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Figure S1. Gene Ontology (GO) term enrichment analysis of 1000 mesothelial cell
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green cellular component (CC), blue molecular function (MF) identified by Panther
Gene Ontology Enrichment Analysis (FDR <0.05).
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Figure S2. Gene Ontology (GO) term and Reactome pathway enrichment analysis of mesothelial and endothelial genes. A) Enrichment
analysis of 393 genes found in both mesothelial cell lines (HPMC and MeT-5A) B) Enrichment analysis of 235 genes found in both endothelial cell
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Figure S3. Enrichment analysis of cluster 3 (Circulatory system development) as given in Figure 6 which compares transcriptional profiles in 4
studied cell lines. Bar plots show gene sets and pathways of cluster 3. These were analyzed by biological process-, cellular component-,
molecular function- gene ontology (GO) enrichment analysis and using Reactome pathway analysis. All significantly enriched terms are clustered
into parental summary term by ClueGO (Cytoscape app) are given.
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Figure S4. Enrichment analysis of cluster 4 (Cell migration) as given in Figure 6 which compares transcriptional profiles in 4 studied cell lines. Bar
plots show gene sets and pathways of cluster 4. These were analyzed by biological process-, cellular component-, molecular function- gene
ontology (GO) enrichment analysis and using Reactome pathway analysis. All significantly enriched terms as clustered into parental summary term
by ClueGO (Cytoscape app) are given.
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Figure S6. Enrichment analysis of cluster 1 (Cell cycle process) as given in Figure 6 which compares transcriptional profiles in 4 studied cell lines.
Bar plots show gene sets and pathways of cluster 1. These were analyzed by A) biological process-, B) cellular component-, molecular function-gene
ontology (GO) enrichment analysis and using C) Reactome pathway analysis. All significantly enriched terms as clustered into parental

summary term by ClueGO (Cytoscape app) are given.
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Figure S7. Enrichment analysis of cluster 6 (Cell adhesion) as given in Figure 6 which compares transcriptional profiles in 4 studied cell lines. Bar
plots show gene sets and pathways of cluster 6. These were analyzed by biological process-, cellular component-, molecular function- gene
ontology (GO) enrichment analysis and using Reactome pathway analysis. All significantly enriched terms as clustered into parental summary term
by ClueGO (Cytoscape app) are given.
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Figure S8. Enrichment analysis of cluster 5 (Cell response to hypoxia) as given in Figure 6 which compares transcriptional profiles in 4 studied cell
lines. Bar plots show gene sets and pathways of cluster 5. These were analyzed by biological process-, cellular component-, molecular function-gene
ontology (GO) enrichment analysis and using Reactome pathway analysis. All significantly enriched terms as clustered into parental summary term
by ClueGO (Cytoscape app) are given.



