Summary

The table S1 contains all the strains and plasmids used in this work. The Table S2 contains the
oligonucleotides which were used in order to construct the plasmids. Figure S1 shows diffusion

maps reconstructed for long and short jump distances.



Table S1

Strains and plasmids CollIe];tlon Relevant characteristics Source
Pseudomonas aeruginosa

PAO1 PAO1 Wild-type strain Stover et al. 2000
PvdA-eGFP PAS180 eGfp chromosomally integrated Gasser et al. 2015
eGFP-PvdL PAS215 eGfp chromosomally integrated Gasser et al. 2020
Pvdl-eGFP PAS216 eGfp chromosomally integrated Gasser et al. 2020
PvdJ-eGFP PAS471 eGfp chromosomally integrated Gasser et al. 2020
eGFP-PvdD PAS214 eGfp chromosomally integrated Gasser et al. 2020
PvdA-PAmCherry PAS405 PAmCherry chromosomally integrated Gasser et al. 2015
PAmCherry-PvdL PAS406 PAmCherry chromosomally integrated This work
PvdI-PAmCherry PAS407 PAmCherry chromosomally integrated This work
PvdJ-PAmCherry PAS560 PAmCherry chromosomally integrated This work
PAmCherry-PvdD PAS823 PAmCherry chromosomally integrated This work
eGFP-PvdL / PvdJ-mCherry ~ PAS554 eGfp and mCherry chromosomally integrated This work
PvdJ-eGFP / mCherry-PvdLL. ~ PAS555 eGfp and mCherry chromosomally integrated This work
eGFP-PvdL / mCherry-PvdD  PAS556 eGfp and mCherry chromosomally integrated This work
eGFP-PvdL / Pvdl-mCherry =~ PAS557 eGfp and mCherry chromosomally integrated This work
PvdJ-eGFP / mCherry-PvdD  PAS559 eGfp and mCherry chromosomally integrated This work

Escherichia coli
F- mcrA A(mrr-hsdRMS-mcerBC) ¢80lacZAM15
TOP10 AlacX74 nupG recAl araD139 A(ara-leu)7697 Invitrogen
galE15 galK16 rpsL(StrR) endA1l A

Plasmids

PEXG2 PEXG2 AHehcgiﬁiif;ﬂfg;ﬁgfe}t Si% origin Rietsch et al., 2005
pEXG2 PAmCherry-pvdL pAF12 p Efgjrzzgﬁ};?}% ;c:ge fﬁ%f;cift;\jgiert This work
pEXG2 pvdl-PAmCherry PAF11 pEi(ng?égﬁi ttz; ?ﬁqgizfift‘;)vigiert This work
pEXG2 pvdJ-PAmCherry pTS01 pE;(gzrflagfl};Irl? :Zg ?Ielqélte;Cift;\igjert This work
pEXG2 PAmCherry-pvdD pTS04 p EaXS Azniér}i};?f J:;; jsr?%lfericf) ftg\jglsje e This work
pME3088 eGFP-PvdL PVEGA16 pME3?§§;‘;y§§§ ff%i‘z?‘;‘}n;j Lo nsert Gasser et al. 2020
pME3088 pvdJ-mCherry pLG45 pMEiOiSCifrrfyiiigﬂiﬁ Scegegfc‘;fz Jinsert Gasser et al. 2020
pEXG2 pvdJ-eGFP pVEGA30 p EXiQe(gggilsfgt?ne éi(;;lzr}csvt(;)Jinsert Gasser et al. 2020
pME3088 mCherry-pvdL pVEGA13 pMEin%iEzI;};réigﬂils ;?&;e;lfc ;\‘:g}jnsert Gasser et al. 2020
pME3088 mCherry-pvdD pLGAT pMEzofl%ﬁgi?ggt?f lﬁiﬁeicgjgsnsert Gasser et al. 2020
pME3088 pvdl-mCherry pLG42 pME3088 carrying the sequence to insert Gasser et al. 2020

a mCherry tag in Cter of pvdl

Table S1: Strains and plasmids used in this work.
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Figure S1
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Figure S1: Representative diffusion maps of PvdD (the scale bar = 1 pum) made of a. all
the reconstructed trajectories, b. trajectories filtered by a median jump distance > 0.2 pym or
c. trajectories with median jump distances shorter than 0.15 pm.



