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Fig.S1 Schematic representation of the experimental design and Bioinformatics pipeline.
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Fig.S2. Bar plots of number of differentially regulated genes (DEGs) from RNAseq measurement in EGF, HGF, and OSM treatments compared to PBS control at 24, and 48 hours. Green represents the number of downregulated genes and red represents the number of upregulated genes. 


[image: A picture containing text, screenshot, diagram, design

Description automatically generated]
Fig.S3. Pathway enrichment analysis of gene expression signatures using the GO-BP, Hallmark, and Reactome database for the EGF, HGF, and OSM treatments, respectively. Dot color represents the treatment at 24, and 48 hours. 
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