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Fig. S6. GSEA analysis of gene expression for cell proliferation (GO0051301) and cell
division (GO0051726). A, B: GSEA enrichment map of cell proliferation with
annotations in the transcriptome (ES = —0.43; NES = —1.71). GSEA enrichment map (A)

of the enriched genes and annotation map (B) containing gene annotations. C, D: GSEA

enrichment map of cell division with annotations in the transcriptome (ES = -0.47; NES

=—1.65). GSEA enrichment map (C) of the enriched genes and annotation map (D) with

gene annotations. ES, enrichment fraction; NES: normalized enrichment fraction.





