
logo MKRFSDTKIKKEFSGKNTVLLLQGPVGNTFFHHRLAI
VKMKRKNKQTKVFKLNFNGGDFFLFYPSGKTRCKCDEKDLENFYERDSFFKQENKKI

NTDB id 1161372 AABJ57 RS05010 WP 002787827.1 MKFSDKIKKEFSGKTVLLLQGPVGTFFHRLAIKMKKNKTKVFKLNFNGGDFLFYPSGKRCKCDEKDLENFYESFFKEKKI 80
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKI 80
consensus !*!! !!!!!!!!! !!!!!!!!! !!!*!!*!!*!! !!!!!!!!!!!!! !!!!! !!!!!!!!!!!!! !! !!!

logo DAI LVMYNDCR I
L IHAKAIKVAKEGLGI EG IW I FEEGYLRPYC ITFLEKDGVNANSSLPRDKNFYLSCQNI FLTKES IKE IPGGFKF

NTDB id 1161372 AABJ57 RS05010 WP 002787827.1 DAIVMYNDCRLIHAKAIKVAKGLGIGIWIFEEGYLRPYCITFEKDGVNANSSLPRDKNFYLSCNILTKESIKEIPGGFKF 160
NTDB id 1240 Cj1413c YP 002344796.1 DAILMYNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKF 160
consensus !!!*!!!!!!*!!!!!!!!!! !!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!

logo MAFDSATFLYWLFASF ILLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKFITEKKLNEQKIYNSLEKKYFLAI LQVYNSDTQIKYH
NTDB id 1161372 AABJ57 RS05010 WP 002787827.1 MAFSTFLYWLFSFLLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKFTEKKLNQKIYSLEKKYFLAILQVYNDTQIKYH 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 1161372 AABJ57 RS05010 WP 002787827.1 YKKSIEEFIEELILSFANHARAKSYLIFKHHPMDRGYRNYSKLINELSQKYHVEGRIFYVHDTYLPTLLKNALGCITINS 320
NTDB id 1240 Cj1413c YP 002344796.1 YKKSIEHFIEETILSFANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINS 320
consensus !!!!!!*!!!! !!!!!!!!!!!!!!*!!!!!!!!!!*!! !!!!*!! !!!!!!!* !!!!!*!! !!* !!!!!!!!!

logo TVGLSAI LEGCPTKVCGNAFYDNFEGLASYPKKLQFFWREAHAYKPNPSVLVCINFKKNYLLNQTNQFNGNFYKNFSFLDGK
NTDB id 1161372 AABJ57 RS05010 WP 002787827.1 TVGLSAILEGCPTKVCGNAFYDFEGLAYPKKLQFFWREAHAYKPNPSLVINFKNYLLNTNQFNGNFYKNSFLG. 393
NTDB id 1240 Cj1413c YP 002344796.1 TVGLSAILEGCPTKVCGNAFYNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus !!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!! !!*!!! !!!*!!!!!!!!!!! !! *

X non conserved

X similar

X ≥ 50% conserved


