
Leucine degradation, leucine => acetoacetate + acetyl−CoA [M00036]
Proline biosynthesis, glutamate => proline [M00015]

dTDP−L−rhamnose biosynthesis [M00793]
NAD(P)H:quinone oxidoreductase, chloroplasts and cyanobacteria [M00145]
Molybdenum cofactor biosynthesis, GTP => molybdenum cofactor [M00880]

Lysine biosynthesis, acetyl−DAP pathway, aspartate => lysine [M00525]
Anoxygenic photosystem II [M00597]

KDO2−lipid A biosynthesis, Raetz pathway, non−LpxL−LpxM type [M00866]
Menaquinone biosynthesis, chorismate (+ polyprenyl−PP) => menaquinol [M00116]

Methionine biosynthesis, aspartate => homoserine => methionine [M00017]
Lysine biosynthesis, succinyl−DAP pathway, aspartate => lysine [M00016]

KDO2−lipid A biosynthesis, Raetz pathway, LpxL−LpxM type [M00060]
Thiamine biosynthesis, archaea, AIR (+ NAD+) => TMP/TPP [M00896]

Thiamine salvage pathway, HMP/HET => TMP [M00899]
Lysine biosynthesis, DAP dehydrogenase pathway, aspartate => lysine [M00526]

Lysine biosynthesis, DAP aminotransferase pathway, aspartate => lysine [M00527]
Tetrahydrofolate biosynthesis, GTP => THF [M00126]

Cysteine biosynthesis, serine => cysteine [M00021]
Thiamine biosynthesis, prokaryotes, AIR (+ DXP/glycine) => TMP/TPP [M00895]

Cysteine biosynthesis, methionine => cysteine [M00609]
Cytochrome aa3−600 menaquinol oxidase [M00416]

Photosystem II [M00161]
Heme biosynthesis, bacteria, glutamyl−tRNA => coproporphyrin III => heme [M00926]

Cobalamin biosynthesis, anaerobic, uroporphyrinogen III => sirohydrochlorin => cobyrinate a,c−diamide [M00924]
Siroheme biosynthesis, glutamyl−tRNA => siroheme [M00846]

Photorespiration [M00532]
Cobalamin biosynthesis, cobyrinate a,c−diamide => cobalamin [M00122]

Heme biosynthesis, plants and bacteria, glutamate => heme [M00121]
Thiamine biosynthesis, prokaryotes, AIR (+ DXP/tyrosine) => TMP/TPP [M00127]

Cytochrome c oxidase, cbb3−type [M00156]
Proline metabolism [M00972]

Pyrimidine degradation, uracil => beta−alanine, thymine => 3−aminoisobutanoate [M00046]
Tyrosine degradation, tyrosine => homogentisate [M00044]

Pantothenate biosynthesis, valine/L−aspartate => pantothenate [M00119]
Phylloquinone biosynthesis, chorismate (+ phytyl−PP) => phylloquinol [M00932]

Threonine biosynthesis, aspartate => homoserine => threonine [M00018]
Ketone body biosynthesis, acetyl−CoA => acetoacetate/3−hydroxybutyrate/acetone [M00088]

Reductive citrate cycle (Arnon−Buchanan cycle) [M00173]
Methanogenesis, methylamine/dimethylamine/trimethylamine => methane [M00563]

Dermatan sulfate degradation [M00076]
Incomplete reductive citrate cycle, acetyl−CoA => oxoglutarate [M00620]

Nucleotide sugar biosynthesis, galactose => UDP−galactose [M00554]
Chondroitin sulfate degradation [M00077]

Kanosamine biosynthesis, glucose 6−phosphate => kanosamine [M00877]
Galactose degradation, Leloir pathway, galactose => alpha−D−glucose−1P [M00632]

Fatty acid biosynthesis, initiation [M00082]
Ascorbate biosynthesis, animals, glucose−1P => ascorbate [M00129]

Lysine degradation, bacteria, L−lysine => D−lysine => succinate [M00960]
Fumarate reductase, prokaryotes [M00150]

Menaquinone biosynthesis, modified futalosine pathway [M00931]
Reductive acetyl−CoA pathway (Wood−Ljungdahl pathway) [M00377]

Pyruvate oxidation, pyruvate => acetyl−CoA [M00307]
Benzoate degradation, benzoate => catechol / methylbenzoate => methylcatechol [M00551]

Menaquinone biosynthesis, futalosine pathway [M00930]

−4 −2 0 2 4

Module categories
Amino_acid_metabolism
Biosynthesis_of_other_secondary_metabolites
Biosynthesis_of_terpenoids_and_polyketides
Carbohydrate_metabolism
Energy_metabolism
Glycan_metabolism
Lipid_metabolism
Metabolism_of_cofactors_and_vitamins
Nucleotide_metabolism
Xenobiotics_biodegradation

Adjusted report Z−score

Enriched in
rapid growth stage

Enriched in
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