Figure S2
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Figure S2: The expression of STK3 demonstrate positive expression with YAP1 signature. In TCGA cohort, the
top 10% STK3 high expression cases demonstrate positive correlation with a YAP1 up, b YAP1 conserved
signature and ¢ YAP1 downstream by GSEA analysis. d The heatmap of STK3 expression with YAP1 signature
genes in TCGA cohort. e Knocking STK3 decreased some YAP1 target gene expression, such as CTGF, CDK1,
and WNT5B.



