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Figure S5. Comparison of enriched GO cellular component (CC) and GO molecular function (MF) based
on genes selected by DESeq2 and WGCNA methods separately. (a&c) Enrichment and comparison of
terms under age difference. (b&d) Enrichment and comparison of terms nder sexual difference. Weighted
points filled with plum represent the age difference and coral represent the sexual difference. GO: gene


Fulin L
Typewriter
Figure S5. Comparison of enriched GO cellular component (CC) and GO molecular function (MF) based on genes selected by DESeq2 and WGCNA methods separately. (a&c) Enrichment and comparison of terms under age difference. (b&d) Enrichment and comparison of terms nder sexual difference. Weighted points filled with plum represent the age difference and coral represent the sexual difference. GO: gene ontology; WGCNA: weighted gene co-expression network analysis.




