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KEGG Enrichment top 20
ko04914: Progesterone-mediated oocyte maturation - °
ko04120: Ubiquitin mediated proteolysis - .
ko04115: p53 signaling pathway - .
ko04114: Oocyte meiosis - o
ko04113: Meiosis - yeast - °
y Number
ko04111: Cell cycle - yeast - ° 3
e 6
ko04110: Cell cycle - ° * 9
o 12
ko04075: Plant hormone signal transduction - e 15
® 18
ko03460: Fanconi anemia pathway - .
pvalue
ko03440: Homologous recombination - 03
ko03430: Mismatch repair - 0.2
ko03420: Nucleotide excision repair - . 0.1
ko03410: Base excision repair - e
ko03030: DNA replication - °
ko00480: Glutathione metabolism .
ko00240: Pyrimidine metabolism _ .
ko00230: Purine metabolism -
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D KEGG Enrichment top 20

ko04919: Thyroid hormone signaling pathway -

ko04626: Plant-pathogen interaction -
ko04141: Protein processing in endoplasmic reticulum-
ko04110: Cell cycle -

ko04075: Plant hormone signal transduction - e
ko04024: cAMP signaling pathway -
ko03440: Homologous recombination -

ko03010: Ribosome - @
ko03008: Ribosome biogenesis in eukaryotes -
ko01212: Fatty acid metabolism -
ko01040: Biosynthesis of unsaturated fatty acids -

ko00940: Phenylpropanoid biosynthesis . A
ko00904: Diterpenoid biosynthesis - .

ko00620: Pyruvate metabolism -
ko00520: Amino sugar and nucleotide sugar metabolism -
ko00500: Starch and sucrose metabolism -
ko00480: Glutathione metabolism -
ko00130: Ubiquinone and other terpenoid—quinone biosynthesis -

ko00071: Fatty acid degradation -

ko00051: Fructose and mannose metabolism -
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0.15
0.10
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