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Figure 4-figure supplement 1 Differential gene expression in Gnas cKO and -blocker treated hearts. (a)
The Venn diagram shows the down-regulated genes in Gnas cKO and -blocker treated hearts at P7 (fold change
≤ 0.8). The total and overlay numbers of down-regulated genes are 1700 and 109 respectively. The overlapped
genes were used for GO analysis. (b) The Venn diagram shows the up-regulated genes in Gnas cKO and -
blocker treated hearts at P7 (fold change ≥ 1.2). The total and overlay numbers of up-regulated genes are 2860
and 161 respectively. The overlapped genes were used for GO analysis. (c) Heat map of fatty acid metabolism,
glycolysis, and YAP signature related gene expression from RNA-seq data, Control vs. Gnas cKO hearts. (d)
Heat map of fatty acid metabolism, glycolysis, and YAP signature related gene expression from RNA-seq data,
Control vs. -blocker treated hearts. (e) GSEA identified significant enrichment of glycolysis related gene
expression in Gnas cKO hearts. (f) GSEA identified significant enrichment of glycolysis related gene expression
in -blocker treated hearts.
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