716.1 AEDNKDKTPSSVVPRVEAGYGSFLVSVDLGELGTSLATSDQPQT..PPTAGVKP 212
NTDB id 395152 GD578 RS17505 WP 002051643.1 NEDKKDKTASSLLPRVEDNYGSFVVTVDLGEMGVTTTNNDADKPAVAKDTGAAK 214
NTDB id 1055 ABD1 RS15865 WP 000201227.1 NEEKKDKAASSLLPRVEDHYGSFVVTVDLGEMGVTTTDDS.AKPSTGESVGAAK 213
consensus *!**!!!**!!**!!!!* !!!!*!*!!!!!*!**** * ** * * !***
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