
logo MRKQNTLTGIPTSDGQRGSALF IVLMVMIVVAFLVVTAAQSYNTEQR I SANESDRKLALSLAEAALREGEFQVLDLEYATADSKVT
NTDB id 111888 T556 RS03145 WP 012503481.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYAADSKVT 85
NTDB id 1139 NGFG RS02435 WP 003687918.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYTADSKVT 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo FSENCEKGLCTAVNVRTNDNNGNEEAVFGNIVVQGKTPTVEAVKRSCPAKSGKNSTGLC IDNQGVEYEKKGTGNVSKMPRYI I EYLGEVK
NTDB id 111888 T556 RS03145 WP 012503481.1 FSENCEKGLCTAVNVRTNDNGNEEAFGNIVVQGKPTVEAVKRSCPAKSGKNSTGLCIDNQGVEYKKGTGNVSKMPRYIIEYLGVK 170
NTDB id 1139 NGFG RS02435 WP 003687918.1 FSENCEKGLCTAVNVRTNNNGNEEVFGNIVVQGTPTVEAVKRSCPAKSGKNSTGLCIDNQGVEYEKGTGNVSKMPRYIIEYLGEK 170
consensus !!!!!!!!!!!!!!!!!! !!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!! !

logo NGNQNI
VYRVTAKAWGKNANTVVVLQSYVGNNDEQ

NTDB id 111888 T556 RS03145 WP 012503481.1 NGQNVYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
NTDB id 1139 NGFG RS02435 WP 003687918.1 NNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
consensus ! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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