1.1. Supplemental data

Table S1: Composition bias measurements for seventy three GIs studied to derive threshold limits for %GC bias, dinucleotide bias deviation and codon bias deviation. Also shown are the corresponding coordinates for individual GI in the host genome.




	Organism
	%GC
	Group
	GI (Start)
	GI (End)
	Mean B(F|G) deviationa
	Mean
δ*( f, g) deviationb
	Mean
%GC biasc

	Staphylococcus epidermidis
	32
	Firmicutes
	SE1474
	SE1509
	3.31
	2.53
	6.49

	Lactococcus lactis
	35.3
	Firmicutes
	L47248
	L83361
	3.86
	1.00
	0.74

	Lactococcus lactis
	35.3
	Firmicutes
	L15111
	L55605
	3.84
	2.13
	1.30

	Streptococcus mutans
	36.8
	Firmicutes
	SMU.191c
	SMU.220c
	11.89
	2.25
	4.74

	Enterococcus faecalis
	37.4
	Firmicutes
	EF2512
	EF2546
	1.13
	0.41
	2.75

	Enterococcus faecalis
	37.4
	Firmicutes
	EF1989
	EF2085
	5.03
	1.77
	5.79

	Listeria innocua
	37.4
	Firmicutes
	lin2561
	lin2610
	5.76
	2.48
	0.85

	Listeria innocua
	37.4
	Firmicutes
	lin0071
	lin0129
	1.98
	1.94
	2.58

	Haemophilus influenzae 
	38.1
	Gammaproteobacteria
	HI1402
	HI1424
	4.47
	0.53
	0.31

	Nostoc sp. PCC 7120
	41.3
	Cyanobacteria
	alr3466
	alr3503
	3.21
	2.18
	2.98

	Bacteroides thetaiotaomicron 
	42.9
	Bacteroidetes
	BT0930
	BT0953
	2.38
	2.88
	3.51

	Bacteroides thetaiotaomicron 
	42.9
	Bacteroidetes
	BT4009
	BT4037
	3.79
	0.93
	3.41

	Bacteroides thetaiotaomicron 
	42.9
	Bacteroidetes
	BT2980
	BT3003
	14.38
	8.0
	8.42

	Bacteroides thetaiotaomicron 
	42.9
	Bacteroidetes
	BT2277
	BT2334
	6.72
	0.75
	1.54

	Bacteroides thetaiotaomicron 
	42.9
	Bacteroidetes
	BT2575
	BT2653
	12.97
	0.64
	4.67

	Bacillus subtilis
	43.5
	Firmicutes
	BSU04800
	BSU05030
	10.63
	2.04
	8.26

	Lactobacillus plantarum
	44.4
	Firmicutes
	lp_2460
	lp_2480
	2.95
	0.23
	3.86

	Lactobacillus plantarum
	44.4
	Firmicutes
	lp_2399
	lp_2456
	9.07
	3.91
	5.03

	Vibrio parahaemolyticus 
	45.4
	Gammaproteobacteria
	VP2131
	VP2144
	0.75
	1.92
	2.26

	Vibrio parahaemolyticus 
	45.4
	Gammaproteobacteria
	VP0380
	VP0403
	10
	5.34
	4.40

	Vibrio parahaemolyticus 
	45.4
	Gammaproteobacteria
	VP1071
	VP1076
	9.36
	4.29
	6.04

	Vibrio parahaemolyticus 
	45.4
	Gammaproteobacteria
	VP0637
	VP0643
	5.71
	4
	0.41

	Shewanella oneidensis
	45.9
	Gammaproteobacteria
	SO3866
	SO3888
	3.95
	1.64
	3.3

	Yersinia pestis KIM 
	47.7
	Gammaproteobacteria
	y2393
	y2411
	15.16
	2.95
	5.75

	Escherichia coli CFT073
	50.5
	Gammaproteobacteria
	c3556
	c3683
	6.95
	3.85
	2.22

	Escherichia coli CFT073
	50.5
	Gammaproteobacteria
	c1165
	c1293
	20.56
	5.0
	11.66

	Escherichia coli CFT073
	50.5
	Gammaproteobacteria
	c2392
	c2416
	6.37
	3.85
	0.81

	Escherichia coli CFT073
	50.5
	Gammaproteobacteria
	c3143
	c3206
	1.63
	1.11
	0.76

	Escherichia coli CFT073
	50.5
	Gammaproteobacteria
	c5143
	c5216
	10.20
	5.13
	1.70

	Escherichia coli CFT073
	50.5
	Gammaproteobacteria
	c2449
	c2475
	6.58
	1.48
	0.57

	Shigella flexneri 2a str. 2457T 
	50.9
	Gammaproteobacteria
	S0316
	S0321
	6.36
	1.45
	1.65

	Shigella flexneri 2a str. 2457T 
	50.9
	Gammaproteobacteria
	S2118
	S2146
	7.55
	5.45
	0.15

	Shigella flexneri 2a str. 2457T 
	50.9
	Gammaproteobacteria
	S4822
	S3207
	3.4
	2.2
	1.06

	Shigella flexneri 2a str. 2457T 
	50.9
	Gammaproteobacteria
	S3059
	S3064
	21.6
	3.5
	10.53

	Salmonella enterica Typhi Ty2 
	52.1
	Gammaproteobacteria
	t4518
	t4531
	6.0
	3.08
	2.52

	Salmonella enterica Typhi Ty2 
	52.1
	Gammaproteobacteria
	t4226
	t4371
	11.43
	6.71
	2.97

	Salmonella enterica Typhi Ty2 
	52.1
	Gammaproteobacteria
	t4358
	t4371
	1.28
	0.59
	1.04

	Salmonella enterica Typhi Ty2 
	52.1
	Gammaproteobacteria
	t1787
	t1985
	20.46
	4.85
	7.14

	Salmonella enterica Typhi Ty2 
	52.1
	Gammaproteobacteria
	t2947
	t2953
	10.12
	5.59
	2.30

	Xylella fastidiosa
	52.6
	Gammaproteobacteria
	XF1718
	XF1788
	29.64
	5.07
	12.18

	Brucella melitensis 
	57.2
	Alphaproteobacteria
	BMEI0993
	BMEI1012
	19.9
	3.24
	5.95

	Brucella melitensis 
	57.2
	Alphaproteobacteria
	BMEI1674
	BMEI1703
	16.4
	3.4
	5.40

	Agrobacterium tumefaciens
	59
	Alphaproteobacteria
	AGR_C765
	AGR_C832
	9.43
	3.54
	1.86

	Agrobacterium tumefaciens
	59
	Alphaproteobacteria
	AGR_L1976
	AGR_L2007
	22.3
	4.65
	6.76

	Bifidobacterium longum
	60.1
	Actinobacteria
	BL0367
	BL0386
	6.87
	2.62
	3.18

	Bifidobacterium longum
	60.1
	Actinobacteria
	BL1458
	BL1495
	7.37
	1.42
	3.35

	Sinorhizobium meliloti 
	62.2
	Alphaproteobacteria
	SMc02326
	SMc02303
	7.67
	3.39
	2.24

	Sinorhizobium meliloti 
	62.2
	Alphaproteobacteria
	SMc02187
	SMc02151
	13.36
	2.71
	3.96

	Sinorhizobium meliloti 
	62.2
	Alphaproteobacteria
	SMc03246
	SMc03769
	21.36
	4.48
	5.97

	Mesorhizobium loti 
	62.5
	Alphaproteobacteria
	mll7973
	mll8119
	16.5
	4.39
	4.40

	Mesorhizobium loti 
	62.5
	Alphaproteobacteria
	msl8587
	mll0487
	23.90
	3.73
	8.06

	Mesorhizobium loti 
	62.5
	Alphaproteobacteria
	mlr4020
	mll4043
	8.32
	1.31
	3.68

	Mesorhizobium loti 
	62.5
	Alphaproteobacteria
	mlr5460
	mlr5479
	5.39
	2.94
	2.87

	Mesorhizobium loti 
	62.5
	Alphaproteobacteria
	mll0428
	mlr0475
	5.0
	0.87
	2.29

	Mesorhizobium loti 
	62.5
	Alphaproteobacteria
	mll8495
	mlr8558
	7.33
	2.51
	3.07

	Corynebacterium efficiens 
	63.1
	Actinobacteria
	CE0816
	CE0865
	13.36
	9.82
	2.57

	Corynebacterium efficiens 
	63.1
	Actinobacteria
	CE2154
	CE2164
	12.86
	2.14
	3.97

	Bradyrhizobium japonicum
	64.1
	Bradyrhizobium japonicum
	blr1563
	blr1673
	21.63
	2.47
	7.72

	Bradyrhizobium japonicum
	64.1
	Bradyrhizobium japonicum
	bll5003
	bll5017
	14.73
	4.0
	6.14

	Bradyrhizobium japonicum
	64.1
	Bradyrhizobium japonicum
	bll0863
	bll0881
	16.39
	2.0
	4.97

	Xanthomonas campestris 
	65.1
	Xanthomonas campestris
	XCC2093
	XCC2110
	8.45
	1.41
	2.26

	Xanthomonas campestris 
	65.1
	Xanthomonas campestris
	XCC2962
	XCC3012
	20.76
	6.20
	5.61

	Xanthomonas campestris 
	65.1
	Xanthomonas campestris
	XCC1597
	XCC1642
	-0.75
	-0.75
	0.24

	Xanthomonas campestris 
	65.1
	Xanthomonas campestris
	XCC1460
	XCC1463
	18.06
	4.61
	7.75

	Pseudomonas aeruginosa 
	66.6
	Pseudomonas aeruginosa
	PA0715
	PA0729
	20.07
	3.47
	5.71

	Deinococcus radiodurans
	66.6
	Deinococcus radiodurans
	DR0513
	DR0533
	18.67
	7.71
	2.51

	Ralstonia solanacearum
	67
	Betaproteobacteria
	RSc1896
	RSc1948
	9.62
	1.36
	2.37

	Ralstonia solanacearum
	67
	Betaproteobacteria
	RSc1655
	RSc1707
	7.21
	2.23
	2.82

	Streptomyces coelicolor 
	72
	Actinobacteria
	SCO3980
	SCO3998
	15.14
	1.36
	3.10

	Streptomyces coelicolor 
	72
	Actinobacteria
	SCO3250
	SCO3270
	22.48
	1.05
	5.89

	Streptomyces coelicolor 
	72
	Actinobacteria
	SCO6806
	SCO6953
	22.11
	1.61
	6.15

	Streptomyces coelicolor 
	72
	Actinobacteria
	SCO4615
	SCO4631
	11.65
	2.88
	3.03

	Streptomyces coelicolor 
	72
	Actinobacteria
	SCO5329
	SCO5350
	8.90
	1.0
	2.71


a Mean codon bias deviation of a GI is calculated as mean of difference of codon bias (ORF clusters in GI) and Mean codon bias (genome).

b Mean dinucleotide bias deviation of a GI is calculated as mean of difference of dinucleotide bias (ORF clusters in GI) and Mean dinucleotide bias (genome).

c Mean bias in G+C frequency of a GI is calculated as mean of difference of G+C frequency (ORF clusters in GI) and G+C frequency (genome).

Table S2: Protein families related to virulence in Pfam and PRINTS database used for developing Virulence Factor Profile Database (VFPD).


	Identifier (PRINTS/Pfam)
	Comments

	2FE2SRDCTASE
	Ferric iron reductase signature

	56KDTSANTIGN
	Rickettsia 56kDa type-specific antigen protein

	60KDINNERMP
	60kDa inner membrane protein signature

	ABC2TRNSPORT
	ABC-2 type transport system membrane protein

	ACETATEKNASE
	Acetate kinase family signature

	ACRIFLAVINRP
	Acriflavin resistance protein family signature

	PF04619
	Dr-family adhesin

	adhesinb
	Adhesin B signature

	adhesinmafb
	Neisseria meningitidis: adhesin MafB 

	ADHESNFAMILY
	Adhesin family signature

	AEROLYSIN
	Aerolysin signature

	PF05775
	Enterobacteria AfaD invasin protein

	PF04647
	Accessory gene regulator B

	ALARACEMASE
	Alanine racemase 

	ANTHRAXTOXNA
	Anthrax toxin LF subunit 

	ARGDEIMINASE
	Bacterial arginine deiminase 

	ARGREPRESSOR
	Bacterial arginine repressor 

	AUTOINDCRSYN
	Autoinducer synthesis protein 

	BACINVASINB
	Salmonella/Shigella invasin protein B 

	BACINVASINC
	Salmonella/Shigella invasin protein C 

	BACSURFANTGN
	Yersinia/Haemophilus virulence surface antigen 

	BACTRLTOXIN
	Bacterial toxin 

	BACYPHPHTASE
	Salmonella/Yersinia modular tyrosine phosphatase 

	BCTERIALGSPC
	Bacterial general secretion pathway protein C signature

	BCTERIALGSPD
	Bacterial general secretion pathway protein D signature

	BCTERIALGSPF
	Bacterial general secretion pathway protein F signature

	BCTERIALGSPG
	Bacterial general secretion pathway protein G signature

	BCTERIALGSPH
	Bacterial general secretion pathway protein H signature

	BCTLIPOCALIN
	Bacterial lipocalin signature

	BICOMPNTOXIN
	Staphylococcal bi-component toxin signature

	BINARYTOXINA
	Clostridial binary toxin A signature

	BINARYTOXINB
	Binary toxin B family signature

	BLACTAMASEA
	Beta-lactamase class A signature

	BONTOXILYSIN
	Bontoxilysin signature

	BORPETOXINA
	Bordetella pertussis toxin A subunit signature

	BORPETOXINB
	Bordetella pertussis toxin B subunit signature

	PF05307
	Bundlin

	PF03309
	Bvg accessory factor

	CABNDNGRPT
	NodO calcium binding signature

	PF05704
	Capsular polysaccharide synthesis protein

	CARBMTKINASE
	Bacterial carbamate kinase signature

	cdtoxina
	Cytolethal distending toxin A signature

	cdtoxinb
	Cytolethal distending toxin B signature

	PF05932
	Tir chaperone protein (CesT)

	CHANLCOLICIN
	Channel forming colicin signature

	CHANNELTSX
	Nucleoside-specific channel-forming protein Tsx signature

	PF07824
	Type III secretion chaperone

	CHLAMIDIAOM3
	Chlamydia cysteine-rich outer membrane protein 3 signature

	CHLAMIDIAOM6
	Chlamydia cysteine-rich outer membrane protein 6 signature

	CHLAMIDIAOMP
	Chlamydia major outer membrane protein signature

	PF07675
	Cleaved Adhesin

	CLENTEROTOXN
	Clostridium enterotoxin signature

	cloacin
	Cloacin signature

	DHBDHDRGNASE
	2,3-dihydro-2,3-dihydroxybenzoate dehydrogenase signature

	DNABINDINGHU
	Prokaryotic integration host factor signature

	DNABINDNGFIS
	DNA-binding protein FIS signature

	DPTHRIATOXIN
	Diphtheria toxin signature

	PF06704
	DspF/AvrF protein

	ECOLIPORIN
	E.coli/Salmonella-type porin signature

	ECOLNEIPORIN
	E.coli/Neisseria porin superfamily signature

	PF03944
	delta endotoxin

	ENTEROTOXINA
	Heat-labile enterotoxin A chain signature

	ENTEROTOXINB
	Heat labile enterotoxin B chain signature

	ENTEROVIROMP
	Enterobacterial virulence outer membrane protein signature

	ENTSNTHTASED
	Enterobactin synthetase component D signature

	PF06872
	EspG protein

	PF07299
	Fibronectin-binding protein (FBP)

	FbpA_PF05833
	Fibronectin-binding protein

	FERRIBNDNGPP
	Ferrichrome-binding periplasmic protein signature

	FIMBRIALPAPE
	Escherichia coli: P pili tip fibrillum papE protein signature

	FIMBRIALPAPF
	Escherichia coli: P pili tip fibrillum papF protein signature

	FIMBRILLIN
	Porphyromonas gingivalis: fimbrillin protein signature

	FIMREGULATRY
	Escherichia coli: P pili regulatory PapB protein signature

	FLAGELLIN
	Flagellin signature

	FLGBIOSNFLIP
	Escherichia coli: Flagellar biosynthetic protein FliP signature

	FLGFLGJ
	Flagellar protein FlgJ signature

	FLGFLIH
	Flagellar assembly protein FliH signature

	FLGFLIJ
	Flagellar FliJ protein signature

	FLGHOOKAP1
	Flagellar hook-associated protein signature

	FLGHOOKFLIE
	Flagellar hook-basal body complex protein FliE signature

	FLGHOOKFLIK
	Flagellar hook-length control protein signature

	FLGLRINGFLGH
	Flagellar L-ring protein signature

	FLGMOTORFLIG
	Flagellar motor switch protein FliG signature

	FLGMOTORFLIM
	Flagellar motor switch protein FliM signature

	FLGMOTORFLIN
	Flagellar motor switch protein FliN signature

	FLGMRINGFLIF
	Flagellar M-ring protein signature

	FLGPRINGFLGI
	Flagellar P-ring protein signature

	FRAGILYSIN
	Fragilysin metallopeptidase (M10C) enterotoxin signature

	GALLIDERMIN
	Gallidermin signature

	GPOSANCHOR
	Gram-positive coccus surface protein anchor signature

	PF05860
	haemagglutination activity domain

	PF07132
	Harpin protein (HrpN)

	PF06438
	Heme acquisition protein HasAp

	HELNAPAPROT
	Helicobacter neutrophil-activating protein A family signature

	PF06580
	Sensor histidine kinase

	HOKGEFTOXIC
	Hok/Gef cell toxic protein family signature

	PF07201
	Hypersensitivity response secretion protein HrpJ

	PF08280
	M protein trans-acting positive regulator

	HTHFIS
	FIS bacterial regulatory protein HTH signature

	HTHTETR
	TetR bacterial regulatory protein HTH signature

	PF07212
	Hyaluronoglucosaminidase

	PF06776
	Invasion associated locus B

	ICENUCLEATIN
	Ice nucleation protein signature

	IGASERPTASE
	IgA-specific serine endopeptidase (S6) signature

	INFPOTNTIATR
	Macrophage infectivity potentiator signature

	INTIMIN
	Intimin signature

	INVEPROTEIN
	Salmonella/Shigella invasion protein E (InvE) signature

	ISCHRISMTASE
	Isochorismatase signature

	PF04183
	IucA / IucC family

	PF06291
	Lambda prophage Bor protein

	LCRVANTIGEN
	Low calcium response V antigen signature

	LIPOLPP20
	LPP20 lipoprotein precursor signature

	PF01540
	Adhesin lipoprotein

	LIPPROTEIN48
	Mycoplasma P48 major surface lipoprotein signature

	LPSBIOSNTHSS
	Lipopolysaccharide core biosynthesis protein signature

	LUXSPROTEIN
	Bacterial autoinducer-2 (AI-2) production protein LuxS signature

	PF02370
	M protein repeat

	MALTOSEBP
	Maltose binding protein signature

	MECHCHANNEL
	Bacterial mechano-sensitive ion channel signature

	PF05043
	Transcriptional activator

	MICOLLPTASE
	Microbial collagenase metalloprotease (M9) signature

	MPTASEINHBTR
	Metalloprotease inhibitor signature

	MYCMG045
	Hypothetical mycoplasma lipoprotein (MG045) signature

	NAFLGMOTY
	Sodium-type flagellar protein MotY precursor signature

	PF05616
	Neisseria meningitidis TspB protein

	NEISSPPORIN
	Neisseria sp. porin signature

	NISIN
	Nisin signature

	PF05211
	Neuraminyllactose-binding hemagglutinin

	NUCEPIMERASE
	Nucleotide sugar epimerase signature

	OMADHESIN
	Yersinia outer membrane adhesin signature

	OMPADOMAIN
	OMPA domain signature

	OMPTIN
	Omptin serine protease signature

	OMS28PORIN
	OMS28 porin signature

	OUTRMMBRANEA
	Outer membrane protein A signature

	OUTRSURFACE
	Outer surface protein signature

	PF07472
	Fucose-binding lectin II

	PF03627
	PapG

	PF06917
	Periplasmic pectate lyase

	PERTACTIN
	Pertactin signature

	PHAGEIV
	Gene IV protein signature

	PHPHLIPASEA1
	Bacterial phospholipase A1 protein signature

	PHPHTRNFRASE
	Phosphoenolpyruvate-protein phosphotransferase signature

	PilS_PF08805
	PilS N terminal

	PREPILNPTASE
	Type IV prepilin cysteine protease (C20) family signature

	PRPHPHLPASEC
	Prokaryotic zinc-dependent phospholipase C signature

	PRTACTNFAMLY
	Pertactin virulence factor family signature

	PYOCINKILLER
	Pyocin S killer protein signature

	RTXTOXINA
	Gram-negative bacterial RTX toxin determinant A family signature

	RTXTOXINC
	Gram-negative bacterial RTX toxin-activating protein C signature

	RTXTOXIND
	Gram-negative bacterial RTX secretion protein D signature

	SACTRNSFRASE
	Streptothricin acetyltransferase signature

	SALSPVAPROT
	Salmonella virulence plasmid 28.1kDa A protein signature

	SALSPVBPROT
	Salmonella virulence plasmid 65kDa B protein signature

	SALVRPPROT
	Salmonella virulence-associated 28kDa protein signature

	SECA
	SecA protein signature

	SECBCHAPRONE
	Bacterial protein-transport SecB chaperone protein signature

	SECETRNLCASE
	Bacterial translocase SecE signature

	SECFTRNLCASE
	Bacterial translocase SecF protein signature

	SECGEXPORT
	Protein-export SecG membrane protein signature

	SECYTRNLCASE
	Preprotein translocase SecY subunit signature

	SHAPEPROTEIN
	Bacterial cell shape determinant MreB/Mbl protein signature

	SHIGARICIN
	Ribosome inactivating protein family signature

	PF01206
	SirA family protein

	SOPEPROTEIN
	Salmonella type III secretion SopE effector protein signature

	PF07520
	Virulence protein SrfB

	SSBTLNINHBTR
	Streptomyces subtilisin inhibitor signature

	SSPAKPROTEIN
	Invasion protein B family signature

	SSPAMPROTEIN
	Salmonella surface presentation of antigen gene type M signature

	SSPANPROTEIN
	Salmonella invasion protein InvJ signature

	STREPKINASE
	Streptococcus streptokinase protein signature

	STREPTOPAIN
	Streptopain (C10) cysteine protease family signature

	SUBTILISIN
	Subtilisin serine protease family (S8) signature

	SURFACELAYER
	Lactobacillus surface layer protein signature

	SYCDCHAPRONE
	Gram-negative bacterial type III secretion SycD chaperone 

	SYCECHAPRONE
	Gram-negative bacterial type III secretion SycE chaperone signature

	TACYTOLYSIN
	Bacterial thiol-activated pore-forming cytolysin signature

	TATBPROTEIN
	Bacterial sec-independent translocation TatB protein signature

	PF05946
	Toxin-coregulated pilus subunit TcpA

	PF06340
	Vibrio cholerae toxin co-regulated pilus biosynthesis protein F (TcpF)

	TCRTETA
	Tetracycline resistance protein signature

	TCRTETB
	Tetracycline resistance protein TetB signature

	TCRTETOQM
	Tetracycline resistance protein TetO/TetQ/TetM family signature

	TETREPRESSOR
	Tetracycline repressor protein signature

	THERMOLYSIN
	Thermolysin metalloprotease (M4) family signature

	PF03544
	Gram-negative bacterial tonB protein

	TONBPROTEIN
	Gram-negative bacterial tonB protein signature

	TOXICSSTOXIN
	Staphylococcal toxic shock syndrome toxin signature

	TRNSINTIMINR
	Translocated intimin receptor (Tir) signature

	TYPE3IMPPROT
	Type III secretion system inner membrane P protein family 

	TYPE3IMQPROT
	Type III secretion system inner membrane Q protein family 

	TYPE3IMRPROT
	Type III secretion system inner membrane R protein family 

	TYPE3IMSPROT
	Type III secretion system inner membrane S protein family 

	TYPE3OMBPROT
	Type III secretion system outer membrane B protein family 

	TYPE3OMGPROT
	Type III secretion system outer membrane G protein family 

	TYPE3OMOPROT
	Type III secretion system outer membrane O protein family 

	TYPE4SSCAGA
	Type IV secretion system CagA exotoxin signature

	TYPE4SSCAGX
	Type IV secretion system CagX conjugation protein signature

	UREASE
	Urea amidohydrolase (urease) protein signature

	V8PROTEASE
	V8 serine protease family signature

	VACCYTOTOXIN
	Helicobacter pylori vacuolating cytotoxin signature

	VACJLIPOPROT
	VacJ lipoprotein signature

	PF04605
	Virulence-associated protein D (VapD)

	PF07269
	Transport secretion system IV, VirB7 protein

	PF04335
	VirB8 type IV secretion protein

	PF07328
	T-DNA border endonuclease VirD1

	PF05272
	Virulence-associated E family protein

	PF06057
	Type IV secretory pathway VirJ component

	YERSINIAYOPE
	Yersinia virulence determinant YopE protein signature

	YERSSTKINASE
	Yersinia serine/threonine protein kinase signature

	PF05844
	YopD protein

	PF03895
	Serum resistance protein DsrA

	PF09025
	YopR Core

	PF00577
	Outer membrane usher protein FimD


Table S3: Potential GIs in E. coli strain 536 improbable to be having role in pathogenicity due to having significant similarity with a corresponding region in non-pathogenic E. coli K12.

	Potential GIs (E. coli strain 536)
	Corresponding genome segment (E. coli K12)

	ECP_0142 –ECP_0147
	b0133 – b0137

	ECP_0356 – ECP_0361
	b0293 – b0296

	ECP_1018 – ECP_1023
	b1019 – b1024

	ECP_1029 – ECP_1034
	b1037 –b1041

	ECP_2314 – ECP_2322
	b2272 – b2283

	ECP_2388 – ECP_2398
	b2365 – b2373

	ECP_2679 – ECP_2684
	b2717 – b2721

	ECP_3250 – ECP_3255
	b3162 – b3167

	ECP_3542 – ECP_3549
	B3449 - b3456

	ECP_3719 – ECP_3725
	b3619 – b3625

	ECP_3928 – ECP_3933
	b3729 – b3734

	ECP_4333 – ECP_4346
	b4090 – b4103

	ECP_1068 – ECP_1075
	b1076 – b1083

	ECP_2109 – ECP_2119
	b2069 – b2079

	ECP_2258 – ECP_2263
	b2215 – b2220

	ECP_2646 – ECP_2652
	b2681 – b2687

	ECP_3042 – ECP_3049
	b3329 – b3324

	ECP_3412 – ECP_3417
	b3324 – b3329
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