
logo MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAMVKMKRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNSKKIDAI LM
NTDB id 29236 C8J RS06835 WP 012006763.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAMKMKKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQSKKIDAILM 85
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKIDAILM 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!

logo YNDCR I IHAKAIKVAKELEGI E I
VW I FEEGYLRPYC ITLEKDGVNANSSLPRDKNFYLSQDNI FTKES IKE I LPGGFKFMAFDAFLYWL

NTDB id 29236 C8J RS06835 WP 012006763.1 YNDCRIIHAKAIKVAKELEIEVWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQDIFTKESIKEILGGFKFMAFDAFLYWL 170
NTDB id 1240 Cj1413c YP 002344796.1 YNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKFMAFDAFLYWL 170
consensus !!!!!!!!!!!!!!!!!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!

logo FAF I LAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAI LQVYSDTQIKYHYKKS I EHF I EEQTI LS
NTDB id 29236 C8J RS06835 WP 012006763.1 FAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYHYKKSIEHFIEQTILS 255
NTDB id 1240 Cj1413c YP 002344796.1 FAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYHYKKSIEHFIEETILS 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!

logo FANHARAKSYLVFKHHPMDRGYKNYFSKL INDLSQRKYHVEGRVLYVHDTHLPVLLRKALGC ITINSTVGLSAI LEGCPTKVCGNAF
NTDB id 29236 C8J RS06835 WP 012006763.1 FANHARAKSYLVFKHHPMDRGYKNYSKLINDLSQKYHVEGRVLYVHDTHLPVLLRKALGCITINSTVGLSAILEGCPTKVCGNAF 340
NTDB id 1240 Cj1413c YP 002344796.1 FANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINSTVGLSAILEGCPTKVCGNAF 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YDNFEGLSYPKKLQFFWREAHAYKPNP I
VLVCNFKKYLLQTNQFNGNFYKNFFLDK

NTDB id 29236 C8J RS06835 WP 012006763.1 YDFEGLSYPKKLQFFWREAHAYKPNPILVCNFKKYLLQTNQFNGNFYKNFFLDK 394
NTDB id 1240 Cj1413c YP 002344796.1 YNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!
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