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Statistics of KEGG Enrichment

A

Valine, leucine and isoleucine degradation 4 .
Ribosome 4 .
Pyruvate metabolism .
Photosynthesis - antenna proteins 4 .
Photosynthesis .
Pentose and glucuronate interconversions 4 .
Oxidative phosphorylation .
Metabolic pathways 4 ®

Fructose and mannose metabolism .
Fatty acid biosynthesis
Ether lipid metabolism 4 .
Cutin, suberine and wax biosynthesis 4 .
Circadian rhythm - plant 4 .
Carbon metabolism 4 .
Biotin metabolism o

Biosynthesis of secondary metabolites 4
Biosynthesis of amino acids

Anthocyanin biosynthesis

Amino sugar and nucleotide sugar metabolism - .

04 05 06
Rich factor

B Statistics of KEGG Enrichment

Valine, leucine and isoleucine degradation 4
Synthesis and degradation of ketone bodies 4
Sulfur relay system 4
Ribosome biogenesis in eukaryotes |
Porphyrin and chlorophyll metabolism - .
Plant hormone signal transduction 4
Photosynthesis - antenna proteins 4
Phenylalanine, tyrosine and tryptophan biosynthesis 4 .

Pentose and glucuronate interconversions | .

Oxidative phosphorylation 4 .
Metabolic pathways { ®

Histidine metabolism 4

Glycolysis / Gluconeogenesis 4 .
Fatty acid degradation 4 .
Cutin, suberine and wax biosynthesis -
Circadian rhythm - plant 4 .
Carotenoid biosynthesis 4
Biosynthesis of secondary metabolites{ @

Anthocyanin biosynthesis 4

Amino sugar and nucleotide sugar metabolism 4 .
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C Statistics of KEGG Enrichment
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Terpenoid backbone biosynthesis -
Synthesis and degradation of ketone bodies 4
Porphyrin and chlorophyll metabolism .
Plant hormone signal transduction 4 .
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Oxidative phosphorylation - .
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MAPK signaling pathway - plant{
Fructose and mannose metabolism 4 o
Fatty acid elongation .
Cysteine and methionine metabolism O
Cutin, suberine and wax biosynthesis .
Circadian rhythm - plant 4 .
Carotenoid biosynthesis
Butanoate metabolism o
Biosynthesis of secondary metabolites{ @
Arginine and proline metabolism 4 .
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Amino sugar and nucleotide sugar metabolism -
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