
logo MRFSDTKIKKEFSDGKNVLLLQGPVGNFFHHKLAI
VKMQRKNKQTKVFKLNFNGGDFFFYPSGI

TRCKCDHEKVDELENFYERDNFFLKQNTKKI
NTDB id 307937 A2J15 RS04795 WP 066776893.1 MRFSDKIKKEFSDKNVLLLQGPVGNFFHKLAIKMQKNKTKVFKLNFNGGDFFFYPSGIRCKCHEVELENFYENFLKTKKI 80
NTDB id 1240 Cj1413c YP 002344796.1 MRFSTKIKKEFSGKNVLLLQGPVGNFFHHLAVKMRKNQTKVFKLNFNGGDFFFYPSGTRCKCDEKDLENFYRDFFQNKKI 80
consensus !!!! !!!!!!! !!!!!!!!!!!!!!!*!!*!! !! !!!!!!!!!!!!!!!!!!! !!!!*! *!!!!! ! !!!

logo DAI ILMYNDCR I IHAKAIKI
VAKERLGNI

L
A
E IW I FEEGYLRPYC ITLEKQDNGVNANSFSLPKRDKNFYLSYQNICFTKDES IKE IPGGSFKF

NTDB id 307937 A2J15 RS04795 WP 066776893.1 DAIIMYNDCRIIHAKAIKIAKRLNLAIWIFEEGYLRPYCITLEQNGVNANSFLPKDKNFYLYQNICTKDSIKEIPGSFKF 160
NTDB id 1240 Cj1413c YP 002344796.1 DAILMYNDCRIIHAKAIKVAKELGIEIWIFEEGYLRPYCITLEKDGVNANSSLPRDKNFYLSQNIFTKESIKEIPGGFKF 160
consensus !!!*!!!!!!!!!!!!!!*!! ! * !!!!!!!!!!!!!!!!! !!!!!! !!*!!!!!! !!!*!!*!!!!!!! !!!

logo

I
MAFDAFLYWLFAF ILLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKKIYNLDEKKYFLAI LQVYNSDTQIKYH

NTDB id 307937 A2J15 RS04795 WP 066776893.1 IAFDAFLYWLFAFLLAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNKKIYNLDKKYFLAILQVYNDTQIKYH 240
NTDB id 1240 Cj1413c YP 002344796.1 MAFDAFLYWLFAFILAPFFNNKLHHRTLYPFEFLFWFRSLYRKYLYKITEKKLNEKIYNLEKKYFLAILQVYSDTQIKYH 240
consensus *!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!! !!!!!!!

logo YKKS I EHYF I EE I
T I LSFANHARAKSYLVFKHHPMDRGYKNYFTKRL INQDNLSQRKYHVEGRVLYVHDTHLPTVLLKRKALGC ITINS

NTDB id 307937 A2J15 RS04795 WP 066776893.1 YKKSIEYFIEEIILSFANHARAKSYLVFKHHPMDRGYKNYTRLIQNLSQKYHVEGRVLYVHDTHLPTLLKKALGCITINS 320
NTDB id 1240 Cj1413c YP 002344796.1 YKKSIEHFIEETILSFANHARAKSYLVFKHHPMDRGYKNYFKLINDLSRKYHVEGRVLYVHDTHLPVLLRKALGCITINS 320
consensus !!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!* !! !!!!!!!!!!!!!!!!! !!*!!!!!!!!!!

logo TVGFLSAI LEGCPTKVCGNAFYDNFEGLSTYPKRKLQFFWREAHAYKPNP I
VLTVCINFKAKYLLQTNQFNGNFYKNFSFLDNK

NTDB id 307937 A2J15 RS04795 WP 066776893.1 TVGFSAILEGCPTKVCGNAFYDFEGLTYPRKLQFFWREAHAYKPNPILTINFKAYLLQTNQFNGNFYKNSFLNK 394
NTDB id 1240 Cj1413c YP 002344796.1 TVGLSAILEGCPTKVCGNAFYNFEGLSYPKKLQFFWREAHAYKPNPVLVCNFKKYLLQTNQFNGNFYKNFFLDK 394
consensus !!! !!!!!!!!!!!!!!!!! !!!!*!!*!!!!!!!!!!!!!!!!*! *!!! !!!!!!!!!!!!!!! !! !
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