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Log, Fold-change RT-qPCR

Supplementary Figure S1. Correlation between the log2 fold change of several genes in RNA-seq and
RT-gPCR data.
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Supplementary Figure S2. Pf4*-infection did not lead to T3SS activity alterations. A. Cytotoxity of Pf4*-
treated or untreated P. aeruginosa H103 on A549 lung cells. Statistics were achieved by paired (two
samples) two-tailed t-test. ™ p > 0.05. B. Functionality of the T3SS assessed by western blot analysis
of pellets using a-RpoB antibodies to evaluate the bacterial amount, and of cell supernatants using a-
PcrV antibodies to detect presence of the secreted a-PcrV protein. a-PcrV was detected in similar
amounts in Pf4*- treated or untreated P. aeruginosa H103 when treated with MgCl2 and EGTA.



SUPPLEMENTARY TABLES

Supplementary Table S1. List of genes under and overexpressed after Pf4 phage variant
treatment compared to H103 (p-value < 0.05 and fold-change < -2 or > 2), classified by
functions, PA number, related to iron, QS or virulence factors.
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Translation, protein process
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lassification by PA number

PA number

Gene name

PseudoCAP1 PseudoCAP2

Fold-change

PseudoCAP3

Annotated as encoding virulence
factors (Winsor et al.,
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Related to iron

PA number Gene name Product name Fold-change Regulators
Pyoverdine
PA2427 pvdY Pyoverdine biosynthesis protein -6,13
PA2426 pvdS sigma factor PvdS PvdS/Fur/OxyR/PA2206/AlgR/PirR/CysB/CzcR/AmgR
PA2425 pvdG Pyoverdine biosynthesis protein -6,66 PvdS
PA2424 pvdL Non ribosomal peptide synthetase (NRPS) -6,53 PvdS
PA2413 pvdH L-2,4-diaminobutyrate:2-ketoglutarate 4-aminotransferase, PvdH -3,84
PA2412 mbtH NRPS assist -5,26
PA2411 probable thioesterase -5,10
PA2410 fovF Fe-pyoverdine utilisation in periplasm -4,65
PA2409 fovE Fe-pyoverdine utilisation in periplasm -5,98
PA2408 fovD Fe-pyoverdine utilisation in periplasm -5,46
PA2407 fovC Fe-pyoverdine utilisation in periplasm -5,71
PA2406 fovk Fe-pyoverdine utilisation in periplasm -5,12
PA2405 Jov) Fe-pyoverdine utilisation in periplasm -5,52
PA2404 fovH Fe-pyoverdine utilisation in periplasm -4,95
PA2403 fovG Fe-pyoverdine utilisation in periplasm -2,89 PvdS/SigX/Fpvl
PA2402 pvdl! probable non-ribosomal peptide synthetase (NRPS) -2,07 PvdS/SigX/Fpvl
PA2401 pvdJ NRPS Unchanged
PA2399 pvdD NRPS Unchanged
PA2398 fovA ferripyoverdine transporter -8,13 Fpvl/SigX
PA2397 pvdE pyoverdine biosynthesis protein PvdE -13,51 PvdS
PA2396 pvdF pyoverdine synthetase F -5,46 PvdS
PA2395 pvdO Pyoverdine chromophore maturation -8,47 PvdS
PA2394 pvdN Pyoverdine chromophore maturation -14,49 PvdS
PA2393 pvdM putative dipeptidase -12,34 PvdS
PA2392 pvdP Pyoverdine chromophore maturation -3,25 PvdS
PA2391 opmQ RND efflux OMP/recycling of apoyoverdine -8,69
PA2390 pvdT RND efflux/recycling of apoyoverdine -4,60
PA2389 pvdR RND efflux/recycling of apoyoverdine -2,36
PA2388 fovR Anti-sigma factor Unchanged Fur/Fpvl/SigX
PA2387 Jovl ECF sigma Unchanged Fur/Fpvl
PA2386 pvdA L-ornithine N5-oxygenase -13,15 PvdS/Fpvl
PA2385 pvdQ Acylase -8,47
PA2384 Fur-like regulator -4,13
Pyochelin
PA4231 pchA salicylate biosynthesis isochorismate synthase -10,52 PchR
PA4230 pchB salicylate biosynthesis protein PchB -12,50 PchR
PA4229 pchC pyochelin biosynthetic protein PchC -11,76 PchR
PA4228 pchD pyochelin biosynthesis protein PchD -10,20 PchR
PA4227 pchR transcriptional regulator PchR -4,18 Fur/PchR
PA4226 pchE dihydroaeruginoic acid synthetase -5,71 Fur/PchR
PA4225 pchF pyochelin synthetase -4,06 Fur/PchR
PA4224 pchG pyochelin biosynthetic protein PchG -3,27 Fur/PchR
PA4223 pchH probable ATP-binding component of ABC transporter -2,43 Fur/PchR
PA4222 pchl Unchanged Fur/PchR
PA4221 fotA Fe(lll)-pyochelin outer membrane receptor precursor -6,49 Fur/PchR
PA4220 fotB hypothetical protein -6,99 Fur/PchR
PA0149 ECF sigma Unchanged Fur
PA0151 TonB dependent transporter
PA0192 TonB dependent transporter
PA0434 TonB dependent transporter
PA0470 fiuA TonB dependent transporter for ferrichrome
PA0471 fiurR Anti-sigma -9,34
PA0472 fiul ECF sigma -8,69 Fur
PA0931 pirA ferric enterobactin receptor PirA -2,92 Fur/PirR
PA1322 pfuA TonB dependent transporter Unchanged Fur
PA1363 ECF sigma factor -3,24 Fur
PA1365 aleB TonB dependent transporter -2,85 Fur
PA1910 femA TonB dependent mycobactin transporter Unchanged Fur
PA2050 ECF sigma Fur
PA2057 sppR TonB dependent transporter PA2050
PA2058 SppA ABC transporter substrate-binding protein, SppA PA2050
PA2059 sppB ABC transporter permease, SppB PA2050
PA2060 sppC ABC transporter permease, SppC PA2050
PA2061 sppD ABC transporter ATP-binding protein, SppD PA2050
PA2289 TonB dependent transporter -6,41 Fur
PA2466 foxA TonB ferrioxamine dependent transporter -3,06 Fur
PA2467 foxR Anti-sigma factor FoxR -3,80
PA2468 foxi ECF sigma factor FoxI -4,34 Fur
PA2686 pfeR two-component response regulator PfeR -3,30 PfeR
PA2687 pfeS Anti sigma Unchanged Fur
PA2688 pfeA TonB dependent enterobactin transporter Unchanged Fur
PA3531 bfrB Bacterioferritin PrrF
PA3899 fecl ECF sigma -2,25 Fur
PA3900 fecR FecR -3,84 Fur
PA3901 fecA Fe(lll) dicitrate tTonB-dependent ransport protein FecA -2,60 Fur
PA4168 fovB second ferric pyoverdine transporter FpvB -4,06 Fur
PA4514 piuA TonB-dependent tra,sporter -3,17 Fur
PA4515 piuC conserved hypothetical protein -4,31 Fur
PA4675 chtA TonB-dependent aerobactin transporter -5,43 Fur
PA4704,2 prrF2 SRNA -7,70 Fur
PA4896 ECF sigma Unchanged Fur
PA4897 opt! TonB dependent transporter Unchanged Fur
Heme uptake
PA1300 hxul ECF sigma factor Fur
PA1301 hxuR probable transmembrane sensor Fur
PA1302 hxuA TonB-dependent transporter Fur
PA3407 hasAp hemeacquisition protein HasAp -5,31 HasAp/HasR
PA3408 hasR TonB-dependent transporter Unchanged Fur
PA4708 phuT Heme-transport protein, PhuT -2,10
PA4710 phuR TonB-dependent transporter -10,52 Fur
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PA Gene name Product name Fold-change Sct 2003 Asfahl & Schuster 2018 Gilbert 2009 Groleau 2020 Bredenbruch 2006
PAO00T Cytochromec 2.2 TasR/RRIR
PAD026 plcB. phospholipaseC, PlcB 6 LasR/RhIR LasR/RhIR LasR
PA0027 hypothetical protein 5 LasR/RhIR LasR/RhIR
PAD028 5,7 LasR/RhIR
PAOOS1 phaH potential phenazine-modifying enzyme 84 LasR/RhIR
PAD0S2 hypothetical protein 6,8 LasR/RhIR LasR/RhIR
A0SO osmC Osmotically induced protein 26 LasR/RhIR
PAD109 -2,4 LasR/RhIR
pro122 rahy Hemolysin [ E— — LasR/RAIR Lash
PAD143 nuh purine nucleosidase Nuh 5,9 LasR/RhIR LasR/RhIR LasR
PAO178 probable two-component sensor 10,3 LasR/RhIR
PAD200 38 MvfR
PAOS24 norB nitric-oxide reductase subunit B 3,5 LasR/RhIR
PAOS72 impA hypothetical protein a2 LasR/RhIR LasR/RhIR
PAD99E. pasA HHQbiosynthesis. 5 LasR/RhIR Lask
PAD997 PasB. HHQ biosynthesis LasR/RhIR
PAD99E. pasC HHQbiosynthesis. LasR/RhIR
PAD999 pasD HHQ biosynthesis 133 LasR/RhIR
PAL000 past Quinolone signal response protein 7 LasR/RhIR
PA1001 phnA Anthanilate kinase 6,4 LasR/RhIR
PAL002 phn8 Anthanilate kinase 9,2 LasR/RhIR
PA1003 mvfR PQS regulator -4,7 LasR/RhIR LasR
PAL130 rhic rhamnosyltransferase 2 108 LasR/RhIR
PA1174 napA Periplasmic nitrate reductase 7,1 MvfR
PA1215 AMP binding LasR/RhIR
PA1216 SAM methyl transferase LasR/RhIR
PA1217 Isopropylmalate synthase LasR/RhIR
PA1218 Phytanoyl CoA dioxygenase: LasR/RhIR
PA1245 aprX T1S8 3,9 LasR/RhIR LasR MviR
PA1246 aprD alkaline protease secretion protein AprD -4,1 LasR/RhIR LasR/RhIR
PA1248 aprf pr 10,5 LasR/RhIR LasR/RhIR MR
Pa1249 apra alkaline metalloproteinase precursor [ — LasR/RAIR Lash/RhIR iR
PA1250 aprl alkaline proteinaseinhibitor Aprl 41 LasR/RhIR LasR/RhIR
PA1430 lask transcriptional regulator LasR. 43 LasR/RhIR
PA1431 rsal. regulatory protein Rsal s LasR/MVIR LasR/RhIR Lask
PA1663 sfa2 sfa2 3.2 LasR/RhIR LasR/RhIR
PAL664 orfX 32 LasR/RhIR
PA1665 fha2 5,2 LasR/RhIR
PA1666 lip2 5 LasR/RhIR
PA1667 hsil2 38 LasR/RhIR
PA1668 dotU2 Dotu2 2,6 LasR/RhIR LasR/RhIR
PA1784 hypothetical protein 294 LasR/RhIR LasR/RhIR
PA1869 acpl Acyl carrier protein 6,4 LasR/RhIR LasR/RhIR
PAL871 lasA LasA protease precursor r es LasR/RhIR LasR/RhIR
PA1893 hypothetical protein 12,2 LasR/RhIR LasR/RhIR
PA1894 hypothetical protein 16,9 LasR/RhIR LasR/RhIR
PA1895 hypothetical protein 16,1 LasR/RhIR LasR/RhIR
PA1896 hypothetical protein 11,6 LasR/RhIR LasR/RhIR
PA1897 hypothetical protein 10,5 LasR/RhIR LasR/RhIR
PA1899 phzA2 probable phenazine biosynthesis protein -16,4. RhIR/MviR
PA1900 phzB2 probablephenazine biosynthesis protein [ — RAIR/MVR
PA1901 phzC2 phenazine biosynthesis protein PhzC 16,4 RhIR/MviR
PA1902 phzD2 phenazine biosynthesis protein PhzD 17,2 RhIR/MVIR
PA1903 phzE2 phenazine biosynthesis protein PhzE -19,2 RhIR/MviR
PA1904 phzF2 probable phenazine biosynthesis protein RhIR/MVIR
PA1905 phzG2 probable pyridoxamine 5*-phosphate oxidase RhIR/MviR
PA1914 hvn Secreted NADase LasR/RhIR LasR
PA2030 hypothetical protein -10,6 LasR/RhIR
PA2031 hypothetical protein 84 LasR/RhIR
PA2066 Rossman fold LasR/RhIR
PA2067 Hydrolase LasR/RhIR
PA2068 MFS transporter. LasR/RhIR
PA2069 Carbamoyl transferase LasR/RhIR
PA2080 kynu kynureninase KynU 5,4 LasR/RhIR LasR
PA2193 henA hydrogen cyanidesynthase HenA 83 LasR/RhIR LasR/RhIR
PA2194 hcnB hydrogen cyanide synthase HcnB 9,3 LasR/RhIR LasR/RhIR
PA2195 henc hydrogen cyanide synthase HenC 12,2 LasR/RhIR LasR/RhIR
PA2300 chiC Chitinase -18,8 LasR/RhIR
PA2301 hypothetical protein 10,4 LasR/RhIR
PA2302 ambE 14,5 LasR/RhIR LasR/RhIR
PA2303 ambD AmbD -16,1 LasR/RhIR LasR/RhIR
PA2304 ambC AmbC 11,2 LasR/RhIR LasR/RhIR
PA2305 ambB Amb8 3,9 LasR/RhIR LasR/RhIR LasR
PA2327 Permease of ABC -3 LasR/RhIR
PA2328 signal 131 LasR/RhIR
PA2329 ATP of ABC 9,9 LasR/RhIR
PA2330 Acyl CoAdehydrogenase 104 LasR/RhIR
PA2331 Peroxyredoxin -10,8 LasR/RhIR
[ Furike regulator 41 ViR
PA2386 pvdA Pyoverdine biosynthesis -13,1 MvfR
2102 pudl Pyoverdine biosynthesis 2 ViR
PA2405 fov! Pyoverdine utilisation 5,5 MvfR
Pr2a12 mbtH Pyoverdine biosynthesis 53 ViR
PA2423 hypothetical protein 4,5 LasR/RhIR LasR/RhIR
PA2427 hypothetical protein 61 MR
PA2570 lecA LecAlectin 43 LasR/RhIR
PA2587 PpasH probable FAD-dependent monooxygenase 7 LasR/RhIR LasR/RhIR Lask
PA2588 cdpR Transcriptional regulator 83 LasR/RhIR LasR/RhIR LasR
PA2592 33 LasR/RhIR LasR/RhIR LasR
PA2607 conserved hypothetical protein LasR/RhIR
PA2608 conserved hypothetical protein 14 LasR/RhIR
PA2939. paap probable aminopeptidase [ s ] LasR/RhIR LasR/RhIR
PA2949 esterase 3,1 LasR/RhIR
PA3095 xcpZ general secretion pathway protein M 3.2 RhIR.
PA3096. xcpY general secretion pathway protein L 31 RhIR
PA3097 xcpX general secretion pathway protein K 2 RhIR.
PA3098 xcpW general secretion pathway protein | 53 RhIR
PA3099 xcpV general secretion pathway protein | 9,2 RhIR.
PA3100 xepU General secretion pathway outer membrane protein H precursor 158 RAIR
PA3101 xcpT general secretion pathway protein G 17,2 RhIR.
PA3102 xcpS general secretion pathway protein F 35 RhIR
PA3103 xcpR general secretion pathway protein E 38 LasR/RhIR
PA3105 xcpQ general secretion pathway protein D 25 LasR/RhIR
PA3305.1 phrs Phrs. 2,7 MvfR
PA3326 clpp2 clpp2 58 LasR/RhIR LasR/RhIR Lask
PA3327 probable non-ribosomal peptide synthetase -4 LasR/RhIR LasR/RhIR
PA3328 probable FAD-dependent monooxygenase 35 LasR/RhIR LasR/RhIR
PA3329 hypothetical protein 6 LasR/RhIR LasR/RhIR
PA3330 probable short chain dehydrogenase LasR/RhIR LasR/RhIR
PA3331 cytochrome P450 LasR/RhIR LasR/RhIR
PA3332 conserved hypothetical protein LasR/RhIR LasR/RhIR
PA3333 fabH2 3-oxoacyl-[acyl-carrier-protein] synthase Ill LasR/RhIR LasR/RhIR
PA3336 LasR/RhIR LasR/RhIR
3361 lecB fucose-bindinglectin PAIIL Lash/RhIR RAIR
PA3476 rhil autoinducer synthesis protein Rhil LasR/RhIR LasR/RhIR
PA3477 rhiR transcriptional regulator RhIR LasR/RhIR LasR/RhIR LasR
PA3478 rhig rhamnosyltransferase chain B LasR/RhIR
PA3479 rhiA rhamnosyltransferase chain A LasR/RhIR LasR/RhIR LasR
PA3520 Periplasmic binding protein LasR/RhIR
PA3535 eprs. probableserine protease LasR/RhIR LasR/RhIR LasR
PA3615 hypothetical protein LasR/RhIR
PA3724 lasB elastase LasB LasR/RhIR LasR
PA4078. NRPS LasR/RhIR
PA4117 bphpP bacterial phytochrome, BphP LasR/RhIR LasR/RhIR LasR
Pad1a1 MR
PA4190 Past. probable FAD-dependent monooxygenase LasR/RhIR LasR/RhIR
PA4206 mexH RND efflux LasR/RhIR MviR
PA4207 ‘mex! RND efflux LasR/RhIR
PA4208. oopmD omP LasR/RhIR
PA4209 phzM probable phenazine-specific methyltransferase LasR/RhIR RhIR.
PA4210 phaAt probable phenazine biosynthesis protein LasR/RhIR RhIR
PA4211 phzB1 probable phenazine biosynthesis protein LasR/RhIR RhIR.
PAd212 phact phenazine biosynthesis protein PhzC LasR/RhIR RhIR
PA4213 phzD1 phenazine biosynthesis protein PhzD LasR/RhIR RhIR.
PAd214 phE1 phenazine biosynthesis protein PhzE LasR/RhIR RhIR
PA4215 phzF1 probable phenazine biosynthesis protein LasR/RhIR RhIR.
PA4216 ph2G1 probable pyridoxamine 5-phosphate oxidase LasR/RhIR RhIR
PA4217 phzs flavin-containing monooxygenase LasR/RhIR RhIR. MvR
Pas21s ompp FotX protein ViR
PA4220 fot8 Pyochelin MvfR
PA4221 JfotA Fe-PCH transporter MR
PA4223 pchH Pyochelin MvfR
Pas224 pehG Pyochelin ViR
PA4225 pchF Pyochelin MvfR
Pas226 pehe Pyochelin ViR
PA4228 pchD Pyochelin MvfR
Pas229 pehc Pyochelin ViR
PA4230 pchB Pyochelin MvfR
Pad231 peha Pyochelin ViR
PA4236 katA Catalase MvfR
PA4306 fip Type Vb pilin, Flp LasR/RhIR Lask
PAdas7 Zn permease MR
Pasacs sodA Superoxide dismutase Mn factored ViR
PA4469 hypothetical protein MvfR
Paa70 fumc1 Fumarate hydratase ViR
PA4590 Protein activator LasR/RhIR
Pascas cupe1 Pilin subunit
PA4649 cupE2 Pilin subunit LasR/RhIR
PA4650 cupE3 Pilin subunit LasR/RhIR
PA4651 cupE4. Chaperone LasR/RhIR
PA4652 CupES. Usher LasR/RhIR
PA4653 cupE6 Fimbrial adhesin LasR/RhIR
PA4778 cueR CueR LasR/RhIR LasR/RhIR LasR
PA4869 hypothetical protein LasR/RhIR LasR/RhIR
PAS170 arcd Arg/Orn antiporter MR
PAS220 hypothetical protein LasR/RhIR
PAS255 alga Alginate regulatory protein AlgQ. LasR/RhIR
PAS460 hypothetical protein MR
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Related to virulence factors

PA number Gene name Product name Fold-change Regulation
PA0026 plcB phospholipaseC, PIcB -6 Qas
PA0051 phzH potential phenazine-modifying enzyme -8,4 Qas
PA0122 rahU Hemolysin [ - S
PA0996 pgsA HHQbiosynthesis -12,5 Qas
PA0997 pgsB HHQbiosynthesis Qas
PA0998 pgsC HHQbiosynthesis Qas
PA0999 pgsD HHQbiosynthesis -13,3 Qas
PA1000 pgsE Quinolonesignal response protein 7,7 Qas
PA1001 phnA Anthanilate kinase -6,4 Qas
PA1002 phnB Anthanilate kinase 9,2 Qs
PA1003 mvfR PQS regulator -4,7 Qas
PA1130 rhiC rhamnosyltransferase 2 -10,8 Qs
PA1248 aprF Alkaline protease secretion outer membrane protein AprF precursor -10,5 Qas
PA1249 aprA alkaline metalloproteinase precursor _ Qas
PA1250 aprl alkaline proteinase inhibitor Aprl -4,1 Qs
PA1430 lasR transcriptional regulator LasR -4,3 Qas
PA1431 rsal regulatory protein RsalL -5 Qs
PA1871 lasA LasA protease precursor _ Qs
PA1899 phzA2 probable phenazine biosynthesis protein -16,4 Qs
PA1900 phzB2 probable phenazine biosynthesis protein _ Qs
PA1901 phzC2 phenazine biosynthesis protein PhzC -16,4 Qs
PA1902 phzD2 phenazine biosynthesis protein PhzD -17,2 Qas
PA1903 phzE2 phenazine biosynthesis protein PhzE -19,2 Qs
PA1904 phzF2 probable phenazine biosynthesis protein Qas
PA1905 phzG2 probable pyridoxamine 5'-phosphate oxidase Qas
PA1914 hvn Secreted NADase Qs
PA2080 kynU kynureninase KynU -5,4 Qas
PA2193 hcnA hydrogen cyanide synthase HcnA -8,3 Qas
PA2194 hcnB hydrogen cyanide synthase HcnB -9,3 Qas
PA2195 henC hydrogen cyanide synthase HcnC -12,2 Qas
PA2300 chiC Chitinase -18,8 Qs
PA2302 ambE AmbE -14,5 Qs
PA2303 ambD AmbD -16,1 Qs
PA2304 ambC AmbC -11,2 Qs
PA2305 ambB AmbB -3,9 Qs
PA2386 pvdA Pyoverdine biosynthesis -13,1 Qas Iron
PA2402 pvdi Pyoverdine biosynthesis -2 Qas Iron
PA2405 fovs Pyoverdine utilisation 5,5 Qas Iron
PA2412 mbtH Pyoverdine biosynthesis 5,3 Qas Iron
PA2570 lecA LecAlectin -4,3 Qs
PA2587 pgsH probable FAD-dependent monooxygenase -7 Qas
PA3361 lecB fucose-binding lectin PA-IIL -10,5 Qs
PA3476 rhil autoinducer synthesis protein Rhll -2,1 Qas
PA3477 rhiR transcriptional regulator RhIR -13,3 Qas
PA3478 rhiB rhamnosyltransferase chain B _ Qs
PA3479 rhlA rhamnosyltransferase chain A -15,8 Qs
PA3724 lasB elastase LasB Qs
PA4175 piv (prpL) Protease IV Iron
PA4206 mexH RND efflux -2,1 Qs
PA4207 mex| RND efflux -4,4 Qs
pasz08 opmD o [
PA4209 phzM probable phenazine-specific methyltransferase -2,4 Qas
PA4210 phzA1 probable phenazine biosynthesis protein 9,5 Qas
PA4211 phzB1 probable phenazine biosynthesis protein -6,4 Qas
PA4212 phzC1 phenazine biosynthesis protein PhzC -13,1 Qas
PA4213 phzD1 phenazine biosynthesis protein PhzD -19,6 Qas
PA4214 phzEl phenazine biosynthesis protein PhzE -19,6 Qas
PA4215 phzF1 probable phenazine biosynthesis protein Qas
PA4216 phzG1 probable pyridoxamine 5'-phosphate oxidase Qas
PA4217 phzS flavin-containing monooxygenase -6,6 Qas
PA4220 fotB Pyochelin -7 Qas Iron
PA4221 fotA Fe-PCH transporter 6,5 Qas Iron
PA4223 pchH Pyochelin -2,4 Qas Iron
PA4224 pchG Pyochelin -3,3 Qas Iron
PA4225 pchF Pyochelin -4 Qas Iron
PA4226 pchE Pyochelin 5,7 Qas Iron
PA4228 pchD Pyochelin -10,2 Qas Iron
PA4229 pchC Pyochelin -11,7 Qas Iron
PA4230 pchB Pyochelin -12,5 Qas Iron
PA4231 pchA Pyochelin -10,5 Qas Iron
Secretion
PA1657 hsiB2 T6SS -2,28 Qs
PA1658 hsiC2 T6SS -3,37 Qs
PA1659 hsiF2 T6SS -3,54 Qs
PA1660 hsiG2 T6SS -4,65 Qs
PA1661 hsiH2 T6SS -3,3 Qs
PA1662 clpv2 T6SS -2,99 Qs
PA1663 sfa2 T6SS -3,23 Qs
PA1664 orfX T6SS -3,61 Qs
PA1665 fha2 T6SS 5,23 Qs
PA1666 lip2 T6SS =5 Qs
PA1667 hsiJ2 T6SS -3,84 Qs
PA1668 dotU2 T6SS -2,62 Qs
PA3095 xcpZ T2SS -3,2 Qs
PA3096 xcpY T2SS 3,1 Qs
PA3097 xcpX T2SS -2 Qs
PA3098 xcpW T2SS =59 Qs
PA3099 xcpV T2SS -9,2 Qs
PA3100 xcpU T2SS -15,8 Qs
PA3101 xcpT T2SS -17,2 Qs
PA3102 xcpS T2SS -3,5 Qs
PA3103 XxcpR T2SS -3,8 Qs
PA3105 xcpQ T2SS -2,5 Qs
PA2360 hsiA3 T6SS -11,49 Qas Iron
PA2361 icmF3 T6SS -2,61 Iron
PA2363 hsiJ3 T6SS Iron
PA2365 hsiB3 T6SS Iron
PA2366 hsiC3 T6SS Iron
PA2367 hcp3 T6SS Iron
PA2368 hsiF3 T6SS Iron
PA2369 hsiG3 T6SS Iron
PA2370 hsiH3 T6SS Iron
PA2371 clpv3 T6SS Iron
PA2372 T6SS -17,24 Iron
PA2373 vgrG3 T6SS -7,46 Iron
PA2374 tseF T6SS 7,57 Iron
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Supplementary Table S2. Strains used in this study.

Strains

Relevant characteristics

Sources

Pseudomonas aeruginosa

H103

Wild-type strain; prototroph
derivative of PAO1

Hancock and Carey, 1979

Pseudomonas aeruginosa

PAO1 ApgsA CTX-lux::pqsA

pgsA mutant containing a copy of
the pgsA promoter fused to the
CTX-luxCDABE cassette, Tc?

Fletcher et al., 2007

Escherichia coli (pSB401)

N-acyl homoserine lactones
bioluminescent reporter harboring
pSB401 that contains a fusion of
luxRl’::luxCDABE, Tc?

Winson et al., 1998

TcR, Tetracycline resistance




Supplementary Table S3. Primers used in this study.

PA number Gene name Primer name Sequence (5’ - 3’)
s o 15 SISO
T-F TCGAGGCTTCCCGTACCCA
PA0044 exor Zigm CAGGGCGACCTTGTCCATT
R
SN .
PAOGS2 oo T SAAATCACCGCTOTTGAGET
PAOSIS  pash b CTETTOCCCAT O CATAGE
PAL003 pask e TARATCOTCOACCAGTACS
toxA-F ACGAGAAGCCTTCGAACATC
PA1148 toxA tgiA—R TGACGAAGAAGGTGGCATC
PALe30 R ek SCCOAACAGOATCTTCOAG
AF ATCGAGGAGTTGCTGATGCT
PA1713 exsA :ZA-R TCCATGAATAGCTGCAGACG
SHEEIE .
Palses a2 D ToTacacTaTACe
R-F ACTTCATGGTCAAGCCGTTC
PA2523 czcR EZR—R ACTCCTTGGTCGTCAGGTTG
PAZST0 lech ook CAAAACGCATCOTGGCAGAT
e w0 S e
PAZ006 pA e CARGAACGGCACCATCAS
e
PAZa76 ik cecTaceATTaGCaTA
RN
o T
ZF CGTACAGGGAACACGCAAC
PA3621.1 rsmz :ZEZ-R TTCAGTCCCTCGTCATCATC
S .
SENT e




phzA1-F

AACCACTACATCCATTCCTTCG

PA4210 PhzAL ChzaLR CGGCTATTCCCAATGCAC

aaszs i PRt CGOTCGCACTAGAAGCAGTAGTAC
PRSI e aceATAGACCAGEA
s o raseaTee
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