
logo MRFGSDTKIKKEFSGKNVLLLQGPVGNFFHHI LAMVKMKREKNQTKVFKLNFNGGDFFFYPSGTVRCKCDNEKDELENFYERDSFFLEQENKKI
NTDB id 1045275 ACEN41 RS06065 WP 158334930.1 MRFGDKIKKEFSGKNVLLLQGPVGNFFHILAMKMKENQTKVFKLNFNGGDFFFYPSGVRCKCNEKELENFYESFLEEKKI 80
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKI 80
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!*!!*!!* !!!!!!!!!!!!!!!!!!!!! !!!! !!*!!!!! ! !!!

logo

D
NAI LVMYNDCR I IVHAKAI EKVAKERLGI E IW I FEEGYLRPYC ITFLEKDGVNANSSLPRDKNFYLCSQNYI FYNTKDES IKE IPGGSFKF

NTDB id 1045275 ACEN41 RS06065 WP 158334930.1 NAIVMYNDCRIVHAKAIEVAKRLGIEIWIFEEGYLRPYCITFEKDGVNANSSLPRDKNFYLCQYIYNKDSIKEIPGSFKF 160
NTDB id 1240 Cj1413c YP 002344796.1 DAILMYNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKF 160
consensus !!*!!!!!!!*!!!!! !!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*! !* !*!!!!!!! !!!

logo MAFDAFLYWLFAF IVLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKTI
LNEKKIYNLEKKYFLAI LQVYSDTQIKYH

NTDB id 1045275 ACEN41 RS06065 WP 158334930.1 MAFDAFLYWLFAFVLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKTINKKIYNLEKKYFLAILQVYSDTQIKYH 240
NTDB id 1240 Cj1413c YP 002344796.1 MAFDAFLYWLFAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYH 240
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!!!!!!!!!!!!!!!!

logo YKKS I EHYF I EE I
T I LSFANHARAKSYLVFKHHPMDRGYKNYAFKL INQDKLSQRKYHVEGRVLYVHDTHLPTVLLKRKRALGC ITINS

NTDB id 1045275 ACEN41 RS06065 WP 158334930.1 YKKSIEYFIEEIILSFANHARAKSYLVFKHHPMDRGYKNYAKLIQKLSQKYHVEGRVLYVHDTHLPTLLKRALGCITINS 320
NTDB id 1240 Cj1413c YP 002344796.1 YKKSIEHFIEETILSFANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINS 320
consensus !!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!* !! !!!!!!!!!!!!!!!!! !!**!!!!!!!!!

logo TVGFLSAI LEGCPTKVCGDNAFYDNFEGLSTYPKKLQFFWREAHAYKPNPSAVLVCRNFKKYLLQSTNQFNGNFYKNFSFLDNK
NTDB id 1045275 ACEN41 RS06065 WP 158334930.1 TVGFSAILEGCPTKVCGDAFYDFEGLTYPKKLQFFWREAHAYKPNSALVRNFKKYLLQSNQFNGNFYKNSFLNK 394
NTDB id 1240 Cj1413c YP 002344796.1 TVGLSAILEGCPTKVCGNAFYNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus !!! !!!!!!!!!!!!! !!! !!!!*!!!!!!!!!!!!!!!!!!* !!*!!!!!!!!*!!!!!!!!!! !! !
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