
logo MTATKINLLPWREDKELREKQRKKEQFLIATVLFCSAFIAGLVAGVLVLGCIVATVTAVFLVGLMAGWLFFYYFGDHKLDNDQEQANQL I LMVTSTNQGNLDTQQLKTSLNDGLQQERQRDNAI IVERM
NTDB id 1055 ABD1 RS15865 WP 000201227.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGGWFYFDHKLDDQEQANQLIMSTNQNLDQQLKTLNGLQEQRDAIIERM 85
NTDB id 71574 URS RS06595 WP 104794744.1 MAKINLLPWRDELREQRKKQFIAFSAAVAVLGVVAVVLAWLFYDHKLNDQEQANQLIVSTNQNLDTQLKSLDGLQERRNAIVERM 85
NTDB id 1011 ACIAD RS15190 WP 004923716.1 MTKINLLPWRDKLREKRKKEFLVFSILVGLLGCAAVLMGWFYFGHKLNDQEQANQLILTTNQGLDQQLKSLDGLQQQRNAIVERM 85
consensus !**!!!!!!!**!!!*!!!*!* ** *!**!!* *!***!****!!!*!!!!!!!!!**!!!*!!*!!!*!*!!!**!*!!*!!!

logo KL IQGLEQAGSQRPVVTVRLVIDELVRVTPSANMYLTKFTSRTGDKFTI EGKAESPNTVAELLRNLEASAPWYRNAFMNSFLANADEEDNKKDQKANTAPQS
NTDB id 1055 ABD1 RS15865 WP 000201227.1 KLIQGLQSQRPVVVRLVDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLANEEKKDKAAS 170
NTDB id 71574 URS RS06595 WP 104794744.1 KLIQGLEGQRPVTVRLIDELVRVTPSNMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLAADDKKDQNQS 170
NTDB id 1011 ACIAD RS15190 WP 004923716.1 KLIQGLQAQRPVTVRLIDELVRVTPSNMYLTKFTRTGDKFTIEGKAESPNTVAELLRNLEASAWYRNAFMNSFLAAEDNKDKTPS 170
consensus !!!!!!**!!!!*!!!*!!!!!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!****!!* !

logo SLVLVPRVEADEGHSYGTSFLVVSTTVDLGE I
L
MGATVTSLTVATDETSDDNSANQKDPSQSTPGEPSNSTATVGVAKAKPQ

NTDB id 1055 ABD1 RS15865 WP 000201227.1 SLLPRVEDHYGSFVVTVDLGEMGVTTTDDSAKPSTGESVGAAK 213
NTDB id 71574 URS RS06595 WP 104794744.1 SVVPRVEESYGTFVVTTDLGEIGASVTEDNN.DQSGSNTGAAQ 212
NTDB id 1011 ACIAD RS15190 WP 004923716.1 SVVPRVEAGYGSFLVSVDLGELGTSLATSDQ.PQTPPTAGVKP 212
consensus !**!!!!* !!*!*!**!!!!*! ***** * **** * !**
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