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Figure S1 GO annotation and KEGG pathway enrichment analysis. (A-C) GO annotation for the co-expressed genes of SMPDL3B in OV
(D) KEGG pathway enrichment for the co-expressed genes of SMPDL3B. KEGG, Kyoto Encyclopedia of Genes and Genomes; GO, Gene
Ontology; OV, ovarian cancer; SMPDL3B, sphingomyelin phosphodiesterase acid-like 3B.
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