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TAAQSYNTEQR I SANDESDRKLALSTLAEAALRDEGEFLHQVLDLEYTA
NTDB id 1138951 DQM57 RS04715 WP 111727130.1 MRKQNALMKVSLPCRQKGFALFIVLMVMIVVAFLVVIAAQSYNTEQRISANDSDRKLALTLAEAALRDGELHVLDLE... 77
NTDB id 1139 NGFG RS02435 WP 003687918.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYTA 80
consensus !!!!! ! ** ** !*! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!*!!!!!!!*!!!!!!!*!! *!!!!!***
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VEAVWKRFSCPANKNSGKNSATGNLC IDNQGKVEYEGKGTVEGGNVSKMP
NTDB id 1138951 DQM57 RS04715 WP 111727130.1 EKEVTFGENCTDGLCAAPDVRTTTD.SKEKFGNITVEGNPKIEAWKRFCPNNS....ANLCID.QGKEYGKGVEGVSKMP 151
NTDB id 1139 NGFG RS02435 WP 003687918.1 DSKVTFSENCEKGLCTAVNVRTNNNGNEEVFGNIVVQGTPTVEAVKRSCPAKSGKNSTGLCIDNQGVEYEKGTGNVSKMP 160
consensus * !!! !!! !!! !* !!! * ! !!!! ! ! ! *!! !! !! !**** !!!!*!! !! !! !!!!!

logo RYI I EYLGEVEKNNSQRNIYRVTAKAWGKNASNTVVI
VLQSYVGSNENDEQ

NTDB id 1138951 DQM57 RS04715 WP 111727130.1 RYIIEYLGVENSRNIYRVTAKAWGKNSNTVVILQSYVSNE... 191
NTDB id 1139 NGFG RS02435 WP 003687918.1 RYIIEYLGEKNNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
consensus !!!!!!!! ! !!!!!!!!!!!!! !!!!*!!!!! ! ***
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