
logo MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAMVKMKRKNQTKVFKLNFNGGDFFFYPTSGTRCKCDEKDLENFYRDFFQNKKIDAI LM
NTDB id 66628 R8574 RS07795 WP 317647623.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAMKMKKNQTKVFKLNFNGGDFFFYTSGTRCKCDEKDLENFYRDFFQNKKIDAILM 85
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKIDAILM 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YNDCR I IHAKAIKVAKELGI E IW I FEEGYLRPYC ITLEKDGVNANSSLPRDKNFYLSQNI FTKES IKE IPGGFKFMAFDAFLYWL
NTDB id 66628 R8574 RS07795 WP 317647623.1 YNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKFMAFDAFLYWL 170
NTDB id 1240 Cj1413c YP 002344796.1 YNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKFMAFDAFLYWL 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FAF I LAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKNITEKKLNEKIYNLEKKYFLAI LQVYSDTQIKYHYKKS I EHF I EETI LS
NTDB id 66628 R8574 RS07795 WP 317647623.1 FAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYNITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYHYKKSIEHFIEETILS 255
NTDB id 1240 Cj1413c YP 002344796.1 FAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYHYKKSIEHFIEETILS 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FANHARAKSYLVFKHHPMDRGYKNYFSKL INDLSQRKYHI
VEGRVLYVHDTHLPVLLRKALGC ITINSTVGLSAI LEGCPTKVCGNAF

NTDB id 66628 R8574 RS07795 WP 317647623.1 FANHARAKSYLVFKHHPMDRGYKNYSKLINDLSQKYHIEGRVLYVHDTHLPVLLRKALGCITINSTVGLSAILEGCPTKVCGNAF 340
NTDB id 1240 Cj1413c YP 002344796.1 FANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINSTVGLSAILEGCPTKVCGNAF 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YDNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK
NTDB id 66628 R8574 RS07795 WP 317647623.1 YDFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
NTDB id 1240 Cj1413c YP 002344796.1 YNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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