Supplementary Figure Legends
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Figure S1. There were 393 upregulated genes and 445 downregulated genes in the acute group and DTP group in the PC9, NCI-H1975, HCC827, and HCC2935 cell lines when the cell lines were used as covariates. The (A) heatmap and (B) volcano map are shown.
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Figure S2. Functional enrichment analysis was subsequently performed for the downregulated genes. The results of (A) GO analysis and (B) KEGG analysis revealed the top enrichment pathways.
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Figure S3. YAP1 and TAZ were weakly and significantly correlated with ACTA2. The GEPIA2 website was used to analyze the correlations between (A) YAP1 or (B) TAZ and the CAF marker α-SMA (ACTA2).
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