
Microbiota−metabolite module relationships
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Tyrosine metabolism

Phenylalanine, tyrosine and tryptophan biosynthesis

Aflatoxin biosynthesis

Aminobenzoate degradation

Biosynthesis of type II polyketide products

Phenylalanine metabolism

Linoleic acid metabolism

Primary bile acid biosynthesis

Lysine degradation

Tryptophan metabolism

Nicotinate and nicotinamide metabolism

Steroid biosynthesis

Glyoxylate and dicarboxylate metabolism

Metabolism of xenobiotics by cytochrome P450
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Host Microbiota Co−Metabolism

Enriched metabolic pathways
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