— PTS system, N-acetylgalactosamine—
specific Il component

— Gilutathione transport system

— Cobalamin biosynthesis, cobinamide => cobalamin

— Lysine/arginine/ornithine transport system

— Maltose/maltodextrin transport system

— Sulfate transport system

— Ornithine biosynthesis, glutamate => ornithine

I— Oligosaccharide transport

— Polysaccharide catabolic process

— Cysteine metabolic process

— Glutamine family aminoacid metabolic process

— Cellular lipid metabolic process

— Nucleotide metabolic process

(a) Microbial metabolism (KEGG modules and GO Terms) differentially abundant in IBD
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