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S1 Figure. pH values at different timepoints of the food-Gl-infection model. Different letters (a,
b, c) indicate statistically significant differences (p < 0.05) among the food matrices (cheese, fish,
sausage).
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S2 Figure. Survival of L. monocytogenes grown for 7 days at 10 °C in different food matrices
after the oral phase. Boxplot for log reduction of L. monocytogenes split in the different food
matrices (A) and for the different strains (D). Interaction plot (log reduction) showing
interactions of the different food matrices depending on the strain (B) and of the different strains
depending on the food matrices (C). Black: cheese; Blue: Fish; Red: Sausage; Grey: EGDe; Green:
QOC1, Orange: R479a. * p < 0.05
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S3 Figure. Survival of L. monocytogenes in different food matrices after the gastric
phase. Boxplot for log reduction of L. monocytogenes split in the different food matrices (A) and
for the different strains (D). Interaction plot (log reduction) showing interactions of the
different food matrices depending on the strain (B) and of the different strains depending on
the food matrices (C). Black: cheese; Blue: Fish; Red: Sausage; Grey: EGDe; Green: QOCI1,
Orange: R479a. * p <0.05
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S4 Figure. Invasion of L. monocytogenes. Boxplot for the basal invasion efficiency (%) into
Caco-2 cells without the application of previous stress conditions. Sausage; Grey: EGDe; Green:

QOC1, Orange: R479a. *** p <0.001
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S5 Figure. Differential gene expression after seven-day growth in sausage vs. cheese.
Differentially expressed genes (L. monocytogenes EGDe; p adj < 0.05 and log2FC > |2]|) were
assigned to KEGG pathways. The mean log2FoldChange was calculated for downregulated or
upregulated genes within each pathway, respectively. Lines indicate the range of log2FoldChange

values.
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S6 Figure. Differential gene expression after seven-day growth in sausage vs. fish. Differentially
expressed genes (L. monocytogenes EGDe; p adj < 0.05 and log2FC > |2|) were assigned to
KEGG pathways. The mean log2FoldChange was calculated for downregulated or upregulated genes
within each pathway, respectively. Lines indicate the range of log2FoldChange values.
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S7 Figure. Differential gene expression after seven-day growth in

Differentially expressed genes (L. monocytogenes EGDe; p adj < 0.05 and

log2FoldChange values66.

Number diff. expressed genes

fish vs. cheese.
log2FC > |2]|) were

assigned to KEGG pathways. The mean log2FoldChange was calculated for downregulated or
upregulated genes within each

pathway, respectively. Lines indicate the range of
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S8 Figure. Differential gene expression after passage through the Gl model vs. seven-day
growth in sausage. Differentially expressed genes (L. monocytogenes EGDe; p adj < 0.05 and log2FC

> |2|) were assigned to KEGG pathways. The mean

log2FoldChange was calculated for

downregulated or upregulated genes within each pathway, respectively. Lines indicate the range

of log2FoldChange values.



. Sulfur relay system

Carbon fixation pathways in prokaryotes
Galactose metabolism

Pentose and glucuronate interconversions
Streptomycin biosynthesis

Neomycin, kanamycin and gentamicin biosynthesis
Porphyrin metabolism

. Pfodi?iosin biosynthesis
Biosynthesis of nucleotide sugars
Secondary bile acid biosynthesis

Primary bile acid biosynthesis

Lysine degradation

Ubiquinone and other terpenoid-quinone biosynthesis
Ascorbate and aldarate mefabolism
Taurine and hypotaurine metabolism

. Pentose phosphate pathway
Carbon fixation in photosynthetic organisms
Tyrosine metabolism

Pyruvate metabolism

Longevity regulating pathway - worm
Alanine, aspartate and glutamate metabolism
Bacterial chemotaxis

Shigellosis

. Salmonella infection

NOD-like receptor signaling pathway
Legionellosis

Flagellar assembly

Type | diabetes mellitus

GABAergic synapse

beta-Alanine metabolism

Thiamine metabolism

~ Propanoate metabolism

Biosynthesis of ansamycins

Mismatch repair

Phenylalanine metabolism

O-Antigen nucleotide sugar biosynthesis
Naphthalene degradation

. atty acid degradation

Degradation of aromatic compounds
Chloroalkane and chloroalkene degradation
Amoebiasis

Plant-pathogen interaction

Tn/gtophan metabolism

tyrene degradation

Aminobenzoate degradation

Steroid hormone biosynthesis

Folate biosynthesis

Sulfur metabolism

Other glycan degradation

Hisfidine metabolism

Biotin metabolism

Glucagon signaling pathway

Central carbon metabolism'in cancer
HIF-1 S|gnal|ng pathway

Cationic antimicrobial peptide (CAMP) resistance
D-Amino acid metabolism
Staphylococcus aureus infection

Lipoic acid metabolism

Butanoate metabolism

Microbial metabolism in diverse environments
Biosynthesis of cofactors

Fatty acid metabolism

Fatty acid biosynthesis
Glycerophospholipid metabolism

Starch and sucrose metabolism

Fructose and mannose metabolism
Carbon metabolism

Phosphotransferase system 1PTS)
Bacterial invasion of epithelial cells
Nicotinate and nicotinamide metabolism
Glycerolipid metabolism

Lysine biosynthesis

Arginine biosynthesis

PPAR signaling pathway

Metabolic pathways

One carbon pool by folate

Antifolate resistance

Inositol phosphate metabolism
Tuberculosis

Methane metabolism

ABC transporters

. Biosynthesis of amino acids
Biosynthesis of secondary metabolites
Glycolysis / Gluconeogenesis

RNA d?_\gradation

ibosome

Pyrimidine metabolism

Glyoxylate and dicarboxylate metabolism
Quorum sensing

Photosynthesis

Oxidative phosphorylation

Glycine, serine and threonine metabolism
. Two-component system
Amino sugar and nucleotide sugar metabolism
ysteine and methionine metabolism
Homologous recombination

DNA replication

Nucleotide metabolism

Teichoic acid biosynthesis

Purine mefabolism

Arginine and proline metabolism

Valine, leucine and isoleucine degradation
Monobactam biosynthesis

Vitamin B6 metabolism

Cyanoamino acid metabolism

O-Antigen repeat unit biosynthesis

. Exopolysaccharide biosynthesis
Arabinogalactan biosynthesis - Mycobacterium
minoacyl-tRNA biosynthesis
2-Oxocarboxylic acid metabolism

Protein export

Bacterial secretion system
Selenocompound metabolism

Terpenoid backbone biosynthesis
Thyroid hormone si?naling pathway

Ether lipid metabolism

RNA polymerase

Base excision repair

Phenylalanine, tyrosine and trﬁ)tophan biosynthesis
iboflavin metabolism

ATP-dependent chromatin remodeling
Peptidoglycan biosynthesis

Primary immunodeficiency

Drug metabolism - other enzymes

Figure legend: see next page

-20

15 10 5 0 5
Mean log2FoldChange

Number diff. expressed genes

® 25
® 50
® 75
@® 100



S9 Figure. Differential gene expression after passage through the GI model vs. seven-day
growth in cheese. Differentially expressed genes (L. monocytogenes EGDe; p adj < 0.05 and log2FC

> |2|) were assigned to KEGG pathways. The mean

log2FoldChange was calculated for

downregulated or upregulated genes within each pathway, respectively. Lines indicate the range

of log2FoldChange values.
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S10 Figure. Differential gene expression after passage through the Gl model vs. seven-day growth
in fish. Differentially expressed genes (L. monocytogenes EGDe; p adj < 0.05 and log2FoldChange 2 |
2]) were assigned to KEGG pathways. The mean log2FoldChange was calculated
for downregulated or upregulated genes within each pathway, respectively. Lines indicate the range
of log2FoldChange values.
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S11 Figure. Differential gene expression after passage through the Gl model in sausage vs. cheese.
Differentially expressed genes (L. monocytogenes EGDe; p adj < 0.05 and log2FoldChange > |2]) were
assigned to KEGG pathways. The mean log2FoldChange was calculated for downregulated or
upregulated genes within each pathway, respectively. Lines indicate the range of log2FoldChange
values.
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S$12 Figure. Differential gene expression after passage through the Gl model in sausage vs. fish.
Differentially expressed genes (L. monocytogenes EGDe; p adj < 0.05 and log2FoldChange 2> |
2|) were assigned to KEGG pathways. The mean log2FoldChange was calculated for downregulated
or upregulated genes within each pathway, respectively. Lines indicate the range of log2FoldChange
values.
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S13 Figure. Differential gene expression after passage through the GI model in fish wvs.
cheese. Differentially expressed genes (L. monocytogenes EGDe; p adj < 0.05 and log2FC
> |2|) were assighed to KEGG pathways.  The mean log2FoldChange  was
calculated for downregulated or upregulated genes within each pathway, respectively. Lines
indicate the range of log2FoldChange values.
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S$14 Figure. Experimental set-up. Cheese, fish and sausage were inoculated with three single L.
monocytogenes strains (EGDe, R479a, QOC1) in single experiments, respectively. The inoculated
food incubated at 10 °C for seven days. Next, the inoculated food matrices were transferred to a
three-steps artificial gastrointestinal (GlI) model inluding oral, gastric and intestinal phases. In the
last step, L. monocytogenes were recovered from the digested food matrices and the invasion ability
was assessed using human intestinal epithelial Caco-2 cells. Colony forming units (CFU) were
determined using the inocula, after growth in food, after each step of the GI model and after the
virulence assay. In addition, L. monocytogenes RNA was isolated from the inoculum, after growth in
the different types of food and after the GI model (EGDe only).
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