Table S10: Candidate virulence factors identified in the genome of P. koreensis CM-01.
	VFclass
	Virulence factors
	Related genes
	CM-01

	Adherence
	Flagella
	flaG
	NFC82_22530

	
	
	fleN
	NFC82_22385

	
	
	fleQ
	NFC82_22510

	
	
	fleR
	NFC82_22500

	
	
	fleS
	NFC82_22505

	
	
	flgA
	NFC82_26955

	
	
	flgB
	NFC82_26970

	
	
	flgC
	NFC82_26975

	
	
	flgD
	NFC82_26980

	
	
	flgE
	NFC82_26985

	
	
	flgF
	NFC82_24155

	
	
	flgG
	NFC82_24150

	
	
	flgH
	NFC82_24145

	
	
	flgI
	NFC82_24140

	
	
	flgJ
	NFC82_24135

	
	
	flgK
	NFC82_24130

	
	
	flgL
	NFC82_24125

	
	
	flgM
	NFC82_26950

	
	
	flgN
	NFC82_26945

	
	
	flhA
	NFC82_22395

	
	
	flhB
	NFC82_22410

	
	
	flhF
	NFC82_22390

	
	
	fliA
	NFC82_22380

	
	
	fliC
	NFC82_22535

	
	
	fliD
	NFC82_22525

	
	
	fliE
	NFC82_22495

	
	
	fliF
	NFC82_22490

	
	
	fliG
	NFC82_22485

	
	
	fliH
	NFC82_22480

	
	
	fliI
	NFC82_22475

	
	
	fliJ
	NFC82_22470

	
	
	fliK
	NFC82_22450

	
	
	fliL
	NFC82_22445

	
	
	fliM
	NFC82_22440

	
	
	fliN
	NFC82_22435

	
	
	fliO
	NFC82_22430

	
	
	fliP
	NFC82_22425

	
	
	fliQ
	NFC82_22420

	
	
	fliR
	NFC82_22415

	
	
	fliS
	NFC82_22520

	
	
	fliT
	NFC82_22515

	
	
	motA
	NFC82_03200

	
	
	motB
	NFC82_03195

	
	
	motC
	NFC82_22355

	
	
	motD
	NFC82_22350

	
	
	motY
	NFC82_07690

	
	LPS O-antigen (P. aeruginosa)
	Undetermined
	NFC82_09415; NFC82_09420; NFC82_09425; NFC82_09430; NFC82_09435; NFC82_09440; NFC82_09445

	
	Type IV pili biosynthesis
	fimU
	NFC82_07020; NFC82_07025

	
	
	fimV
	NFC82_14740

	
	
	pilA
	NFC82_07175

	
	
	pilB
	NFC82_07170

	
	
	pilC
	NFC82_07165; NFC82_23175

	
	
	pilD
	NFC82_07160

	
	
	pilE
	NFC82_07050

	
	
	pilF
	NFC82_12790

	
	
	pilM
	NFC82_03740

	
	
	pilN
	NFC82_03735

	
	
	pilO
	NFC82_03730

	
	
	pilP
	NFC82_03725

	
	
	pilQ
	NFC82_03720

	
	
	pilR
	NFC82_07060; NFC82_07520; NFC82_25715

	
	
	pilS
	NFC82_07065

	
	
	pilT
	NFC82_01230

	
	
	pilU
	NFC82_10655

	
	
	pilV
	NFC82_07030

	
	
	pilW
	NFC82_07035

	
	
	pilX
	NFC82_07040

	
	
	pilY1
	NFC82_07045

	
	
	pilZ
	NFC82_09010

	
	Type IV pili twitching motility related proteins
	chpA
	NFC82_01310; NFC82_16065

	
	
	chpC
	NFC82_01315

	
	
	pilG
	NFC82_01290

	
	
	pilH
	NFC82_01295

	
	
	pilI
	NFC82_01300

	
	
	pilJ
	NFC82_01305

	
	Polar flagella(Aeromonas)
	cheV
	NFC82_09900

	
	
	maf-2
	NFC82_22545

	Antiphagocytosis
	Alginate biosynthesis
	alg44
	NFC82_15590

	
	
	alg8
	NFC82_15595

	
	
	algA
	NFC82_15545

	
	
	algD
	NFC82_15600

	
	
	algE
	NFC82_15580

	
	
	algF
	NFC82_15550

	
	
	algG
	NFC82_15575

	
	
	algI
	NFC82_15560

	
	
	algJ
	NFC82_15555

	
	
	algK
	NFC82_15585

	
	
	algL
	NFC82_15565

	
	
	algX
	NFC82_15570

	
	Alginate regulation
	algP/algR3
	NFC82_00445

	
	
	algQ
	NFC82_00435

	
	
	algR
	NFC82_00405

	
	
	algU
	NFC82_18785

	
	
	algW
	NFC82_23855

	
	
	mucA
	NFC82_18780

	
	
	mucB
	NFC82_18775

	
	
	mucD
	NFC82_18770

	
	
	mucP
	NFC82_16855

	
	Capsular polysaccharide(Vibrio)
	rmlB
	NFC82_24785

	
	Capsule(Klebsiella)
	
	NFC82_24795

	
	
	uge
	NFC82_25625
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	Pyochelin
	pchE
	NFC82_27820

	
	Pyoverdine receptors
	fpvA
	NFC82_01850; NFC82_04710; NFC82_12060; NFC82_13995; NFC82_23580

	
	Pyoverdine
	pvdA
	NFC82_04760

	
	
	pvdE
	NFC82_04715

	
	
	pvdG
	NFC82_04690

	
	
	pvdH
	NFC82_10015

	
	
	pvdI
	NFC82_04695; NFC82_04700; NFC82_25985; NFC82_27145

	
	
	pvdJ
	NFC82_18290

	
	
	pvdL
	NFC82_09970

	
	
	pvdM
	NFC82_04730

	
	
	pvdN
	NFC82_04725

	
	
	pvdO
	NFC82_04720

	
	
	pvdP
	NFC82_04735

	
	
	pvdQ
	NFC82_13905

	
	
	pvdS
	NFC82_09965

	
	
	pvdY
	NFC82_09960

	Protease
	Alkaline protease
	aprA
	NFC82_11310; NFC82_17525

	Quorum sensing
	Acylhomoserine lactone synthase
	hdtS
	NFC82_12120

	Regulation
	GacS/GacA two-component system
	gacA
	NFC82_10730

	
	
	gacS
	NFC82_25000

	
	Carbon storage regulator A(Legionella)
	csrA
	NFC82_14835

	
	Two-component system(Acinetobacter)
	bfmR
	NFC82_14135

	
	Two-component system(Bordetella)
	bvgA
	NFC82_04800; NFC82_07705; NFC82_09800

	Secretion system
	Hcp secretion island-1 encoded type VI secretion system (H-T6SS)
	vgrG1
	NFC82_03495; NFC82_11090; NFC82_27755

	
	P. syringae TTSS effectors
	hopAJ2
	NFC82_06440

	
	
	hopJ1
	NFC82_23785

	
	T4SS effectors(Coxiella)
	phnB
	NFC82_10085

	Toxin
	Exolysin
	exlA
	NFC82_04885

	
	
	exlB
	NFC82_04880

	
	Hydrogen cyanide production
	hcnA
	NFC82_21410

	
	
	hcnB
	NFC82_21415

	
	
	hcnC
	NFC82_21420

	Biofilm formation
	PNAG (Polysaccharide poly-N-acetylglucosamine)(Acinetobacter)
	pgaC
	NFC82_20100

	Cell surface components
	Trehalose-recycling ABC transporter(Mycobacterium)
	sugC
	NFC82_07945

	Efflux pump
	AcrAB(Klebsiella)
	
	NFC82_26360

	
	
	
	NFC82_14125

	Immune evasion
	Capsule(Acinetobacter)
	
	NFC82_22555; NFC82_22565; NFC82_22575; NFC82_25620

	
	Exopolysaccharide(Haemophilus)
	galE
	NFC82_19255

	
	LPS glucosylation(Shigella)
	gtrB
	NFC82_18705

	
	Polysaccharide capsule(Bacillus)
	epsE
	NFC82_25630

	Invasion
	Invasion of brain endothelial cells (Ibes)(Escherichia)
	yijP
	NFC82_10870

	Lipid and fatty acid metabolism
	Isocitrate lyase(Mycobacterium)
	icl
	NFC82_21045

	Magnesium uptake
	Mg2+ transport(Salmonella)
	mgtB
	NFC82_04765

	Others
	O-antigen(Yersinia)
	
	NFC82_16320; NFC82_22610

	
	
	ddhA
	NFC82_22615

	Serum resistance
	LPS rfb locus(Klebsiella)
	rmlA
	NFC82_24790

	Stress adaptation
	Catalase-peroxidase(Mycobacterium)
	katG
	NFC82_18250

	
	Catalase(Neisseria)
	katA
	NFC82_05950

	
	Manganese transport system(Neisseria)
	mntB
	NFC82_11795
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