Figure S2. KEGG enrichment analyses of the differentially expressed genes (DEGs) between the fertile and sterile ovules of G. spp and between the female/drops of different species

1. FRUs of G. gnemon v.s. SRUs of G. gnemon
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2. FRUs of G. gnemon v.s. FRUs of G. luofuense
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3. SRUs of G. gnemon v.s. SRUs of G. luofuense
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4. FRUs of G. luofuense v.s. SRUs of G. luofuense
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