Table S3. KEGG pathways enrichment results of diterpene treatments.

KEGG pathways
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ABC transporters

Bacterial chemotaxis

Flagellar assembly

Teichoic acid biosynthesis

Lysine biosynthesis

Purine metabolism

Pyrimidine metabolism

Propanoate metabolism

Microbial metabolism in diverse environments
Biosynthesis of secondary metabolites
Butanoate metabolism

Oxidative phosphorylation

Ribosome

Nucleotide metabolism

One carbon pool by folate

Starch and sucrose metabolism

Sulfur metabolism

Inositol phosphate metabolism
Phosphotransferase system (PTS)

Amino sugar and nucleotide sugar metabolism
Fatty acid degradation

Sulfur relay system

Riboflavin metabolism

Biosynthesis of cofactors

Ubiquinone and other terpenoid-quinone biosynthesis
Biosynthesis of amino acids

Arginine biosynthesis

Histidine metabolism

Tryptophan metabolism

Valine, leucine and isoleucine biosynthesis
Valine, leucine and isoleucine degradation
Glycerolipid metabolism

Glyoxylate and dicarboxylate metabolism
2-Oxocarboxylic acid metabolism

Glycolysis / Gluconeogenesis

Phenylalanine, tyrosine and tryptophan biosynthesis
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*The number of the genes up- or down-regulated in the significantly enriched pathways is marked in red and green, respectively.
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