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Supplementary figure S1. Transcripts that were upregulated by NR5A2 cKO. a)
Pathway analysis transcripts that were upregulated by by NR5A2 cKO. The color of
each circle represents the functional cluster, while the edges represent the similarity or
relatedness among clusters. b) Abundance of oocyte-specific transcripts that changed
(Padj < 0.05; Kit, Gdf9, Foxo3) or tended to change (P < 0.05; Figla) by RNAseq, as
measured by gPCR in CON and cKO murine ovaries at PND4 (n=5-10 animals per

genotype).
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Supplementary figure S2. mRNA altered by NR5A2 conditional knockout and during the
primordial-to-primary follicle transition. (a) mMRNA that were more abundant in primordial
follicles (Ernst et al., 2018) and were regulated by NR5A2 cKO. (b) mRNA that were more
abundant in primary follicles (Ernst et al., 2018) and were regulated by NR5A2 cKO.



