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Supplementary Figure 1. Enrichment plots from gene set
enrichment analysis (GSEA). YAP/TAZ signals are highly enriched
both in HCC and CC (P < 0.001). Barcode indicates gene positions
and the y-axis indicates the extent of enrichment.
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Supplementary Figure 2. Correlation between the YAP/TAZ signals
and levels of phosphorylated ERK (pERK). GSEA was performed
with regard to high and low levels of pERK using the TCGA database.
Barcode indicates gene positions and the y-axis indicates the extent
of enrichment.
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Supplementary Figure 3. Western blots showing expression
levels of indicated genes in tumors from each group shown
in Figure 5.




