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Supplementary Figure 1. CARM1 regulates genes involved in fatty acid synthesis pathway.
A, Heatmap of the fold-changes of expressed genes in fatty acid metabolism pathway that are
downregulated by CARM1 knockout in A1847 cells.

B, Volcano plot illustrating the protein expression detected by Reverse Phase Protein Assay
(RPPA) in wildtype or CARM1 knockout PEO4 cell lysates. Red dots and green dots indicate
protein expression significantly upregulated in wildtype and knockout cells, respectively. SCD1,
FASN and ACC1 were highlighted in blue. P value was calculated using a two-tailed Student ¢
test.

C, RT-gPCR analysis of SCD1, FASN and ACC1 expression in control and CARM1 knockout
PEO4 cells. P values were calculated using a two-tailed t test.

D, Expression of CARM1, SCD1, FASN and ACC1 in control and CARM1 knockout PEO4 cells
was determined by immunoblot. -actin was used as a loading control.

E, Correlation between CARM1 and SCD1, FASN or ACC1 in the high-grade serous ovarian
cancer TCGA dataset. P values were determined by Pearson correlation analysis.

Data represent mean £ SEM, n = 3 biologically independent experiments.



