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	Target
	Gene
	Note
	Product
	Abs. Offset
	Ref.-seq. len.
	Translated

	BAV_RS09235
	
	frameshifted; Derived by automated computational analysis using gene prediction method: Protein Homology.
	virulence sensor protein
	1970099
	3625
	yes

	BAV_RS09230
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	DNA-binding response regulator
	1969436
	624
	yes

	BAV_RS09670
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	fimbrial biogenesis outer membrane usher protein
	2097846
	2511
	yes

	BAV_RS09675
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	fimbrial chaperone protein
	2100378
	795
	yes

	BAV_RS17440
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	fimbrial subunit
	2101301
	597
	yes

	BAV_RS09685
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	Filamentous hemagglutinin/adhesin
	2102420
	7866
	yes

	BAV_RS01690
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type II secretion system protein GspF
	348074
	1194
	yes

	BAV_RS01695
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type II secretion system protein GspD
	349402
	2583
	yes

	BAV_RS01700
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type II secretion system protein GspE
	351981
	1422
	yes

	BAV_RS01705
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	general secretion pathway protein GspN
	353423
	762
	yes

	BAV_RS01710
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	general secretion pathway protein GspM
	354186
	561
	yes

	BAV_RS01715
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	general secretion pathway protein GspL
	354743
	975
	yes

	BAV_RS01720
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	general secretion pathway protein GspK
	355714
	939
	yes

	BAV_RS01725
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	general secretion pathway protein GspJ
	356649
	609
	yes

	BAV_RS01730
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type II secretion system protein GspI
	357254
	384
	yes

	BAV_RS01735
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type II secretion system protein GspH
	357624
	489
	yes

	BAV_RS01740
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type II secretion system protein GspG
	358084
	375
	yes

	BAV_RS01745
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	general secretion pathway protein GspC
	358622
	438
	yes

	BAV_RS11295
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	pilus assembly protein
	2464184
	852
	yes

	BAV_RS11300
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	pilus assembly protein
	2465032
	849
	yes

	BAV_RS11305
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	secretion protein
	2465877
	1527
	yes

	BAV_RS11310
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	secretion protein
	2467403
	1281
	yes

	BAV_RS11315
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	Flp pilus assembly protein CpaB
	2468680
	813
	yes

	BAV_RS11660
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	pilus assembly protein
	2538833
	999
	yes

	BAV_RS11665
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	prepilin-type cleavage/methylation domain-containing protein
	2539828
	624
	yes

	BAV_RS11670
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	hypothetical protein
	2540448
	1101
	yes

	BAV_RS11675
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type IV pilus assembly protein
	2541541
	1515
	yes

	BAV_RS11680
	
	Derived by automated computational analysis using gene prediction method: GeneMarkS+.
	hypothetical protein
	2543048
	384
	yes

	BAV_RS11685
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	pilus assembly protein
	2543454
	1098
	yes

	BAV_RS11690
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	pilus assembly protein
	2544544
	1563
	yes

	BAV_RS11695
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type IV pilus assembly protein
	2546103
	795
	yes

	BAV_RS01350
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type VI secretion system contractile sheath small subunit
	273186
	552
	yes

	BAV_RS01355
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type VI secretion system contractile sheath large subunit
	273789
	1494
	yes

	BAV_RS01360
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	Hcp1 family type VI secretion system effector
	275343
	477
	yes

	BAV_RS01365
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type VI secretion system baseplate subunit TssE
	275828
	405
	yes

	BAV_RS01370
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type VI secretion system baseplate subunit TssF
	276249
	1743
	yes

	BAV_RS01375
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type VI secretion system baseplate subunit TssG
	277988
	915
	yes

	BAV_RS01380
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type VI secretion system ATPase TssH
	278905
	2619
	yes

	BAV_RS01385
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type VI secretion system tip protein VgrG
	281516
	1851
	yes

	BAV_RS01435
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type VI secretion system protein TssA
	294429
	1059
	yes

	BAV_RS01440
	
	Derived by automated computational analysis using gene prediction method: GeneMarkS+.
	hypothetical protein
	295612
	870
	yes

	BAV_RS01445
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	amidase
	296611
	1410
	yes

	BAV_RS01450
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	branched-chain amino acid ABC transporter substrate-binding protein
	298068
	1227
	yes

	BAV_RS00430
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	O-antigen translocase
	78770
	1470
	yes

	BAV_RS00435
	
	Derived by automated computational analysis using gene prediction method: GeneMarkS+.
	hypothetical protein
	80241
	1431
	yes

	BAV_RS00440
	
	Derived by automated computational analysis using gene prediction method: GeneMarkS+.
	hypothetical protein
	81668
	1029
	yes

	BAV_RS00445
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	LPS biosynthesis protein
	82706
	1320
	yes

	BAV_RS00450
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	LPS biosynthesis protein
	84022
	612
	yes

	BAV_RS00455
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	glycosyltransferase family 2 protein
	84882
	951
	yes

	BAV_RS00460
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	LPS biosynthesis protein
	85912
	1944
	yes

	BAV_RS00465
	
	Derived by automated computational analysis using gene prediction method: GeneMarkS+.
	lipopolysaccharide biosynthesis protein
	87861
	768
	yes

	BAV_RS00470
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	lipid A biosynthesis protein
	88631
	1041
	yes

	BAV_RS00475
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	polysaccharide biosynthesis protein
	89624
	1929
	yes

	BAV_RS13005
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	cellulose acetylase subunit
	2829487
	1170
	yes

	BAV_RS13010
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	MBOAT family protein
	2830668
	1410
	yes

	BAV_RS13015
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	cellulose acetylase subunit
	2832153
	669
	yes

	BAV_RS13020
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	SGNH/GDSL hydrolase family protein
	2832837
	666
	yes

	BAV_RS13025
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	cellulose synthase
	2833533
	3972
	yes

	BAV_RS13030
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	cellulase
	2837501
	1197
	yes

	BAV_RS13035
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	cellulose synthase BcsB subunit
	2838694
	2295
	yes

	BAV_RS13040
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	cellulose biosynthesis cyclic di-GMP-binding regulatory protein BcsB
	2840991
	2262
	yes

	BAV_RS13045
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	cellulose synthase catalytic subunit (UDP-forming)
	2843249
	2202
	yes

	BAV_RS13050
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	cellulose synthase operon protein YhjQ
	2845447
	768
	yes

	BAV_RS13055
	
	Derived by automated computational analysis using gene prediction method: GeneMarkS+.
	hypothetical protein
	2846211
	753
	yes

	BAV_RS13060
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	cellulose synthase
	2847003
	402
	yes

	BAV_RS08225
	
	structural flagella protein; Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellin FliC
	1753979
	1134
	yes

	BAV_RS08230
	fliA
	sigma factors are initiation factors that promote the attachment of RNA polymerase to specific initiation sites and are then released; this sigma factor directs late flagellar biosynthesis genes; Derived by automated computational analysis using gene prediction method: Protein Homology.
	RNA polymerase sigma factor FliA
	1755294
	735
	yes

	BAV_RS08235
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar transcriptional activator FlhD
	1756436
	324
	yes

	BAV_RS08240
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar transcriptional regulator FlhC
	1756788
	573
	yes

	BAV_RS08245
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar motor stator protein MotA
	1757513
	876
	yes

	BAV_RS08250
	motB
	with MotA forms the ion channels that couple flagellar rotation to proton/sodium motive force across the membrane and forms the stator elements of the rotary flagellar machine; Derived by automated computational analysis using gene prediction method: Protein Homology.
	motility protein MotB
	1758407
	975
	yes

	BAV_RS08255
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	response regulator
	1759356
	381
	yes

	BAV_RS08295
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar type III secretion system protein FlhB
	1767199
	1143
	yes

	BAV_RS08300
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar biosynthesis protein FlhA
	1768345
	2118
	yes

	BAV_RS08305
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar biosynthesis regulator FlhF
	1770459
	2457
	yes

	BAV_RS08310
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar protein FlgN
	1772959
	471
	yes

	BAV_RS08315
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar biosynthesis anti-sigma factor FlgM
	1773426
	288
	yes

	BAV_RS08320
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar basal body P-ring formation protein FlgA
	1773840
	750
	yes

	BAV_RS08325
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar basal body rod protein FlgB
	1774708
	408
	yes

	BAV_RS08330
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar basal body rod protein FlgC
	1775136
	420
	yes

	BAV_RS08335
	flgD
	acts as a scaffold for the assembly of hook proteins onto the flagellar basal body rod; Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar basal body rod modification protein FlgD
	1775567
	693
	yes

	BAV_RS08340
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar hook protein FlgE
	1776340
	1221
	yes

	BAV_RS08345
	flgF
	FlgF, with FlgB and C, makes up the proximal portion of the flagellar basal body rod; Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar basal body rod protein FlgF
	1777577
	768
	yes

	BAV_RS08350
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar basal-body rod protein FlgG
	1778391
	786
	yes

	BAV_RS08355
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar L-ring protein FlgH
	1779176
	687
	yes

	BAV_RS08360
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar P-ring protein
	1779867
	1131
	yes

	BAV_RS08365
	flgJ
	Flagellum-specific muramidase which hydrolyzes the peptidoglycan layer to assemble the rod structure in the periplasmic space; Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar assembly peptidoglycan hydrolase FlgJ
	1780997
	993
	yes

	BAV_RS08370
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar hook-associated protein FlgK
	1782065
	1653
	yes

	BAV_RS08375
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar hook-associated protein 3
	1783734
	1233
	yes

	BAV_RS08405
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar biosynthetic protein FliR
	1792915
	795
	yes

	BAV_RS08410
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar biosynthetic protein FliQ
	1793715
	270
	yes

	BAV_RS08415
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar biosynthetic protein FliP
	1794002
	768
	yes

	BAV_RS08420
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar biosynthetic protein FliO
	1794779
	315
	yes

	BAV_RS08425
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar motor switch protein FliN
	1795100
	519
	yes

	BAV_RS08430
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar motor switch protein FliM
	1795611
	1005
	yes

	BAV_RS08435
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar basal body-associated protein FliL
	1796618
	627
	yes

	BAV_RS08440
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar hook-length control protein FliK
	1797384
	1395
	yes

	BAV_RS08445
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagella biosynthesis chaperone FliJ
	1798732
	447
	yes

	BAV_RS08450
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar protein export ATPase FliI
	1799171
	1455
	yes

	BAV_RS08455
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar assembly protein FliH
	1800607
	735
	yes

	BAV_RS08460
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar motor switch protein FliG
	1801334
	1014
	yes

	BAV_RS08465
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar basal body M-ring protein FliF
	1802337
	1635
	yes

	BAV_RS08470
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar hook-basal body complex protein FliE
	1804235
	339
	yes

	BAV_RS08480
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar biosynthesis protein FlhB
	1804990
	294
	yes

	BAV_RS08485
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar hook-length control protein FliK
	1805292
	1290
	yes

	BAV_RS08490
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar protein FliT
	1806585
	336
	yes

	BAV_RS08495
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar export chaperone FliS
	1806974
	429
	yes

	BAV_RS08500
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar hook protein FliD
	1807416
	1380
	yes

	BAV_RS08505
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar protein
	1808929
	381
	yes

	BAV_RS15600
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	TonB-dependent receptor
	3407855
	2475
	yes

	BAV_RS16815
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	TonB-denpendent receptor
	3665194
	2235
	yes

	BAV_RS09140
	
	Fep; Cbt; Cbr; FeuB; FepA; PfeA; IroN; BfeA; outer membrane receptor of ferric enterobactin and colicins B and D; interacts with the TonB-ExbBD complex which catalyzes the translocation of the siderophore to the periplasmic space; Derived by automated computational analysis using gene prediction method: Protein Homology.
	TonB-dependent siderophore receptor
	1945220
	2208
	yes

	BAV_RS01640
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	flagellar protein FlgA
	334763
	1338
	yes

	BAV_RS02320
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	fimbrial protein
	466931
	657
	yes

	BAV_RS08770
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	type 1 fimbrial protein
	1865028
	531
	yes

	BAV_RS13200
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	fimbrial protein
	2878794
	672
	yes

	BAV_RS15135
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	fimbrial subunit
	3303833
	597
	yes

	BAV_RS02885
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	YihY/virulence factor BrkB family protein
	600274
	900
	yes

	BAV_RS14135
	
	Derived by automated computational analysis using gene prediction method: Protein Homology.
	autotransporter outer membrane beta-barrel domain-containing protein
	3090156
	2808
	yes



