
logo MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAMVKMKRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNSKKI
NTDB id 152330 AEI26 RS07085 WP 070298600.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAMKMKKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQSKKI 80
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKI 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo DAI LMYNDCR I IHAKAIKVAKELGI E I
VW I FEEGYLRPYC ITLEKDGVNANSSLPRDKNFYLSQDNI FTKQES IKE IPGGFKF

NTDB id 152330 AEI26 RS07085 WP 070298600.1 DAILMYNDCRIIHAKAIKVAKELGIEVWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQDIFTQESIKEIPGGFKF 160
NTDB id 1240 Cj1413c YP 002344796.1 DAILMYNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKF 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!

logo MAFDAFLYWLFAF I LAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAI LQVYSDTQIKYH
NTDB id 152330 AEI26 RS07085 WP 070298600.1 MAFDAFLYWLFAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYH 240
NTDB id 1240 Cj1413c YP 002344796.1 MAFDAFLYWLFAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYH 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YKKS I EHF I EE I
T I LSFANHARAKSYLVFKHHPMDRGYKNYFSKL INDLSTQRKYHVEGRVLYVHDTHLPVLLRKALGC ITINS

NTDB id 152330 AEI26 RS07085 WP 070298600.1 YKKSIEHFIEEIILSFANHARAKSYLVFKHHPMDRGYKNYSKLINDLTQKYHVEGRVLYVHDTHLPVLLRKALGCITINS 320
NTDB id 1240 Cj1413c YP 002344796.1 YKKSIEHFIEETILSFANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINS 320
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TVGLSAI LEGCPTKVCGNAFYDNFEGLSYPKKLQFFWREAHAYKPNP I
VLVCNFKKYLLQTNQFNGNFYKNFFLDK

NTDB id 152330 AEI26 RS07085 WP 070298600.1 TVGLSAILEGCPTKVCGNAFYDFEGLSYPKKLQFFWREAHAYKPNPILVCNFKKYLLQTNQFNGNFYKNFFLDK 394
NTDB id 1240 Cj1413c YP 002344796.1 TVGLSAILEGCPTKVCGNAFYNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!
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