
logo MKRFSDTKIKKEFSGKNTVLLLQGPVGNTFFHHRLAI
VKMKRKNKQTKVFKLNFNGGDFFLFYPSGKTRCKCDEKDLENFYERDSFFKQENKKI

NTDB id 159421 AR446 RS01180 WP 002805172.1 MKFSDKIKKEFSGKTVLLLQGPVGTFFHRLAIKMKKNKTKVFKLNFNGGDFLFYPSGKRCKCDEKDLENFYESFFKEKKI 80
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKI 80
consensus !*!! !!!!!!!!! !!!!!!!!! !!!*!!*!!*!! !!!!!!!!!!!!! !!!!! !!!!!!!!!!!!! !! !!!

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

NTDB id 159421 AR446 RS01180 WP 002805172.1 DAIVMYNDCRLIHAKAIKVAKELGIGIWIFEEGYLRPYCITFEKDGVNANSSLPRDKNFYLSCNILTKESIKEIPGGFKF 160
NTDB id 1240 Cj1413c YP 002344796.1 DAILMYNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKF 160
consensus !!!*!!!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!

logo MAFDSAFLYWLFASF ILLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKI
LTEKKLNEQKIYNSLEKKYFLAI LQVYSDTQIKYH

NTDB id 159421 AR446 RS01180 WP 002805172.1 MAFSAFLYWLFSFLLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKLTEKKLNQKIYSLEKKYFLAILQVYSDTQIKYH 240
NTDB id 1240 Cj1413c YP 002344796.1 MAFDAFLYWLFAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYH 240
consensus !!! !!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!

logo YKKS I EDHF I EELTI LSFANHARAKSYLVFKHHPMDRGYKRNYFSKL INDELSQRKYHVEGR I
VLYVHDTHYLPTVLLKRKALGC ITINS

NTDB id 159421 AR446 RS01180 WP 002805172.1 YKKSIEDFIEELILSFANHARAKSYLVFKHHPMDRGYRNYSKLINELSQKYHVEGRILYVHDTYLPTLLKKALGCITINS 320
NTDB id 1240 Cj1413c YP 002344796.1 YKKSIEHFIEETILSFANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINS 320
consensus !!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!*!! !!!!!!!*!!!!!!*!! !!*!!!!!!!!!!

logo TVGLSAI LEGCPTKVCGNAFYDNFEGLASYPKKLQFFWREAHAYKPNPNVLVCINFKKNYLLNQTNQFNGNFYKNFSFLDSKR
NTDB id 159421 AR446 RS01180 WP 002805172.1 TVGLSAILEGCPTKVCGNAFYDFEGLAYPKKLQFFWREAHAYKPNPNLVINFKNYLLNTNQFNGNFYKNSFLSR 394
NTDB id 1240 Cj1413c YP 002344796.1 TVGLSAILEGCPTKVCGNAFYNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus !!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!! !!*!!! !!!*!!!!!!!!!!! !! *
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