
logo MRKQNTLTGIPTSDGQRGFSALF IVLMVMIVVAFLVVTAAQSYNTEQR I SANESDRKLALSLAEAALREGEFLQVLDLEYDTAT
NTDB id 232761 CCD89 RS03085 WP 149449682.1 MRKQNTLTGIPTSDGQRGFALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGELQVLDLEYDT 80
NTDB id 1139 NGFG RS02435 WP 003687918.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYTA 80
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!

logo DSKVTFSENCEGKGLCTAVNVRTNNNDGNEEAVFDGNIVVQGKTPTVEAVKRSCPAKNSGKNSTGNLC IDNKQGTVEKYENKGTGQNSVSKMP
NTDB id 232761 CCD89 RS03085 WP 149449682.1 DSKVTFSENCGKGLCTAVNVRTNN.DNEEAFDNIVVQGKPTVEAVKRSCPAN....STNLCIDNKGTKYNKGTQSVSKMP 155
NTDB id 1139 NGFG RS02435 WP 003687918.1 DSKVTFSENCEKGLCTAVNVRTNNNGNEEVFGNIVVQGTPTVEAVKRSCPAKSGKNSTGLCIDNQGVEYEKGTGNVSKMP 160
consensus !!!!!!!!!! !!!!!!!!!!!!!* !!! ! !!!!!! !!!!!!!!!!!! ****!! !!!!! ! ! !!! !!!!!

logo RYI I EYLGEVKNGNEQNI
VYRVTAKAWGKNANTVVVLQSYVGSNNDEQ

NTDB id 232761 CCD89 RS03085 WP 149449682.1 RYIIEYLGVKNGENVYRVTAKAWGKNANTVVVLQSYVSNNDE. 197
NTDB id 1139 NGFG RS02435 WP 003687918.1 RYIIEYLGEKNNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
consensus !!!!!!!! !! !*!!!!!!!!!!!!!!!!!!!!!! !!!!*
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