
logo MKRFSDTKIKKEFSGKNVLLLQGPVGNTFFHHRLAI
VKMKRKNKQATKVFLKLNFNGGDFFFYPSGKTRCKCDEKDLENFYERDNFFKQENKKI

NTDB id 278596 DSM101856 RS07105 WP 193228052.1 MKFSDKIKKEFSGKNVLLLQGPVGTFFHRLAIKMKKNKAKVLKLNFNGGDFFFYPSGKRCKCDEKDLENFYENFFKEKKI 80
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKI 80
consensus !*!! !!!!!!!!!!!!!!!!!!! !!!*!!*!!*!! !! !!!!!!!!!!!!!!! !!!!!!!!!!!!! !! !!!

logo DAI LVMYNDCR I
L IHAKAIKVAKREKLGI EG IW I FEEGYLRPYC ITFLEKDGVNANSSLPRDKNFYLSCQNI FSTKES IKE IPGGFKF

NTDB id 278596 DSM101856 RS07105 WP 193228052.1 DAIVMYNDCRLIHAKAIKVARKLGIGIWIFEEGYLRPYCITFEKDGVNANSSLPRDKNFYLSCNISTKESIKEIPGGFKF 160
NTDB id 1240 Cj1413c YP 002344796.1 DAILMYNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKF 160
consensus !!!*!!!!!!*!!!!!!!!!* !!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!

logo MAFDSATFLYWLFASF ILLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKFITEKKLNEQKIYNSLEKKYFLAI LQVYNSDTQIKHYH
NTDB id 278596 DSM101856 RS07105 WP 193228052.1 MAFSTFLYWLFSFLLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKFTEKKLNQKIYSLEKKYFLAILQVYNDTQIKHH 240
NTDB id 1240 Cj1413c YP 002344796.1 MAFDAFLYWLFAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYH 240
consensus !!! !!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !!! !!!!!!!!!!!!! !!!!!*!

logo YKKS I EEHF I EELTI LSFANHARAKSYL IVFKHHPMDRGYKRNYFSKL INDELSQRKYHVEGR I
V
F
LYVHDTHYLPTVLLKRKNALGC ITINS

NTDB id 278596 DSM101856 RS07105 WP 193228052.1 YKKSIEEFIEELILSFANHARAKSYLIFKHHPMDRGYRNYSKLINELSQKYHVEGRIFYVHDTYLPTLLKNALGCITINS 320
NTDB id 1240 Cj1413c YP 002344796.1 YKKSIEHFIEETILSFANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINS 320
consensus !!!!!!*!!!! !!!!!!!!!!!!!!*!!!!!!!!!!*!! !!!!*!! !!!!!!!* !!!!!*!! !!* !!!!!!!!!

logo TVGLSAI LEGCPTKVCGNAFYNFEGLASYPKKLQFFWREAHAYKPNPSVLVCINFKKNYLLNQTNQFNGNFYKNFSFLDGK
NTDB id 278596 DSM101856 RS07105 WP 193228052.1 TVGLSAILEGCPTKVCGNAFYNFEGLAYPKKLQFFWREAHAYKPNPSLVINFKNYLLNTNQFNGNFYKNSFLG. 393
NTDB id 1240 Cj1413c YP 002344796.1 TVGLSAILEGCPTKVCGNAFYNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!*!!! !!!*!!!!!!!!!!! !! *
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