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03020 RNA polymerase [PATH:ko03020] 
00194 Photosynthesis proteins [BR:ko00194] 
00195 Photosynthesis [PATH:ko00195] 
00190 Oxidative phosphorylation [PATH:ko00190] 
00061 Fatty acid biosynthesis [PATH:ko00061] 
02035 Bacterial motility proteins [BR:ko02035] 
00860 Porphyrin and chlorophyll metabolism [PATH:ko00860] 
00290 Valine, leucine and isoleucine biosynthesis [PATH:ko00290] 
00240 Pyrimidine metabolism [PATH:ko00240] 
00250 Alanine, aspartate and glutamate metabolism [PATH:ko00250] 
00620 Pyruvate metabolism [PATH:ko00620] 
00630 Glyoxylate and dicarboxylate metabolism [PATH:ko00630] 
05010 Alzheimer's disease [PATH:ko05010] 
01004 Lipid biosynthesis proteins [BR:ko01004] 
00260 Glycine, serine and threonine metabolism [PATH:ko00260] 
00720 Reductive carboxylate cycle (CO2 fixation) [PATH:ko00720] 
00640 Propanoate metabolism [PATH:ko00640] 
03036 Chromosome [BR:ko03036] 
04112 Cell cycle - Caulobacter [PATH:ko04112] 
00270 Cysteine and methionine metabolism [PATH:ko00270] 
00910 Nitrogen metabolism [PATH:ko00910] 
02020 Two-component system [PATH:ko02020] 
00450 Selenoamino acid metabolism [PATH:ko00450] 
00380 Tryptophan metabolism [PATH:ko00380] 
00550 Peptidoglycan biosynthesis [PATH:ko00550] 
03010 Ribosome [PATH:ko03010] 
03011 Ribosome [BR:ko03011] 
03070 Bacterial secretion system [PATH:ko03070] 
03060 Protein export [PATH:ko03060] 
03012 Translation factors [BR:ko03012] 
02044 Secretion system [BR:ko02044] 
00710 Carbon fixation in photosynthetic organisms [PATH:ko00710] 
00230 Purine metabolism [PATH:ko00230] 
00480 Glutathione metabolism [PATH:ko00480] 
00970 Aminoacyl-tRNA biosynthesis [PATH:ko00970] 
03032 DNA replication proteins [BR:ko03032] 
00400 Phenylalanine, tyrosine and tryptophan biosynthesis [PATH:ko00400] 
03030 DNA replication [PATH:ko03030] 
00900 Terpenoid backbone biosynthesis [PATH:ko00900] 
03420 Nucleotide excision repair [PATH:ko03420] 
00760 Nicotinate and nicotinamide metabolism [PATH:ko00760] 
03400 DNA repair and recombination proteins [BR:ko03400] 
03430 Mismatch repair [PATH:ko03430] 
00300 Lysine biosynthesis [PATH:ko00300] 
00010 Glycolysis / Gluconeogenesis [PATH:ko00010] 
03440 Homologous recombination [PATH:ko03440] 
01002 Peptidases [BR:ko01002] 
03410 Base excision repair [PATH:ko03410] 
00360 Phenylalanine metabolism [PATH:ko00360] 
00500 Starch and sucrose metabolism [PATH:ko00500] 
02022 Two-component system [BR:ko02022] 
00030 Pentose phosphate pathway [PATH:ko00030] 
00520 Amino sugar and nucleotide sugar metabolism [PATH:ko00520] 
03018 RNA degradation [PATH:ko03018] 
00920 Sulfur metabolism [PATH:ko00920] 
03110 Chaperones and folding catalysts [BR:ko03110] 
00680 Methane metabolism [PATH:ko00680] 
00350 Tyrosine metabolism [PATH:ko00350] 
00903 Limonene and pinene degradation [PATH:ko00903] 
00561 Glycerolipid metabolism [PATH:ko00561] 
00051 Fructose and mannose metabolism [PATH:ko00051] 
00330 Arginine and proline metabolism [PATH:ko00330] 
00770 Pantothenate and CoA biosynthesis [PATH:ko00770] 
00410 beta-Alanine metabolism [PATH:ko00410] 
00340 Histidine metabolism [PATH:ko00340] 
02010 ABC transporters [PATH:ko02010] 
02000 Transporters [BR:ko02000] 
00310 Lysine degradation [PATH:ko00310] 
00071 Fatty acid metabolism [PATH:ko00071] 
00650 Butanoate metabolism [PATH:ko00650] 
00632 Benzoate degradation via CoA ligation [PATH:ko00632] 
00660 C5-Branched dibasic acid metabolism [PATH:ko00660] 
00020 Citrate cycle (TCA cycle) [PATH:ko00020] 
00280 Valine, leucine and isoleucine degradation [PATH:ko00280] 
00670 One carbon pool by folate [PATH:ko00670] 
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