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Figure S1. Quantitative PCR (qPCR) verification of transcriptomic expression of YAP1 related
genes. (A) Comparison between the results of RNA-seq and qPCR. * represents DE gene for
RNA-seq and represents P-value < 0.05 for qPCR. (B) Correlation between the results of RNA-
seq and gPCR.
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Figure S2. Changes of genes involved in selected pathways in cells treated with GA-017 (GA)
and verteporfin (VP) compared to control (Con) group. (A) Heatmap shows the mRNA
expression of the downstream genes of Hippo signaling pathway. (B) Heatmap shows the
mRNA expression of genes involved in Wnt signaling pathway. (C) Gene network of Wnt
signaling pathway. Gene names in bule represent downregulated genes in GA group compared
to Con. (D) Heatmap shows the mRNA expression of genes involved in calcium signaling
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pathway. C, G, and V represent samples from Con, GA, and VP, respectively.
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Figure S3. Effect of different concentrations of sodium butyrate (SB) (0, 0.25, 0.5, 1, 2.5, 5, 10,
25, and 50 uM) on the viability of rumen epithelial cells at different incubation time (4, 8, 12,
24, and 48 h).
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Figure S4. Function enrichment of differentially expressed genes (DEGs) in cells treated with
sodium butyrate (5B) compared to control group. (A) Top 20 GO terms enriched by DEGs. (B)
KEGG pathways enriched by DEGs.
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Figure S5. Heatmap shows the mRNA expression of genes involved in calcium signaling
pathway in cells treated with sodium butyrate (SB) or not (Con).



