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A: Metzbalic pathways

B: Biosynthesis of secondary metabolitas

(: Phenylpropanoid biosynthesis

[: Flznt-pathogen interaction

E: Flavonoid biosynthesis

F: Stilbenaid, diarylheptanoid and gingerol biosynthesis
G: Glutathione metabolism

H: Pentose and glucuronate interconversions

I Zeatin biosynthesis

I: Limanene and pinene degradation

K: Pyruvate metabolism

L: Fatty acid metabolism

M: Diterpenoid biosynthesis

M: Tyrosine metabalism

{0: zlpha-Lindlenic acid metabolism

P: Flavone and flzavanol biosynthesis

{0 Tryptophan meta bolism

R: Anthocyanin biosynthesis

5: lsoguinaline 2 lkaloid biosynthesis

T: Tropane, piperidine and pyridine zlkzloid biosynthesis
1: Biosynthesiz of unszturated fatty acids

V: Czrotenoid binsynthesis

W: Sesquiterpenoid and triterpenoid biosynthesis
¥: Benzoxzzinoid biosynthesis

Figure S3: Enrichment analysis of the main pathways. The X-axes represented the category of
each pathway. The Y-axes represented the number of genes in pathway analysis.



