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Supplemental Figure 1. Detection of the lipase aggregation.
A) Static light scattering by wild-type LipA at different conditions. In comparison to urea-containing buffer or the low-salt TGCG buffer, light scattering by LipA rapidly increases at the elevated salt concentrations. 
B) Negative-stain TEM images of the wild-type LipA at different conditions. In comparison to urea-containing buffer or the low-salt TGCG buffer, LipA extensively forms aggregates at the elevated salt concentration (150 mM NaCl). Scale bars are indicated.
[bookmark: _GoBack]C) LipH-mediated activity of LipA decreases with the increasing salt concentration, as a consequence of the enhanced lipase aggregation. The activity of the mutant lipase LipAF144E is less affected by the ionic strength.
D) LipA aggregation is associated with formation of β-structured aggregates. The intensity of the amyloid/β-structure-sensitive ThT fluorescence (counts per second, CPS) was measured in presence of either the wild-type LipA (red trace) or LipAF144E (black trace) in the TGCG buffer supplemented with 20 mM NaCl. The ThT signal (yellow trace) is shown for comparison. The assay was performed in technical triplicates, the mean values and SD are shown.
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Supplemental Figure 2. ThT fluorescence in the presence of P. aeruginosa chaperones
The intensity of the amyloid/β-structure-sensitive ThT fluorescence was measured for indicated periplasmic chaperones in absence (“-”) and presence (“+”) of the wild-type LipA. BSA was included as a negative control. Signals measured for LipA alone and ThT in absence of proteins are shown. The assays were performed in technical triplicates, the mean values and SD are shown.
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Supplemental Figure 3. 
A) Complete western blot membrane (top) and post-transfer stained SDS-PAGE of P. aeruginosa PA14 supernatants.
B) The integrity of P. aeruginosa cells was probed via the oxidase activity assay. Conversion of NADH to NAD+ was monitored as a decrease in absorbance at 340 nm in the cell-free media and in cells of P. aeruginosa PA14 and PA14 skp carrying the empty vector (EV, pGUF) and LipA-LipH expression vector, as described. Lysed E. coli DH5α cells served as a positive control.


[image: ]
Supplemental Figure 4. 
C) Multiple sequence alignment of Skp chaperones from Gram-negative bacteria. The proline residues within the mature domain of P. aeruginosa Skp are indicated. Position of the signal peptide is indicated, as well as the cleavage site for the signal peptidase (pink). The alignment was performed with Clustal Omega utilizing SnapGene Software.
D) Structural model of P. aeruginosa Skp3 with the proline residues indicated within one subunit (yellow).



[bookmark: OLE_LINK1][image: ]Supplemental Figure 5. Small-angle X-ray scattering data from Skp of P. aeruginosa.
A) Experimental SAXS data curve is shown in black dots with grey error bars. The EOM-based fit is shown as red line (χ2 =0.954), the GASBOR fit as blue line (χ2 =1.016) and the CRYSOL fit based on AlphaFold 2 model of the Skp trimer as green line (χ2 =1.28). The intensity is displayed as a function of momentum transfer s. 
B) The corresponding distance distribution function (p(r) function). 
C) Guinier plot showed a stable Guinier region. 
D) Dimension-less Kratky plot of P. aeruginosa Skp. 
E) Rg distribution calculated by EOM. . RANCH pool is shown in grey and the selected models in blue.
F) Dmax distribution calculated by EOM. RANCH pool is shown in grey and the selected models in blue.
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Supplemental Figure 6. Anti-aggregation potential of the periplasmic chaperones determined in LipA sedimentation assay.
LipA was incubated at 150 mM NaCl and 20 mM Tris-HCl pH 8.0 either alone or with the periplasmic chaperones at the indicated molar ratios, and the fraction of soluble LipA was determined as described.


Supplemental Table 1. SAXS data summary for P. aeruginosa Skp
	SAXS Device
	Xenocs Xeuss 2.0 with Q-Xoom

	Data collection parameters
	

	Detector
	PILATUS 3 R 300K windowless

	Detector distance (m)
	0.550

	Beam size
	0.8 mm x 0.8 mm

	Wavelength (nm)
	0.154

	Sample environment
	Low Noise Flow Cell, 1 mm ø

	s range (nm-1)‡
	0.05 – 6.0

	Exposure time per frame (s)
	600 (24 frames)

	Sample
	Skp

	Organism
	Pseudomonas aeruginosa PAO1

	UniProt ID (Range)
	Q9HXY5 (23-168)

	Mode of measurement
	batch

	Temperature (°C)
	15

	Protein concentration (mg/ml)
	1.2

	Protein buffer
	100 mM NaCl, 10 % glycerol, 20 mM Tris-HCl pH 8.0

	Structural parameters
	

	I(0) from P(r)
	0.04

	Rg (real-space from P(r)) (nm)
	3.50

	I(0) from Guinier fit
	0.04

	s-range for Guinier fit (nm-1)
	0.111 – 0.362

	Rg (from Guinier fit) (nm)
	3.53

	Points from Guinier fit
	2 - 45

	Dmax (nm)
	11.12

	POROD volume estimate (nm3)
	173.64

	Molecular mass (kDa)
	

	From I(0) 
	55.39

	From Qp 1
	54.75

	From MoW2 2
	35.80

	From Vc 3
	58.09

	Bayesian inference 4
	53.15

	From POROD
	86.82 – 108.53

	From sequence
	18.37 (monomer)
55.12 (trimer)

	 Structure Evaluation
	

	EOM fit χ2
	0.954

	GASBOR fit χ2
	[bookmark: _Hlk95732570]1.016

	CRYSOL fit χ2
	1.28

	Ambimeter score
	2.199

	Software
	

	ATSAS software version 5
	3.0.3

	Primary data reduction
	PRIMUS 6

	Data processing
	GNOM 7

	Flexibility analysis
	EOM 8,9

	Ab initio modelling
	GASBOR 10

	Structure evaluation
	AMBIMETER 11 / CRYSOL 12

	Model visualization
	PyMOL 13

	SASBDB code 14
	SASDNM5



‡s = 4πsin(θ)/λ, 2θ – scattering angle, λ – X-ray wavelength, n.d. not determined
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ThT fluorescence (CPS, 10°)
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Signal peptide

____ Slgnalpeptide *
VLI TAANAADS  AFAEMKIAVLNYGMALLESDAAKQYAVDAEKKFGP
VLITAATMAAPS - AFAEMKIAVLNYGMALL ESDAAKQYAVDAEKKFGP

1 MKKWLLAAGLGL AL ATSA “QAADK I AIVNMGSLFGQVAQKTGVSNTL ENEFKG

1 MKKWLLAAGLGL AL ATSA “QAADK I A1 VNMGSL FQQVAQKTGVSNTL ENEFKG

1 MKKWLLAAGLGL AL ATSA “QAADK I AIVNMGSLFOQVAQKTGVSNTL ENEFKG

1 MKKWLLAAGLGL AMVTSA ~QAADK I A | VNMGNL FOQVAQKTGVSNTL ENEFKG

4 MNKALKVAGLSFALMAAGH - -GSAWAETK | AVVDMSEVFQKL PORDAVAKKL KGEF EP

UKNITKAASLGL I 1L SSSUMANAAEAAGK [GY | NTAQVFQAL POREVVLOKNQEEFKD

MKKWLCAASLGLALAASAS - VGAADKIAIVNVSS | FQOLPAREAVAKQL ENEFKG

MKKWLYAAGLGLVMAASAS - VOAADK | GVVNVGE | FQOMPAREAVAKQL ESEFKG

1 MNK-LNKLMLGLGLTVASY AANAAGYGV | DLAKVVESSTYLKQONASL NGSVKP

55 QUNKLKNLERDAKALQDKLVSNGSKMSQ - GDREKAEL DFKOKARDFQFQSKEL NESKA
55 QUNKLKNLERDAKAL QDKL VSNGSKMSQ - GDREKAEL DFKOKARDFQFQSKEL NESKA
53 RASELQRMETDLOAKMKKLO - - - - SMKAGSDRTKL EKDVMAQGRQTFAQKAQAF EQDRA
53 RASELQRMETDLQAKMKKLG - - - - SMKAGSDRTKL EKDVMAQRQTFAQKAQAF EQDRA
53 RASELQRMETDLQAKMKKLG - - - - SMKAGSDRTKL EKDVMAQRQTFAQKAQAF EQDRA
53 RAAELQKMETDLOSKMQRLO - - - - SMKAGSDRTKL EKDVMSQRQTFAQKAQAF EKDRA
57 RMRELQKLESDGQKL VEKFKKDEAFMSN - EQKKONGEKLAKLOMEF NOKRQAF EQDNG
59 KAAELQA |GADAKTK | EKLKRDGQLMGQ - DEVEKL R I E1GOLDSKYK | KAQALEQASA
55 RATELQGMERDLOTKMGKLORDGSTMKA - SDRTKL ENEVMKQRETFSTKAQAF EQDNR
55 RATALQAQETALQSQMANLORNASTMKA - ADRAKL EKQVMANREDF SAKAQAF DNDNR
50 TTTKLEQLGKELEGLOROAQGTAGAKMKE - DE | KKLGSQYQSKL NEFNSTAQGLASRVA

* *

112 AADRDMLKKLKPKLDOAVEET | KKGGYDNY | ERGAVVDV -KPQYD I TRQV | ERMNGL R
112 AADRDML KKLKPKL DOAVEET | KKGGYDMV | ERGAVVDV -KPQYD I TRV | ERMNGL R
107 RRSNE ERGKL VTR 1QTAVKSVANSQD | DLVVDANAVAYNSSDVKD | TADVLKQVK -

107 RRSNEERGKL VTR IQTAVKSVANSQD | DLVVDANAVAYNSSDVKD | TADVLKQVK -
107 RRSNEERGKL VTR 1QTAVKSVANSQD | DLVVDANAVAYNSSDVKD | TADVLKQVK -
107 RRSNEERNKL VTR QTAVKKVANDQS | DLVVDANTVAYNSSDVKD | TADVLKQVK -
114 RROAEERNK | L TKVQAA | DS | AKSNGYDL VL ERNAAPYA-ASKLD I S5OV I SQVSKSN
116 RREAEEKQKL FKV IQDAVKKVAEKEGYD | VLDTSSMOYG - KPEHNLSEKV KA K-

112 RROAEERNK [ LSR |GDAVKSVATKGGYDVY | DANAVAYA - DSSKD | TADVLKQVK -
112 KROAEERNK | LGR GDAVKTVAAKDGLD |V | DANAL AYASNDAKD | TDEVLKQVK -
111 TSLQSMNTTFETRVKQAAEQL RKENNLDF | LNKNSTVAY - DAKYDLTDKM | QKVNSMK
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