
logo MRKQNTLTGIPTSDGQRGFSALF IVLMVMIVVAFLVVTAAQSYNTEQR I SANESDRKLALSLAEAALREGEFLQVLDLEYDTATDSKVT
NTDB id 47863 NMAA RS04320 WP 014580537.1 MRKQNTLTGIPTSDGQRGFALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGELQVLDLEYDTDSKVT 85
NTDB id 1139 NGFG RS02435 WP 003687918.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYTADSKVT 85
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!

logo FSENCAEEKGLCATAVNVRTNNNTGNEEAVFDGNIVVQGNTPTVEAVKRSCLPAKSGKNSTGLC IDNKQGMVEYEKKGTGRNSVSKMPPRYI I EYLGEVK
NTDB id 47863 NMAA RS04320 WP 014580537.1 FSENCAEGLCAAVNVRTNNTGNEEAFDNIVVQGNPTVEAVKRSCLAK....STGLCIDNKGMEYKKGTRSVSKPPRYIIEYLGVK 166
NTDB id 1139 NGFG RS02435 WP 003687918.1 FSENCEKGLCTAVNVRTNNNGNEEVFGNIVVQGTPTVEAVKRSCPAKSGKNSTGLCIDNQGVEYEKGTGNVSKMPRYIIEYLGEK 170
consensus !!!!! !!! !!!!!!!! !!!! ! !!!!!! !!!!!!!!!!*!!****!!!!!!!! !*!! !!! !!!*!!!!!!!!! !

logo NGNEQNI
VYRVTAKAWGKNANTVVVLQSYVGSNNDEQ

NTDB id 47863 NMAA RS04320 WP 014580537.1 NGENVYRVTAKAWGKNANTVVVLQSYVSNNDE. 198
NTDB id 1139 NGFG RS02435 WP 003687918.1 NNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
consensus ! !*!!!!!!!!!!!!!!!!!!!!!! !!!!*
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