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M00178:Ribosome, bacteria
M00359:Aminoacyl−tRNA biosynthesis, eukaryotes
M00360:Aminoacyl−tRNA biosynthesis, prokaryotes
M00002:Glycolysis, core module involving three−carbon compounds
M00001:Glycolysis (Embden−Meyerhof pathway), glucose => pyruvate
M00003:Gluconeogenesis, oxaloacetate => fructose−6P
M00007:Pentose phosphate pathway, non−oxidative phase, fructose 6P => ribose 5P
M00051:Uridine monophosphate biosynthesis, glutamine (+ PRPP) => UMP
M00049:Adenine ribonucleotide biosynthesis, IMP => ADP,ATP
M00050:Guanine ribonucleotide biosynthesis IMP => GDP,GTP
M00119:Pantothenate biosynthesis, valine/L−aspartate => pantothenate
M00115:NAD biosynthesis, aspartate => NAD
M00125:Riboflavin biosynthesis, GTP => riboflavin/FMN/FAD
M00299:Spermidine/putrescine transport system
M00022:Shikimate pathway, phosphoenolpyruvate + erythrose−4P => chorismate
M00157:F−type ATPase, bacteria
M00164:ATP synthase
M00048:Inosine monophosphate biosynthesis, PRPP + glutamine => IMP
M00018:Threonine biosynthesis, aspartate => homoserine => threonine
M00222:Phosphate transport system
M00198:Putative sn−glycerol−phosphate transport system
M00277:PTS system, N−acetylgalactosamine−specific II component
M00287:PTS system, galactosamine−specific II component
M00348:Glutathione transport system
M00260:DNA polymerase III complex, bacteria
M00225:Lysine/arginine/ornithine transport system
M00300:Putrescine transport system
M00349:Microcin C transport system
M00226:Histidine transport system
M00230:Glutamate/aspartate transport system
M00117:Ubiquinone biosynthesis, prokaryotes, chorismate => ubiquinone
M00232:General L−amino acid transport system
M00150:Fumarate reductase, prokaryotes
M00324:Dipeptide transport system
M00229:Arginine transport system
M00317:Manganese/iron transport system
M00124:Pyridoxal biosynthesis, erythrose−4P => pyridoxal−5P
M00012:Glyoxylate cycle
M00335:Sec (secretion) system
M00008:Entner−Doudoroff pathway, glucose−6P => glyceraldehyde−3P + pyruvate
M00149:Succinate dehydrogenase, prokaryotes
M00060:Lipopolysaccharide biosynthesis, KDO2−lipid A
M00064:ADP−L−glycero−D−manno−heptose biosynthesis
M00121:Heme biosynthesis, glutamate => protoheme/siroheme
M00310:Pyruvate:ferredoxin oxidoreductase
M00159:V−type ATPase, prokaryotes
M00245:Cobalt/nickel transport system
M00233:Glutamate transport system
M00029:Urea cycle
M00144:NADH:quinone oxidoreductase, prokaryotes
M00179:Ribosome, archaea
M00045:Histidine degradation, histidine => N−formiminoglutamate => glutamate
M00193:Putative spermidine/putrescine transport system
M00336:Twin−arginine translocation (Tat) system
M00278:PTS system, sorbose−specific II component
M00136:GABA biosynthesis, prokaryotes, putrescine => GABA
M00219:AI−2 transport system
M00319:Manganese/zinc/iron transport system
M00342:Bacterial proteasome
M00184:RNA polymerase, archaea
M00358:Coenzyme M biosynthesis
M00019:Valine/isoleucine biosynthesis, pyruvate => valine / 2−oxobutanoate => isoleucine
M00009:Citrate cycle (TCA cycle, Krebs cycle)
M00011:Citrate cycle, second carbon oxidation, 2−oxoglutarate => oxaloacetate
M00237:Branched−chain amino acid transport system
M00035:Methionine degradation
M00207:Putative multiple sugar transport system
M00133:Polyamine biosynthesis, arginine => agmatine => putrescine => spermidine
M00185:Sulfate transport system
M00096:C5 isoprenoid biosynthesis, non−mevalonate pathway
M00025:Tyrosine biosynthesis, chorismate => tyrosine
M00276:PTS system, mannose−specific II component
M00311:2−oxoglutarate:ferredoxin oxidoreductase
M00006:Pentose phosphate pathway, oxidative phase, glucose 6P => ribulose 5P
M00123:Biotin biosynthesis, pimeloyl−ACP/CoA => biotin
M00004:Pentose phosphate pathway (Pentose phosphate cycle)
M00126:Tetrahydrofolate biosynthesis, GTP => THF
M00239:Peptides/nickel transport system
M00194:Maltose/maltodextrin transport system
M00197:Putative fructooligosaccharide transport system
M00053:Pyrimidine deoxyribonuleotide biosynthesis, CDP/CTP => dCDP/dCTP,dTDP/dTTP
M00016:Lysine biosynthesis, succinyl−DAP pathway, aspartate => lysine
M00017:Methionine biosynthesis, apartate => homoserine => methionine
M00026:Histidine biosynthesis, PRPP => histidine
M00061:Uronic acid metabolism
M00028:Ornithine biosynthesis, glutamate => ornithine
M00127:Thiamine biosynthesis, AIR => thiamine−P/thiamine−2PA
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