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2−Oxocarboxylic acid metabolism
Amino sugar and nucleotide sugar metabolism

Arginine and proline metabolism
Ascorbate and aldarate metabolism

Biosynthesis of amino acids
Cysteine and methionine metabolism

Diterpenoid biosynthesis
Galactose metabolism

Glucosinolate biosynthesis
Glycine, serine and threonine metabolism

Isoquinoline alkaloid biosynthesis
MAPK signaling pathway − plant

Nitrogen metabolism
Phenylalanine metabolism

Phenylalanine, tyrosine and tryptophan biosynthesis
Phenylpropanoid biosynthesis

Starch and sucrose metabolism
Tropane, piperidine and pyridine alkaloid biosynthesis

Tyrosine metabolism
Ubiquinone and other terpenoid−quinone biosynthesis
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