
logo MRKQNTLTGIPTSDGQRGSALF IVLMVMIVVAFLVVTAAQSYNTEQR I SANESDRKLALSLAEAALREGEFQVLDLEYTA
NTDB id 385907 F0T12 RS02330 WP 164824767.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYTA 80
NTDB id 1139 NGFG RS02435 WP 003687918.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYTA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DSKVTFSENCEKNGLCTAVNVRTNDNNAGNEETVFDGNIVVKQGKTPTVEAVKRPSCPAKSGKNSATGLC IDNQGVEYEKGTGNVSKMP
NTDB id 385907 F0T12 RS02330 WP 164824767.1 DSKVTFSENCENGLCTAVNVRTND.ANEETFDNIVVKGKPTVEAVKRPCPAKSGKNSAGLCIDNQGVEYEKGTGNVSKMP 159
NTDB id 1139 NGFG RS02435 WP 003687918.1 DSKVTFSENCEKGLCTAVNVRTNNNGNEEVFGNIVVQGTPTVEAVKRSCPAKSGKNSTGLCIDNQGVEYEKGTGNVSKMP 160
consensus !!!!!!!!!!! !!!!!!!!!!! **!!! ! !!!! ! !!!!!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo RYI I EYLGEKNNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ
NTDB id 385907 F0T12 RS02330 WP 164824767.1 RYIIEYLGEKNNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 202
NTDB id 1139 NGFG RS02435 WP 003687918.1 RYIIEYLGEKNNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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