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Figure S1. Agar plate assay for the detection of AHL in A. baumannii AB5075 exposed to HPF,

dHPF, or dHPF + HSA using C. violaceum.
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Figure S2 and Table S2. Total Iron concentration in HPF, dHPF, and dHPF + HSA conditions

studied.
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Figure S3. Heatmap outlining the differential expression of genes associated with acinetobactin
production and utilization in presence of HPF or HSA. The asterisks represent significant DEGs

(adjusted P-value < 0.05 with log2fold change > 1).
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Figure S4. Differential expression of fatty acid metabolism genes. (A) Heatmap outlining the
differential expression of genes associated with fatty acid metabolism in presence of HPF or
HSA. The majority of fatty acid metabolism associated genes are up-regulated (green) in the
presence of HPF and HSA. The asterisks represent significant DEGs (adjusted P-value < 0.05
with log2fold change > 1). (B) gRT-PCR of AB5075 strain genes associated with fatty acid
metabolism, fadA, phaC, scd and pgaC_in the presence of HPF, dHPF, or dHPF + HSA. Fold
changes were calculated using double ACt analysis. At least three independent samples were
used, and four technical replicates were performed from each sample. Statistical significance (P

< 0.05) was determined by ANOVA followed by Tukey’s multiple-comparison test.
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Figure S5. Differential expression of acetoin metabolism genes. (A) Heatmap outlining the
differential expression of genes associated with acetoin metabolism in presence of HPF or HSA.
The asterisks represent significant DEGs (adjusted P-value < 0.05 with log2fold change > 1).
(B) gRT-PCR of AB5075 strain genes associated with acetoin metabolism, acoA and acoB_in
the presence of HPF, dHPF, or dHPF + HSA. Fold changes were calculated using double ACt
analysis. At least three independent samples were used, and four technical replicates were
performed from each sample. Statistical significance (P < 0.05) was determined by ANOVA
followed by Tukey’s multiple-comparison test. (C) Growth curves of AB5075 strain in M9
minimal medium supplemented with 15mM acetoin at 37°C with agitation. Strain AB5075 was

grown in LB broth, HPF, dHPF, or dHPF + HSA.



HPF HSA

“wrbA wrbA
*pspC Stress pspC Stress

O “ywrO

Ll

“motA Motility motA Motility

Hly-III family “Hiy-III family

Virulence Virulence

[

katE “katk: _
. Biofilm eesuB j Biofilm
*efflux pump “efflux pump ]
outer membrane efflux Antibiotic Resistance “outer membrane efflux Antibiotic Resistance
dnpA “dnpA
prmA “prmA
22 -1 0 1 2
AB5075 ABS075 ABS5075 ABS5075 .
csuB LB HPF dHPF  dHPF + HSAE

-~

E 1.5- % %k %k

§ ‘ % %k

2 ’ *EE O wwx ‘ * KK

~ 1.0

s

=]
2

@

-

S 0.5

£

L
- —_—

-

<

< 0.0-

& R & & o

& & 3
$
N
d

Figure S6. (A) Heatmap outlining the differential expression of significant genes in presence of
HPF or HSA. The asterisks represent significant DEGs (adjusted P-value < 0.05 with log2fold
change > 1). (B) qRT-PCR of AB5075 strain gene associated with biofilm formation, csuB_in
the presence of HPF, dHPF, or dHPF + HSA. Fold changes were calculated using double ACt
analysis. At least three independent samples were used, and four technical replicates were
performed from each sample. Statistical significance (P < 0.05) was determined by ANOVA
followed by Tukey’s multiple-comparison test. C) Biofilm assays performed in HPF, dHPF, or

dHPF + HSA show a significant decrease in biofilm formation respect to LB condition.



Experiments were performed in triplicate, with at least three technical replicates per biological

replicate.
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Figure S7. Heatmap outlining the differential expression of genes related to beta-lactam
resistance in presence of HPF or HSA. The asterisks represent significant DEGs (adjusted P-

value < 0.05 with log2fold change > 1).



Figure S8. SDS PAGE showing the proteins present in LB, HPF, dHPF and dHPF + HSA

conditions.



