
logo MATKTINLLPWREDKELREKQRKKEQFLI ITVFILSCFI LGVAGVVLLGCILTAAGTVFLVGLMTGWMFYYFGDRHKLNDDQEQANQL I ILMTSTNQGNLDI
QQLKTSLNDGLQQEQRNDAIVI ERM

NTDB id 1011 ACIAD RS15190 WP 004923716.1 MTKINLLPWRDKLREKRKKEFLVFSILVGLLGCAAVLMGWFYFGHKLNDQEQANQLILTTNQGLDQQLKSLDGLQQQRNAIVERM 85
NTDB id 73762 ACRAD RS13140 WP 005018044.1 MTTINLLPWRDELREQRKKQFIIICIGVALLGLAGVVLTWMYYDRKLDDQEQANQLIISTNQNLDIQLKSLDGLQEQRDAIIERM 85
NTDB id 1055 ABD1 RS15865 WP 000201227.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGGWFYFDHKLDDQEQANQLIMSTNQNLDQQLKTLNGLQEQRDAIIERM 85
consensus !**!!!!!!!**!!!*!!!*!******!**!!***!***!*!***!!*!!!!!!!!!**!!!*!!*!!!*!*!!!*!!*!!*!!!
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TPASANMYLTKFASTRTGDKFTLI EGKAESPNTVAELLRGNLEASAPWYRNAFMNSFLANAEDENKKEDQKATAPTS
NTDB id 1011 ACIAD RS15190 WP 004923716.1 KLIQGLQAQRPVTVRLIDELVRVTPSNMYLTKFTRTGDKFTIEGKAESPNTVAELLRNLEASAWYRNAFMNSFLAAEDNKDKTPS 170
NTDB id 73762 ACRAD RS13140 WP 005018044.1 NLIQGLQGKRPVTVRLVDELARVIPANMYLTKFARTGDKFTLEGKAESPNTVAELLRGLEASPWYRNAFMNSFLAAEEKKEQTPT 170
NTDB id 1055 ABD1 RS15865 WP 000201227.1 KLIQGLQSQRPVVVRLVDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLANEEKKDKAAS 170
consensus *!!!!!!**!!!*!!!*!!!*!!*!**!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!*!**!*****
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NTDB id 1011 ACIAD RS15190 WP 004923716.1 SVVPRVEAGYGSFLVSVDLGELGTSLATSDQPQTPPTAGVKP....... 212
NTDB id 73762 ACRAD RS13140 WP 005018044.1 SLIPRPEENYGSFVVTVDAGEIAADSPPSADPNAPTNTAATGPAAGAAQ 219
NTDB id 1055 ABD1 RS15865 WP 000201227.1 SLLPRVEDHYGSFVVTVDLGEMGVTTTDDSA..KPS....TGESVGAAK 213
consensus !**!!*!* !!!!*!*!!*!!** ** * ** !* * ** ***
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