
logo MKRFSDTKIKKEFSGKNTVLLLQGPVGNTFFHHRLAI
VKMKRKNKQTKVFKLNFNGGDFFLFYPSGKTRCKCDEKDLENFYERDSFFKQENKKIDAI LVM

NTDB id 117157 YSU RS01820 WP 002805172.1 MKFSDKIKKEFSGKTVLLLQGPVGTFFHRLAIKMKKNKTKVFKLNFNGGDFLFYPSGKRCKCDEKDLENFYESFFKEKKIDAIVM 85
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKIDAILM 85
consensus !*!! !!!!!!!!! !!!!!!!!! !!!*!!*!!*!! !!!!!!!!!!!!! !!!!! !!!!!!!!!!!!! !! !!!!!!*!

logo YNDCR I
L IHAKAIKVAKELGI EG IW I FEEGYLRPYC ITFLEKDGVNANSSLPRDKNFYLSCQNI FLTKES IKE IPGGFKFMAFDSAFLYWL

NTDB id 117157 YSU RS01820 WP 002805172.1 YNDCRLIHAKAIKVAKELGIGIWIFEEGYLRPYCITFEKDGVNANSSLPRDKNFYLSCNILTKESIKEIPGGFKFMAFSAFLYWL 170
NTDB id 1240 Cj1413c YP 002344796.1 YNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKFMAFDAFLYWL 170
consensus !!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!!! !!!!!!

logo FASF ILLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKI
LTEKKLNEQKIYNSLEKKYFLAI LQVYSDTQIKYHYKKS I EDHF I EELTI LS

NTDB id 117157 YSU RS01820 WP 002805172.1 FSFLLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKLTEKKLNQKIYSLEKKYFLAILQVYSDTQIKYHYKKSIEDFIEELILS 255
NTDB id 1240 Cj1413c YP 002344796.1 FAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYHYKKSIEHFIEETILS 255
consensus ! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!! !!!

logo FANHARAKSYLVFKHHPMDRGYKRNYFSKL INDELSQRKYHVEGR I
VLYVHDTHYLPTVLLKRKALGC ITINSTVGLSAI LEGCPTKVCGNAF

NTDB id 117157 YSU RS01820 WP 002805172.1 FANHARAKSYLVFKHHPMDRGYRNYSKLINELSQKYHVEGRILYVHDTYLPTLLKKALGCITINSTVGLSAILEGCPTKVCGNAF 340
NTDB id 1240 Cj1413c YP 002344796.1 FANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINSTVGLSAILEGCPTKVCGNAF 340
consensus !!!!!!!!!!!!!!!!!!!!!!*!! !!!!*!! !!!!!!!*!!!!!!*!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YDNFEGLASYPKKLQFFWREAHAYKPNPNVLVCINFKKNYLLNQTNQFNGNFYKNFSFLDSKR
NTDB id 117157 YSU RS01820 WP 002805172.1 YDFEGLAYPKKLQFFWREAHAYKPNPNLVINFKNYLLNTNQFNGNFYKNSFLSR 394
NTDB id 1240 Cj1413c YP 002344796.1 YNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus ! !!!! !!!!!!!!!!!!!!!!!!! !!*!!! !!!*!!!!!!!!!!! !! *
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