Supplemental Figure 1

GO analysis of DEGs between st and hc group of mesothelial cells

response to metal ion

extracellular structure organization 1
extracellular matrix organization <
humoral immune response{

cellular response to metal ion <

cellular response to inorganic substance{
response to cadmium ion <

cellular response to cadmium ion <
detoxification of copper ion <

stress response to copper ion

collagen-containing extracellular matrix-
endoplasmic reticulum lumen {
cytoplasmic vesicle lumen <

vesicle lumen+

secretory granule lumen <

blood microparticle

collagen trimer

complex of collagen trimers+

fibrillar collagen trimer-

banded collagen fibril 1

extracellular matrix structural constituent-

enzyme inhibitor activity 1

peptidase regulator activity 1

endopeptidase inhibitor activity 1

peptidase inhibitor activity 1

endopeptidase regulator activity{

growth factor binding 1

extracellular matrix structural constituent conferring tensile strength <
extracellular matrix structural constituent conferring compression resistance 1
platelet-derived growth factor binding

0.08

GeneRatio

d9

20

4N

GO analysis of DEGs between It and hc group of mesothelial cells

humaoral immune response

response to metal ion

detoxification

cellular response to metal ion

cellular transition metal ion homeostasis
transition metal ion homeostasis
cellular zing ion homeostasis

zinc ion homeaostasis

detoxification of copper ion

stress response to copper ion

collagen-containing extracellular matrix
secretory granule lumen

cytoplasmic vesicle lumen

vesicle lumen

cell leading edge

blood microparticle

tertiary granule

platelet alpha granule lumen

platelet alpha granule

tertiary granule lumen

extracellular matrix structural constituent

enzyme inhibitor activity

peplidase regulator activity

endopeptidase inhibitor activity

peptidase inhibitor activity

endopeptidase regulator activity

collagen binding

antioxidant activity

extracellular matrix structural constituent conferring compression resistance

glucocorticoid receptor binding

Supplemental Figure 1. Gene Ontology enrichment analysis (GO analysis) of DEGs (st vs. hc and 1t vs.

hc) in mesothelial cells.
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Supplemental Figure 2
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Supplemental Figure 2. Gene Ontology enrichment analysis (GO analysis) of DEGs (st vs. hc and It vs.

hc) in fibroblasts.

GO analysis of DEGs between st and hc group of fibroblasts
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Supplemental Figure 3

Enriched Gene Sets of Mesothelial cells
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Supplemental Figure 3. Intersection gene sets of significantly enriched hallmark sets from GSEA result

of each comparison in mesothelial cells corresponding to Figure 3G.



Supplementary Figure S4

Enriched Gene Sets of Fibroblasts
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Supplemental Figure 4. Intersection gene sets of significantly enriched hallmark sets from GSEA result

of each comparison in fibroblasts corresponding to Figure 3H.



Supplemental Figure 5

hsa04015:Rap1 signaling pathway
hsa04650:Natural killer cell mediated cytotoxicity
hsa04064:NF-kappa B signaling pathway
hsa05219:Bladder cancer

hsa04611:Platelet activation

hsa05100:Bacterial invasion of epithelial cells
hsa05169:Epstein-Barr virus infection
hsa04062:Chemaokine signaling pathway
hsa04810:Regulation of actin cytoskeleton
hsa05131:Shigellosis

hsa04620:Toll-like receptor signaling pathway
hsa05130:Pathogenic Escherichia coli infection
hsa04010:MAPK signaling pathway
hsa04350:TGF-beta signaling pathway
hsa05143:African trypanosomiasis
hsa05168:Herpes simplex infection

hsa05202: Transcriptional misregulaticn in cancer
hsa05134:Legionellosis
hsa04060:Cytokine-cytokine receptor interaction
hsa04142:Lysosome

hsa05020:Prion diseases

hsa04978 Mineral absorption
hsa05200:Pathways in cancer

hsa04666:Fc gamma R-mediated phagocytosis
hsa05205:Proteoglycans in cancer
hsa05132:Salmonella infection
hsa04380:Osteoclast differentiation
hsaD5166:HTLV-I infection

hsa05142:Chagas disease (American trypanosomiasis)
hsa05164:Influenza A

hsa05320: Autoimmune thyroid disease
hsa05145: Toxoplasmosis
hsa04640:Hematopoietic cell lineage
hsa04151:PI3K-Akt signaling pathway
hsa04670:Leukocyte transendothelial migration
hsa04974:Protein digestion and absorption
hsa05133 Pertussis

hsa05330:Allograft rejection

hsa05322:Systemic lupus erythematosus
hsa04940:Type | diabetes mellitus
hsa04612:Antigen processing and presentation
hsa05146:Amoebiasis

hsa05416:Viral myocarditis
hsa05321:Inflammatory bowel disease (IBD)
hsa05310:Asthma

hsa05152:Tuberculosis

hsa04514:Cell adhesion molecules (CAMs)
hsa05332:Graft-versus-host disease
hsa04610:Complement and coagulation cascades
hsa05144:Malaria

hsa04672:Intestinal immune network for IgA production
hsa04512 ECM-receptor interaction
hsa04510:Focal adhesion
hsal4145:Phagosome

hsa05140:Leishmaniasis

hsa05323:Rheumatoid arthritis
hsa05150:Staphylococeus aureus infection

KEGG pathways

Supplemental Figure 5. Enriched pathways in KEGG analysis of DEGs from comparison between st

and hc group in fibroblasts.
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Supplemental Figure 6
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KEGG pathways

Supplemental Figure 6. Enriched pathways in KEGG analysis of DEGs from comparison between It

and hc group in fibroblasts.
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