
logo MRFSDTKIKKEFSGKNI
VLLLQGPVGNTFFHHRLALVKMRKNEQATKI

VFKLNFNGGDFFFYPSGKTRCKCDEKKDLENFYERDNFFKQENKKI
NTDB id 164542 ATE51 RS01845 WP 058914579.1 MRFSDKIKKEFSGKNILLLQGPVGTFFHRLALKMRKNEAKIFKLNFNGGDFFFYPSGKRCKCDKKDLENFYENFFKEKKI 80
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKI 80
consensus !!!! !!!!!!!!!!*!!!!!!!! !!!*!!*!!!!! !*!!!!!!!!!!!!!!!! !!!!! !!!!!!! !! !!!

logo DATI LVMYNDCR I
L IHAKAIKVAKRETLGIDE IW I FEEGYLRPYC ITFLEKDGVNANSSLPRDKNFYLSCQNS I FSTKQES IKE IPGGFKF

NTDB id 164542 ATE51 RS01845 WP 058914579.1 DTIVMYNDCRLIHAKAIKVARTLGIDIWIFEEGYLRPYCITFEKDGVNANSSLPRDKNFYLSCSISTQESIKEIPGGFKF 160
NTDB id 1240 Cj1413c YP 002344796.1 DAILMYNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKF 160
consensus ! !*!!!!!!*!!!!!!!!!* !!!*!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!* ! ! !!!!!!!!!!!!

logo MAFDSAFLYWLFASF ILLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKI
LTEKKLNEQKIYNSLEKKYFLAI LQVYNSDTQIKHYH

NTDB id 164542 ATE51 RS01845 WP 058914579.1 MAFSAFLYWLFSFLLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKLTEKKLNQKIYSLEKKYFLAILQVYNDTQIKHH 240
NTDB id 1240 Cj1413c YP 002344796.1 MAFDAFLYWLFAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYH 240
consensus !!! !!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!! !!!!!!!!!!!!! !!!!!*!

logo YKKS I EEHF I EETI LSFANHARAKSYLVFKHHPMDRGYKRNYFSKL IDNDELSQRKYHVEGR I
V
F
LYVHDTHYLPTVLLKRKNALGC ITINS

NTDB id 164542 ATE51 RS01845 WP 058914579.1 YKKSIEEFIEETILSFANHARAKSYLVFKHHPMDRGYRNYSKLIDELSQKYHVEGRIFYVHDTYLPTLLKNALGCITINS 320
NTDB id 1240 Cj1413c YP 002344796.1 YKKSIEHFIEETILSFANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINS 320
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!! *!! !!!!!!!* !!!!!*!! !!* !!!!!!!!!

logo TVGLSAI LEGCPTKVCGNAFYDNFEGLASYPKKLQFFWREAHAYKPNPSVLVCLNFKKNYLLNQTNQFNGNFYKNFSFLDSKR
NTDB id 164542 ATE51 RS01845 WP 058914579.1 TVGLSAILEGCPTKVCGNAFYDFEGLAYPKKLQFFWREAHAYKPNPSLVLNFKNYLLNTNQFNGNFYKNSFLSR 394
NTDB id 1240 Cj1413c YP 002344796.1 TVGLSAILEGCPTKVCGNAFYNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus !!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!! !!*!!! !!!*!!!!!!!!!!! !! *
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