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Figure S1.

A scatter plot of the enriched molecular function GO terms in the GO enrichment
analysis for potential therapeutic targets for PCOS. Abscissa, Rich factor. Rich factor
indicates the ratio of the number of differential GO genes (S gene number) to the total number
of GO genes (B gene number). The larger the Rich factor, the greater the GO enrichment.
Ordinate, GO_Term (the GO function comment). In the scatter plot, the dot size represents the
number of genes with a significant difference in the S gene number matched to a single GO.
The dot color represents the p value of the enrichment analysis. The p value < 0.05 was used
as the threshold to select GO terms, which represents significant enrichment. GO, Gene

Ontology.
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Figure S2.

A scatter plot of the enriched cellular component GO terms in the GO enrichment
analysis for potential therapeutic targets for PCOS. Abscissa, Rich factor. Rich factor
indicates the ratio of the number of differential GO genes (S gene number) to the total number
of GO genes (B gene number). The larger the Rich factor, the greater the GO enrichment.
Ordinate, GO_Term (the GO function comment). In the scatter plot, the dot size represents the
number of genes with a significant difference in the S gene number matched to a single GO.
The dot color represents the p value of the enrichment analysis. The p value < 0.05 was used
as the threshold to select GO terms, which represents significant enrichment. GO, Gene

Ontology.
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Figure S3.

A scatter plot of the enriched biological process GO terms in the GO enrichment analysis
for potential therapeutic targets for PCOS. Abscissa, Rich factor. Rich factor indicates the
ratio of the number of differential GO genes (S gene number) to the total number of GO genes
(B gene number). The larger the Rich factor, the greater the GO enrichment. Ordinate,
GO_Term (the GO function comment). In the scatter plot, the dot size represents the number
of genes with a significant difference in the S gene number matched to a single GO. The dot
color represents the p value of the enrichment analysis. The p value < 0.05 was used as the

threshold to select GO terms, which represents significant enrichment. GO, Gene Ontology.
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Figure S4.

A histogram of the KEGG pathway enrichment analysis of potential therapeutic targets
for PCOS. Abscissa, the number of genes; ordinate, pathway term (the KEGG metabolic
pathway). The dot color represents the p value of the enrichment analysis. The p value < 0.05
was used as the threshold to select KEGG terms, which represents significant enrichment.

KEGG, Kyoto Encyclopedia of Genes and Genomes.



