
logo MRKQNTLTGIPTSDGQRGFSALF IVLMVMIVVAFLVVTAAQSYNTEQR I SATNESDRKLALSLAEAALREGEFLQVLDLEYDTAT
NTDB id 301571 DRA77 RS02665 WP 002248501.1 MRKQNTLTGIPTSDGQRGFALFIVLMVMIVVAFLVVTAAQSYNTEQRISTNESDRKLALSLAEAALREGELQVLDLEYDT 80
NTDB id 1139 NGFG RS02435 WP 003687918.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYTA 80
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!

logo DSKVTFSENCEGKGLCTAVNVRTNTNNGNEEAVFDGNIVVQGKTP I
TVEAVKRFSCPAKNSGKNSTDGLC IDKNKQGMVEYEKKGTGRNSVSKMP

NTDB id 301571 DRA77 RS02665 WP 002248501.1 DSKVTFSENCGKGLCTAVNVRTNTNNGNEEAFDNIVVQGKPIVEAVKRFCPAN....STDLCIDKKGMEYKKGTRSVSKP 156
NTDB id 1139 NGFG RS02435 WP 003687918.1 DSKVTFSENCEKGLCTAVNVRTN.NNGNEEVFGNIVVQGTPTVEAVKRSCPAKSGKNSTGLCIDNQGVEYEKGTGNVSKM 159
consensus !!!!!!!!!! !!!!!!!!!!!!*!!!!!! ! !!!!!! ! !!!!!! !!! ****!! !!!! !*!! !!! !!!*

logo PHRYI I EYLGEVKNGNEQNI
VYRVTAKAWGKNANTVVVLQSYVGSNNDEQ

NTDB id 301571 DRA77 RS02665 WP 002248501.1 PHYIIEYLGVKNGENVYRVTAKAWGKNANTVVVLQSYVSNNDE. 199
NTDB id 1139 NGFG RS02435 WP 003687918.1 PRYIIEYLGEKNNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
consensus !*!!!!!!! !! !*!!!!!!!!!!!!!!!!!!!!!! !!!!*
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