
logo MRKQNTLTGIPTSDGQRGFSALF IVLMVMIVVAFLVVTAAQSYNTEQR I SANESDRKLALSLAEAALREGEFQVLDLEYATA
NTDB id 396153 GHB96 RS02320 WP 050157381.1 MRKQNTLTGIPTSDGQRGFALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYAA 80
NTDB id 1139 NGFG RS02435 WP 003687918.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYTA 80
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo DSKVTFSENCEKGLCTAVNVRTNNNGNEEAVFGNIVVKQGKTP I
TVEAVKRSCPAKNSGKNSATGSLC IDNQRGMVEYEKKGTAGGNVSKMP

NTDB id 396153 GHB96 RS02320 WP 050157381.1 DSKVTFSENCEKGLCTAVNVRTNNNGNEEAFGNIVVKGKPIVEAVKRSCPAN....SASLCIDNRGMEYKKGTAGVSKMP 156
NTDB id 1139 NGFG RS02435 WP 003687918.1 DSKVTFSENCEKGLCTAVNVRTNNNGNEEVFGNIVVQGTPTVEAVKRSCPAKSGKNSTGLCIDNQGVEYEKGTGNVSKMP 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! ! ! !!!!!!!!!! ****! !!!!! !*!! !!!* !!!!!

logo RYI I EYLGEVKNGNQNI
VYRVTAKAWGKNANTVVVLQSYVGNNDEQ

NTDB id 396153 GHB96 RS02320 WP 050157381.1 RYIIEYLGVKNGQNVYRVTAKAWGKNANTVVVLQSYVGNNDEQ 199
NTDB id 1139 NGFG RS02435 WP 003687918.1 RYIIEYLGEKNNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
consensus !!!!!!!! !! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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