
logo MKRFSDTKIKKEFSGKNTVLLLQGPVGNTFFHHRLAI
VKMKRKNKQTKVFKLNFNGGDFFFYPSGKTRCKCDEKDLENFYERDNFFKQENKKIDAI LVM

NTDB id 63235 N149 RS01755 WP 023362128.1 MKFSDKIKKEFSGKTVLLLQGPVGTFFHRLAIKMKKNKTKVFKLNFNGGDFFFYPSGKRCKCDEKDLENFYENFFKEKKIDAIVM 85
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKIDAILM 85
consensus !*!! !!!!!!!!! !!!!!!!!! !!!*!!*!!*!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!! !! !!!!!!*!

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

NTDB id 63235 N149 RS01755 WP 023362128.1 YNDCRLIHAKAIKVARKLGIGIWIFEEGYLRPYCITFEKDGVNANSSLPRDKNFYLSCNILTKESIKEIPGGFKFMAFSAFLYWL 170
NTDB id 1240 Cj1413c YP 002344796.1 YNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKFMAFDAFLYWL 170
consensus !!!!!*!!!!!!!!!* !!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!!! !!!!!!

logo FASF ILLAPFFNNKLHHRTLFYPFEFLFWFRSLYRKYLYKI
LTEKKLNEQKIYNSLEKKYFLAI LQVYNSDTQIKHYHYKKS I EEHF I EETI LS

NTDB id 63235 N149 RS01755 WP 023362128.1 FSFLLAPFFNNKLHHRTLFPFEFLFWFRSLYRKYLYKLTEKKLNQKIYSLEKKYFLAILQVYNDTQIKHHYKKSIEEFIEETILS 255
NTDB id 1240 Cj1413c YP 002344796.1 FAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYHYKKSIEHFIEETILS 255
consensus ! !*!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!*!!!!!! !!! !!!!!!!!!!!!! !!!!!*!!!!!!!*!!!!!!!!

logo FANHARAKSYLVFKHHPMDRGYKRNYFSKL INDELSQRKYHVEGR I
VLYVHDTHYLPTVLLKRKALGC ITINSTVGLSAI LEGCPTKVCGNAF

NTDB id 63235 N149 RS01755 WP 023362128.1 FANHARAKSYLVFKHHPMDRGYRNYSKLINELSQKYHVEGRILYVHDTYLPTLLKKALGCITINSTVGLSAILEGCPTKVCGNAF 340
NTDB id 1240 Cj1413c YP 002344796.1 FANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINSTVGLSAILEGCPTKVCGNAF 340
consensus !!!!!!!!!!!!!!!!!!!!!!*!! !!!!*!! !!!!!!!*!!!!!!*!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YNFEGLASYPKKLQFFWREAHAYKPNPSVLVCINFKKNYLLNQTNQFNGNFYKNFSFLDGK
NTDB id 63235 N149 RS01755 WP 023362128.1 YNFEGLAYPKKLQFFWREAHAYKPNPSLVINFKNYLLNTNQFNGNFYKNSFLG. 393
NTDB id 1240 Cj1413c YP 002344796.1 YNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus !!!!!! !!!!!!!!!!!!!!!!!!! !!*!!! !!!*!!!!!!!!!!! !! *
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