Supplementary Table 3. RPKM values for genes associated with different cell-cell interactions in DHAB sediment samples.

Pili

Leader peptidase (Prepilin peptidase) (EC 3.4.23.43) / N-methyltransferase (EC 2.1.1.-)
MSHA pilin protein MshA

pilin like competence factor

Type IV pilin PilA

Pili assembly chaperone protein

Flagella

Flagellar basal-body rod proteins FigD, FigB, FigC, FigF, FigG

Flagellar biosynthesis proteins FIhA, FIhB, FliL, FliP, FliR, FliS

Flagellar hook protein FIgE, FIgK, FigL, FliD

Flagellar hook-basal body complex protein FliE

Flagellar hook-length control protein FliK

Flagellar M-ring protein FliF

Flagellar motor rotation protein MotA, MotB

Flagellar motor switch protein FliG, FliM

Flagellar P-ring protein Flgl

Flagellar protein FlgJ (EC3.2.1.-)

Flagellar regulatory protein FleQ

Flagellar synthesis regulator FleN

Flagellin protein FlaA

Flagellin protein FlaG

Flagellum-specific ATP synthase Flil

RNA polymerase sigma factor for flagellar operon

Sodium-type flagellar protein motY precursor

Chemotaxis regulator - transmits chemoreceptor signals to flagelllar motor component
Adhesins

Incll plasmid conjugative transfer pilus-tip adhesin protein PilV

Large exoproteins involved in heme utilization or adhesion

Adhesin

Autotransporter adhesin

Fimbrial adhesin

Secretion

Predicted secretion system X protein GspE-like

Preprotein translocase subunits

Protein export cytoplasm chaperone proteins

Protein export membrane proteins

putative general secretion pathway protein

Putative HlyD family secretion protein

putative lcmG-like type IV secretion system protein

SEC2 encodes a guanyl-nucleotide exchange factor for Sec4p and is essential for vesicle transpe
SECRETION ACTIVATOR PROTEIN

Secretion protein HlyD precursor

similar to Type IV secretory pathway VirB4 components

T1SS secreted agglutinin RTX

Toxin secretion ABC transporter ATP-binding protein

Type | secretion outer membrane protein, TolC precursor

Type | secretion system, outer membrane component LapE # AggA

Type Il and lll secretion system family protein

type Il secretion system protein E

Type Il secretory pathway component PulF-like protein

Type Il secretory pathway, ATPase PulE/Tfp pilus assembly pathway, ATPase PilB
Type lI/IV secretion system ATP hydrolase TadA/VirB11/CpaF, TadA subfamily
Type lI/IV secretion system ATPase TadZ/Cpak, associated with Flp pilus assembly
Type lI/1V secretion system protein TadC, associated with Flp pilus assembly
Type 1I/1V secretion system secretin RcpA/CpaC, associated with Flp pilus assembly
Type IV secretion system protein VirD4

type IV secretory pathway VirB4 components-like protein

Type IV secretory pathway, VirB4 components

Type IV secretory pathway, VirD2 components (relaxase)

Type IV secretory pathway, VirD4 components

Type VI secretion lipoprotein/VasD

Vesicle coat complex COPII, subunit SEC24/subunit SFB2
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ATPase provides energy for both assembly of type IV secretion complex and secretion of T-DN/
cell processes; transport of large molecules; protein, peptide secretion
cyclolysin secretion ATP-binding protein

Exocyst protein Sec3

FtsK/SpolllE family protein, putative EssC component of Type VIl secretion system
General secretion pathway proteinC, D, E, F, G, |,J, K, L, M, N

Hemolysin activation/secretion protein

HlyD family secretion protein

Inner membrane protein forms channel for type IV secretion of T-DNA complex, VirB3
Integral membrane protein EccD2, component of Type VII secretion system ESX-2
Membrane protein EccE3, component of Type VIl secretion system ESX-3
Phosphatidylinositol transfer protein SEC14 and related proteins
Glycoproteins

Mycobacteriophage Barnyard protein gp56

Head-tail preconnector protein GP5

Phage FluMu protein gp47

phage Gp37Gp68

phage P2 small terminase subunit gpM-like protein

Bacteriophage protein GP46

Glycoprotein gp2

Gp5 baseplate hub subunit and tail lysozyme

Polyketide synthesis

O-Methyltransferase involved in polyketide biosynthesis

Phenolpthiocerol synthesis type-I polyketide synthase PpsB (EC 2.3.1.41)
Protein involved in biosynthesis of mitomycin antibiotics/polyketide fumonisin
putative polyketide synthase

Toxins

Antitoxin 1

Death on curing protein, Doc toxin

HigA protein (antitoxin to HigB)

HigB toxin protein

Putative insecticidal toxin complex

RelE-like Cytotoxic translational repressor of toxin-antitoxin stability system
RTX toxin, putative

RTX toxins and related Ca2+-binding proteins

Target Of K1 Killer Toxin

Toxin secretion ABC transporter ATP-binding protein

YefM protein (antitoxin to YoeB)

YoeB toxin protein

Zeta toxin family protein

Zona occludens toxin

Antibiotics

bleomycin resistance protein

fosmidomycin resistance protein

Fosmidomycin resistance protein

Fusaric Resistance Protein FusB / FusC /FusE

Methylenomycin A resistance protein

Polymyxin resistance protein ArnA_FT, UDP-4-amino-4-deoxy-L-arabinose formylase (EC 2.1.2.-
Polymyxin resistance protein ArnC, glycosyl transferase (EC 2.4.-.-)

Polymyxin resistance protein ArnT, undecaprenyl phosphate-alpha-L-Ara4N transferase; Melitt
Tetracycline efflux protein TetA

Tetracycline-efflux transporter

Other natural substances

bacteriocin resistance protein, putative

Acriflavin resistance plasma membrane protein

Acriflavin resistance protein

acriflavine resistance protein A precursor

Ethidium bromide-methyl viologen resistance protein EmrE

Methyl viologen resistance protein smvA

Organic hydroperoxide resistance protein

Organic hydroperoxide resistance transcriptional regulator

Putative mechanisms to avoid natural substances including antibiotics
drug resistance transporter, Bcr/CflA family protein

drug resistance transporter, EmrB/QacA family

Inner membrane component of tripartite multidrug resistance system
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Membrane fusion component of tripartite multidrug resistance system

Multidrug resistance ABC transporter ATP-binding and permease protein

Multidrug resistance efflux pump

Multidrug resistance protein A and B

Multidrug resistance transporter, Bcr/CflA family

Multidrug resistance-associated protein/mitoxantrone resistance protein, ABC superfal
MATE efflux family protein

MFS family multidrug efflux protein in Burkholderiaceae, unknown substrate

MFS family multidrug efflux protein, similarity to bicyclomycin resistance protein Bcr
MFS multidrug efflux pump, B subunit

Multi antimicrobial extrusion protein (Na(+)/drug antiporter), MATE family of MDR effl
Multidrug efflux membrane fusion protein MexE

multidrug efflux protein

Multidrug efflux RND transporter MexD

Multidrug efflux transporter MexF

Na+-driven multidrug efflux pump

Probable aminoglycoside efflux pump

Probable RND efflux membrane fusion protein

Probable transcription regulator protein of MDR efflux pump cluster

Putative DMT superfamily metabolite efflux protein precursor

putative RND type efflux pump

RND efflux system, inner membrane transporter CmeB

RND efflux system, membrane fusion protein CmeA

RND efflux system, outer membrane lipoprotein CmeC

RND efflux system, outer membrane lipoprotein, NodT family

RND efflux transporter

RND multidrug efflux transporter; Acriflavin resistance protein

RND type efflux pump involved in aminoglycoside resistance
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