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K00230: hemG; menaquinone−dependent protoporphyrinogen oxidase [EC:1.3.5.3]                         
K02552: menF; menaquinone−specific isochorismate synthase [EC:5.4.4.2]                              
K03840: fldB; flavodoxin II                                                                         
K07243: FTR, FTH1, efeU; high−affinity iron transporter                                             
K13283: fieF; ferrous−iron efflux pump FieF                                                         
K13483: yagT; xanthine dehydrogenase YagT iron−sulfur−binding subunit                               
K16089: TC.FEV.OM2, cirA, cfrA, hmuR; outer membrane receptor for ferrienterochelin and colicins    
K22074: NFU1, HIRIP5; NFU1 iron−sulfur cluster scaffold homolog, mitochondrial                      
K04047: dps; starvation−inducible DNA−binding protein                                               
K07226: hugZ, hutZ; heme iron utilization protein                                                   
K09823: zur; Fur family transcriptional regulator, zinc uptake regulator                            
K11604: sitA; manganese/iron transport system substrate−binding protein                             
K11607: sitB; manganese/iron transport system ATP−binding protein                                   
K11710: troB, mntB, znuC; manganese/zinc/iron transport system ATP− binding protein [EC:7.2.2.5]    
K03560: tolR; biopolymer transport protein TolR                                                     
K03646: tolA; colicin import membrane protein                                                       
K02013: ABC.FEV.A; iron complex transport system ATP−binding protein [EC:7.2.2.−]                   
K02015: ABC.FEV.P; iron complex transport system permease protein                                   
K02194: ccmB; heme exporter protein B                                                               
K03941: NDUFS8; NADH dehydrogenase (ubiquinone) Fe−S protein 8 [EC:7.1.1.2 1.6.99.3]                
K11473: glcF; glycolate oxidase iron−sulfur subunit                                                 
K11707: troA, mntA, znuA; manganese/zinc/iron transport system substrate−binding protein            
K02010: afuC, fbpC; iron(III) transport system ATP−binding protein [EC:7.2.2.7]                     
K03709: troR; DtxR family transcriptional regulator, Mn−dependent transcriptional regulator         
K03809: wrbA; NAD(P)H dehydrogenase (quinone) [EC:1.6.5.2]                                          
K00124: fdoH, fdsB; formate dehydrogenase iron−sulfur subunit                                       
K03839: fldA, nifF, isiB; flavodoxin I                                                              
K04758: feoA; ferrous iron transport protein A                                                      
K02217: ftnA, ftn; ferritin [EC:1.16.3.2]                                                           
K02016: ABC.FEV.S; iron complex transport system substrate−binding protein                          
K16087: TC.FEV.OM3, tbpA, hemR, lbpA, hpuB, bhuR, hugA, hmbR; hemoglobin/transferrin/lactoferrin rec
K07400: nfuA; Fe/S biogenesis protein NfuA                                                          
K02011: afuB, fbpB; iron(III) transport system permease protein                                     
K00380: cysJ; sulfite reductase (NADPH) flavoprotein alpha−component [EC:1.8.1.2]                   
K02193: ccmA; heme exporter protein A [EC:7.6.2.5]                                                  
K03940: NDUFS7; NADH dehydrogenase (ubiquinone) Fe−S protein 7 [EC:7.1.1.2 1.6.99.3]                
K15724: erpA; iron−sulfur cluster insertion protein                                                 
K04759: feoB; ferrous iron transport protein B                                                      
K16092: btuB; vitamin B12 transporter                                                               
K07231: K07231; putative iron−regulated protein                                                     
K02003: ABC.CD.A; putative ABC transport system ATP−binding protein                                 
K09826: irr; Fur family transcriptional regulator, iron response regulator                          
K03594: bfr; bacterioferritin [EC:1.16.3.1]                                                         
K05524: fdxA; ferredoxin                                                                            
K03935: NDUFS2; NADH dehydrogenase (ubiquinone) Fe−S protein 2 [EC:7.1.1.2 1.6.99.3]                
K03936: NDUFS3; NADH dehydrogenase (ubiquinone) Fe−S protein 3 [EC:7.1.1.2 1.6.99.3]                
K04755: fdx; ferredoxin, 2Fe−2S                                                                     
K03562: tolQ; biopolymer transport protein TolQ                                                     
K03832: tonB; periplasmic protein TonB                                                              
K02195: ccmC; heme exporter protein C                                                               
K16091: fecA; Fe(3+) dicitrate transport protein                                                    
K03559: exbD; biopolymer transport protein ExbD                                                     
K04564: SOD2; superoxide dismutase, Fe−Mn family [EC:1.15.1.1]                                      
K13628: iscA; iron−sulfur cluster assembly protein                                                  
K03561: exbB; biopolymer transport protein ExbB                                                     
K03711: fur, zur, furB; Fur family transcriptional regulator, ferric uptake regulator               
K00240: sdhB, frdB; succinate dehydrogenase / fumarate reductase, iron−sulfur subunit [EC:1.3.5.1 1.
K09015: sufD; Fe−S cluster assembly protein SufD                                                    
K00184: K00184; prokaryotic molybdopterin−containing oxidoreductase family, iron−sulfur binding subu
K02012: afuA, fbpA; iron(III) transport system substrate−binding protein                            
K00411: UQCRFS1, RIP1, petA; ubiquinol−cytochrome c reductase iron−sulfur subunit [EC:7.1.1.8]      
K13643: iscR; Rrf2 family transcriptional regulator, iron−sulfur cluster assembly transcription fact
K02014: TC.FEV.OM; iron complex outermembrane recepter protein                                      
K09013: sufC; Fe−S cluster assembly ATP−binding protein                                             
K09014: sufB; Fe−S cluster assembly protein SufB                                                    

K00244: frdA; fumarate reductase flavoprotein subunit [EC:1.3.5.4]                                  
K01958: PC, pyc; pyruvate carboxylase [EC:6.4.1.1]                                                  
K00242: sdhD, frdD; succinate dehydrogenase / fumarate reductase, membrane anchor subunit           
K01676: E4.2.1.2A, fumA, fumB; fumarate hydratase, class I [EC:4.2.1.2]                             
K01596: E4.1.1.32, pckA, PCK; phosphoenolpyruvate carboxykinase (GTP) [EC:4.1.1.32]                 
K01637: E4.1.3.1, aceA; isocitrate lyase [EC:4.1.3.1]                                               
K00175: korB, oorB, oforB; 2−oxoglutarate/2−oxoacid ferredoxin oxidoreductase subunit beta [EC:1.2.7
K01681: ACO, acnA; aconitate hydratase [EC:4.2.1.3]                                                 
K01679: E4.2.1.2B, fumC, FH; fumarate hydratase, class II [EC:4.2.1.2]                              
K00174: korA, oorA, oforA; 2−oxoglutarate/2−oxoacid ferredoxin oxidoreductase subunit alpha [EC:1.2.
K01682: acnB; aconitate hydratase 2 / 2−methylisocitrate dehydratase [EC:4.2.1.3 4.2.1.99]          
K01903: sucC; succinyl−CoA synthetase beta subunit [EC:6.2.1.5]                                     
K00024: mdh; malate dehydrogenase [EC:1.1.1.37]                                                     
K01902: sucD; succinyl−CoA synthetase alpha subunit [EC:6.2.1.5]                                    
K00031: IDH1, IDH2, icd; isocitrate dehydrogenase [EC:1.1.1.42]                                     
K00162: PDHB, pdhB; pyruvate dehydrogenase E1 component beta subunit [EC:1.2.4.1]                   
K00164: OGDH, sucA; 2−oxoglutarate dehydrogenase E1 component [EC:1.2.4.2]                          
K01647: CS, gltA; citrate synthase [EC:2.3.3.1]                                                     
K00239: sdhA, frdA; succinate dehydrogenase / fumarate reductase, flavoprotein subunit [EC:1.3.5.1 1
K00241: sdhC, frdC; succinate dehydrogenase / fumarate reductase, cytochrome b subunit              
K00161: PDHA, pdhA; pyruvate dehydrogenase E1 component alpha subunit [EC:1.2.4.1]                  
K00240: sdhB, frdB; succinate dehydrogenase / fumarate reductase, iron−sulfur subunit [EC:1.3.5.1 1.
K00627: DLAT, aceF, pdhC; pyruvate dehydrogenase E2 component (dihydrolipoamide acetyltransferase) [
K01638: aceB, glcB; malate synthase [EC:2.3.3.9]                                                    
K01610: E4.1.1.49, pckA; phosphoenolpyruvate carboxykinase (ATP) [EC:4.1.1.49]                      
K00658: DLST, sucB; 2−oxoglutarate dehydrogenase E2 component (dihydrolipoamide succinyltransferase)
K00163: aceE; pyruvate dehydrogenase E1 component [EC:1.2.4.1]                                      
K00382: DLD, lpd, pdhD; dihydrolipoamide dehydrogenase [EC:1.8.1.4]                                 

K00150: gap2; glyceraldehyde−3−phosphate dehydrogenase (NAD(P)) [EC:1.2.1.59]                       
K15634: gpmB; probable phosphoglycerate mutase [EC:5.4.2.12]                                        
K00128: ALDH; aldehyde dehydrogenase (NAD+) [EC:1.2.1.3]                                            
K20866: yihX; glucose−1−phosphatase [EC:3.1.3.10]                                                   
K00845: glk; glucokinase [EC:2.7.1.2]                                                               
K01785: galM, GALM; aldose 1−epimerase [EC:5.1.3.3]                                                 
K01835: pgm; phosphoglucomutase [EC:5.4.2.2]                                                        
K00121: frmA, ADH5, adhC; S−(hydroxymethyl)glutathione dehydrogenase / alcohol dehydrogenase [EC:1.1
K01792: E5.1.3.15; glucose−6−phosphate 1−epimerase [EC:5.1.3.15]                                    
K01834: PGAM, gpmA; 2,3−bisphosphoglycerate−dependent phosphoglycerate mutase [EC:5.4.2.11]         
K01596: E4.1.1.32, pckA, PCK; phosphoenolpyruvate carboxykinase (GTP) [EC:4.1.1.32]                 
K00131: gapN; glyceraldehyde−3−phosphate dehydrogenase (NADP+) [EC:1.2.1.9]                         
K15916: pgi−pmi; glucose/mannose−6−phosphate isomerase [EC:5.3.1.9 5.3.1.8]                         
K00850: pfkA, PFK; 6−phosphofructokinase 1 [EC:2.7.1.11]                                            
K11532: glpX−SEBP; fructose−1,6−bisphosphatase II / sedoheptulose−1,7−bisphosphatase [EC:3.1.3.11 3.
K03841: FBP, fbp; fructose−1,6−bisphosphatase I [EC:3.1.3.11]                                       
K11645: fbaB; fructose−bisphosphate aldolase, class I [EC:4.1.2.13]                                 
K21071: pfk, pfp; ATP−dependent phosphofructokinase / diphosphate−dependent phosphofructokinase [EC:
K00175: korB, oorB, oforB; 2−oxoglutarate/2−oxoacid ferredoxin oxidoreductase subunit beta [EC:1.2.7
K00138: aldB; aldehyde dehydrogenase [EC:1.2.1.−]                                                   
K15633: gpmI; 2,3−bisphosphoglycerate−independent phosphoglycerate mutase [EC:5.4.2.12]             
K00174: korA, oorA, oforA; 2−oxoglutarate/2−oxoacid ferredoxin oxidoreductase subunit alpha [EC:1.2.
K00927: PGK, pgk; phosphoglycerate kinase [EC:2.7.2.3]                                              
K15778: pmm−pgm; phosphomannomutase / phosphoglucomutase [EC:5.4.2.8 5.4.2.2]                       
K01810: GPI, pgi; glucose−6−phosphate isomerase [EC:5.3.1.9]                                        
K00873: PK, pyk; pyruvate kinase [EC:2.7.1.40]                                                      
K01803: TPI, tpiA; triosephosphate isomerase (TIM) [EC:5.3.1.1]                                     
K00162: PDHB, pdhB; pyruvate dehydrogenase E1 component beta subunit [EC:1.2.4.1]                   
K01895: ACSS, acs; acetyl−CoA synthetase [EC:6.2.1.1]                                               
K01689: ENO, eno; enolase [EC:4.2.1.11]                                                             
K00161: PDHA, pdhA; pyruvate dehydrogenase E1 component alpha subunit [EC:1.2.4.1]                  
K01624: FBA, fbaA; fructose−bisphosphate aldolase, class II [EC:4.1.2.13]                           
K01623: ALDO; fructose−bisphosphate aldolase, class I [EC:4.1.2.13]                                 
K00627: DLAT, aceF, pdhC; pyruvate dehydrogenase E2 component (dihydrolipoamide acetyltransferase) [
K01610: E4.1.1.49, pckA; phosphoenolpyruvate carboxykinase (ATP) [EC:4.1.1.49]                      
K00134: GAPDH, gapA; glyceraldehyde 3−phosphate dehydrogenase [EC:1.2.1.12]                         
K00163: aceE; pyruvate dehydrogenase E1 component [EC:1.2.4.1]                                      
K00382: DLD, lpd, pdhD; dihydrolipoamide dehydrogenase [EC:1.8.1.4]                                 

K06152: E1.1.99.3G; gluconate 2−dehydrogenase gamma chain [EC:1.1.99.3]                             
K01625: eda; 2−dehydro−3−deoxyphosphogluconate aldolase / (4S)−4−hydroxy−2−oxoglutarate aldolase [EC
K11529: gck, gckA, GLYCTK; glycerate 2−kinase [EC:2.7.1.165]                                        
K00117: gcd; quinoprotein glucose dehydrogenase [EC:1.1.5.2]                                        
K00852: rbsK, RBKS; ribokinase [EC:2.7.1.15]                                                        
K01053: E3.1.1.17, gnl, RGN; gluconolactonase [EC:3.1.1.17]                                         
K03738: aor; aldehyde:ferredoxin oxidoreductase [EC:1.2.7.5]                                        
K01835: pgm; phosphoglucomutase [EC:5.4.2.2]                                                        
K01057: PGLS, pgl, devB; 6−phosphogluconolactonase [EC:3.1.1.31]                                    
K00616: E2.2.1.2, talA, talB; transaldolase [EC:2.2.1.2]                                            
K01619: deoC, DERA; deoxyribose−phosphate aldolase [EC:4.1.2.4]                                     
K01807: rpiA; ribose 5−phosphate isomerase A [EC:5.3.1.6]                                           
K01808: rpiB; ribose 5−phosphate isomerase B [EC:5.3.1.6]                                           
K00033: PGD, gnd, gntZ; 6−phosphogluconate dehydrogenase [EC:1.1.1.44 1.1.1.343]                    
K01690: edd; phosphogluconate dehydratase [EC:4.2.1.12]                                             
K00131: gapN; glyceraldehyde−3−phosphate dehydrogenase (NADP+) [EC:1.2.1.9]                         
K15916: pgi−pmi; glucose/mannose−6−phosphate isomerase [EC:5.3.1.9 5.3.1.8]                         
K00036: G6PD, zwf; glucose−6−phosphate 1−dehydrogenase [EC:1.1.1.49 1.1.1.363]                      
K00850: pfkA, PFK; 6−phosphofructokinase 1 [EC:2.7.1.11]                                            
K01783: rpe, RPE; ribulose−phosphate 3−epimerase [EC:5.1.3.1]                                       
K11532: glpX−SEBP; fructose−1,6−bisphosphatase II / sedoheptulose−1,7−bisphosphatase [EC:3.1.3.11 3.
K03841: FBP, fbp; fructose−1,6−bisphosphatase I [EC:3.1.3.11]                                       
K11645: fbaB; fructose−bisphosphate aldolase, class I [EC:4.1.2.13]                                 
K21071: pfk, pfp; ATP−dependent phosphofructokinase / diphosphate−dependent phosphofructokinase [EC:
K15778: pmm−pgm; phosphomannomutase / phosphoglucomutase [EC:5.4.2.8 5.4.2.2]                       
K01810: GPI, pgi; glucose−6−phosphate isomerase [EC:5.3.1.9]                                        
K01624: FBA, fbaA; fructose−bisphosphate aldolase, class II [EC:4.1.2.13]                           
K01623: ALDO; fructose−bisphosphate aldolase, class I [EC:4.1.2.13]                                 
K00948: PRPS, prsA; ribose−phosphate pyrophosphokinase [EC:2.7.6.1]                                 
K00615: E2.2.1.1, tktA, tktB; transketolase [EC:2.2.1.1]                                            

K00122: FDH; formate dehydrogenase [EC:1.17.1.9]                                                    
K00305: soxG; sarcosine oxidase, subunit gamma [EC:1.5.3.1]                                         
K03519: coxM, cutM; aerobic carbon−monoxide dehydrogenase medium subunit [EC:1.2.5.3]               
K00303: soxB; sarcosine oxidase, subunit beta [EC:1.5.3.1]                                          
K00544: BHMT; betaine−homocysteine S−methyltransferase [EC:2.1.1.5]                                 
K17486: dmdA; dimethylsulfoniopropionate demethylase [EC:2.1.1.269]                                 
K22515: fdwB; formate dehydrogenase beta subunit [EC:1.17.1.9]                                      
K00282: gcvPA; glycine dehydrogenase subunit 1 [EC:1.4.4.2]                                         
K00283: gcvPB; glycine dehydrogenase subunit 2 [EC:1.4.4.2]                                         
K03518: coxS; aerobic carbon−monoxide dehydrogenase small subunit [EC:1.2.5.3]                      
K00123: fdoG, fdhF, fdwA; formate dehydrogenase major subunit [EC:1.17.1.9]                         
K00315: DMGDH; dimethylglycine dehydrogenase [EC:1.5.8.4]                                           
K03520: coxL, cutL; aerobic carbon−monoxide dehydrogenase large subunit [EC:1.2.5.3]                
K00304: soxD; sarcosine oxidase, subunit delta [EC:1.5.3.1]                                         
K02437: gcvH, GCSH; glycine cleavage system H protein                                               
K01491: folD; methylenetetrahydrofolate dehydrogenase (NADP+) / methenyltetrahydrofolate cyclohydrol
K00297: metF, MTHFR; methylenetetrahydrofolate reductase (NADPH) [EC:1.5.1.20]                      
K01938: fhs; formate−−tetrahydrofolate ligase [EC:6.3.4.3]                                          
K00605: gcvT, AMT; aminomethyltransferase [EC:2.1.2.10]                                             
K00302: soxA; sarcosine oxidase, subunit alpha [EC:1.5.3.1]                                         
K00281: GLDC, gcvP; glycine dehydrogenase [EC:1.4.4.2]                                              

K02297: cyoA; cytochrome o ubiquinol oxidase subunit II [EC:7.1.1.3]                                
K03879: ND2; NADH−ubiquinone oxidoreductase chain 2 [EC:7.1.1.2]                                    
K00356: E1.6.99.3; NADH dehydrogenase [EC:1.6.99.3]                                                 
K00244: frdA; fumarate reductase flavoprotein subunit [EC:1.3.5.4]                                  
K00334: nuoE; NADH−quinone oxidoreductase subunit E [EC:7.1.1.2]                                    
K22468: ppk2; polyphosphate kinase [EC:2.7.4.1]                                                     
K03878: ND1; NADH−ubiquinone oxidoreductase chain 1 [EC:7.1.1.2]                                    
K03941: NDUFS8; NADH dehydrogenase (ubiquinone) Fe−S protein 8 [EC:7.1.1.2 1.6.99.3]                
K00329: E7.1.1.2; NADH dehydrogenase [EC:7.1.1.2]                                                   
K00336: nuoG; NADH−quinone oxidoreductase subunit G [EC:7.1.1.2]                                    
K00338: nuoI; NADH−quinone oxidoreductase subunit I [EC:7.1.1.2]                                    
K13378: nuoCD; NADH−quinone oxidoreductase subunit C/D [EC:7.1.1.2]                                 
K00339: nuoJ; NADH−quinone oxidoreductase subunit J [EC:7.1.1.2]                                    
K02126: ATPeF0A, MTATP6, ATP6; F−type H+−transporting ATPase subunit a                              
K00340: nuoK; NADH−quinone oxidoreductase subunit K [EC:7.1.1.2]                                    
K00335: nuoF; NADH−quinone oxidoreductase subunit F [EC:7.1.1.2]                                    
K00242: sdhD, frdD; succinate dehydrogenase / fumarate reductase, membrane anchor subunit           
K03940: NDUFS7; NADH dehydrogenase (ubiquinone) Fe−S protein 7 [EC:7.1.1.2 1.6.99.3]                
K00342: nuoM; NADH−quinone oxidoreductase subunit M [EC:7.1.1.2]                                    
K00937: ppk; polyphosphate kinase [EC:2.7.4.1]                                                      
K01507: ppa; inorganic pyrophosphatase [EC:3.6.1.1]                                                 
K03883: ND5; NADH−ubiquinone oxidoreductase chain 5 [EC:7.1.1.2]                                    
K02262: COX3; cytochrome c oxidase subunit 3                                                        
K03881: ND4; NADH−ubiquinone oxidoreductase chain 4 [EC:7.1.1.2]                                    
K00341: nuoL; NADH−quinone oxidoreductase subunit L [EC:7.1.1.2]                                    
K00330: nuoA; NADH−quinone oxidoreductase subunit A [EC:7.1.1.2]                                    
K00343: nuoN; NADH−quinone oxidoreductase subunit N [EC:7.1.1.2]                                    
K00413: CYC1, CYT1, petC; ubiquinol−cytochrome c reductase cytochrome c1 subunit                    
K02128: ATPeF0C, ATP5G, ATP9; F−type H+−transporting ATPase subunit c                               
K03935: NDUFS2; NADH dehydrogenase (ubiquinone) Fe−S protein 2 [EC:7.1.1.2 1.6.99.3]                
K02256: COX1; cytochrome c oxidase subunit 1 [EC:1.9.3.1]                                           
K03936: NDUFS3; NADH dehydrogenase (ubiquinone) Fe−S protein 3 [EC:7.1.1.2 1.6.99.3]                
K02261: COX2; cytochrome c oxidase subunit 2                                                        
K02259: COX15, ctaA; cytochrome c oxidase assembly protein subunit 15                               
K02112: ATPF1B, atpD; F−type H+/Na+−transporting ATPase subunit beta [EC:7.1.2.2 7.2.2.1]           
K02257: COX10, ctaB, cyoE; heme o synthase [EC:2.5.1.141]                                           
K02276: coxC, ctaE; cytochrome c oxidase subunit III [EC:1.9.3.1]                                   
K00337: nuoH; NADH−quinone oxidoreductase subunit H [EC:7.1.1.2]                                    
K02258: COX11, ctaG; cytochrome c oxidase assembly protein subunit 11                               
K02110: ATPF0C, atpE; F−type H+−transporting ATPase subunit c                                       
K00412: CYTB, petB; ubiquinol−cytochrome c reductase cytochrome b subunit                           
K02114: ATPF1E, atpC; F−type H+−transporting ATPase subunit epsilon                                 
K02113: ATPF1D, atpH; F−type H+−transporting ATPase subunit delta                                   
K02115: ATPF1G, atpG; F−type H+−transporting ATPase subunit gamma                                   
K00239: sdhA, frdA; succinate dehydrogenase / fumarate reductase, flavoprotein subunit [EC:1.3.5.1 1
K02108: ATPF0A, atpB; F−type H+−transporting ATPase subunit a                                       
K00241: sdhC, frdC; succinate dehydrogenase / fumarate reductase, cytochrome b subunit              
K02274: coxA, ctaD; cytochrome c oxidase subunit I [EC:1.9.3.1]                                     
K02275: coxB, ctaC; cytochrome c oxidase subunit II [EC:1.9.3.1]                                    
K00240: sdhB, frdB; succinate dehydrogenase / fumarate reductase, iron−sulfur subunit [EC:1.3.5.1 1.
K02111: ATPF1A, atpA; F−type H+/Na+−transporting ATPase subunit alpha [EC:7.1.2.2 7.2.2.1]          
K02109: ATPF0B, atpF; F−type H+−transporting ATPase subunit b                                       
K00411: UQCRFS1, RIP1, petA; ubiquinol−cytochrome c reductase iron−sulfur subunit [EC:7.1.1.8]      

K00284: GLU, gltS; glutamate synthase (ferredoxin) [EC:1.4.7.1]                                     
K01673: cynT, can; carbonic anhydrase [EC:4.2.1.1]                                                  
K15371: GDH2; glutamate dehydrogenase [EC:1.4.1.2]                                                  
K00459: ncd2, npd; nitronate monooxygenase [EC:1.13.12.16]                                          
K00262: E1.4.1.4, gdhA; glutamate dehydrogenase (NADP+) [EC:1.4.1.4]                                
K00266: gltD; glutamate synthase (NADPH) small chain [EC:1.4.1.13]                                  
K00265: gltB; glutamate synthase (NADPH) large chain [EC:1.4.1.13]                                  
K01915: glnA, GLUL; glutamine synthetase [EC:6.3.1.2]                                               

K02439: glpE; thiosulfate sulfurtransferase [EC:2.8.1.1]                                            
K04091: ssuD; alkanesulfonate monooxygenase [EC:1.14.14.5]                                          
K16968: msmA; methanesulfonate monooxygenase subunit alpha [EC:1.14.13.111]                         
K17227: soxZ; sulfur−oxidizing protein SoxZ                                                         
K21308: soeB; sulfite dehydrogenase (quinone) subunit SoeB                                          
K00390: cysH; phosphoadenosine phosphosulfate reductase [EC:1.8.4.8 1.8.4.10]                       
K00956: cysN; sulfate adenylyltransferase subunit 1 [EC:2.7.7.4]                                    
K00651: metA; homoserine O−succinyltransferase/O−acetyltransferase [EC:2.3.1.46 2.3.1.31]           
K17223: soxX; L−cysteine S−thiosulfotransferase [EC:2.8.5.2]                                        
K21309: soeC; sulfite dehydrogenase (quinone) subunit SoeC                                          
K22622: soxD; S−disulfanyl−L−cysteine oxidoreductase SoxD [EC:1.8.2.6]                              
K17222: soxA; L−cysteine S−thiosulfotransferase [EC:2.8.5.2]                                        
K17225: soxC; sulfane dehydrogenase subunit SoxC                                                    
K00392: sir; sulfite reductase (ferredoxin) [EC:1.8.7.1]                                            
K17486: dmdA; dimethylsulfoniopropionate demethylase [EC:2.1.1.269]                                 
K17285: SELENBP1; methanethiol oxidase [EC:1.8.3.4]                                                 
K20034: dmdB; 3−(methylthio)propionyl−−−CoA ligase [EC:6.2.1.44]                                    
K17226: soxY; sulfur−oxidizing protein SoxY                                                         
K00860: cysC; adenylylsulfate kinase [EC:2.7.1.25]                                                  
K00955: cysNC; bifunctional enzyme CysN/CysC [EC:2.7.7.4 2.7.1.25]                                  
K21307: soeA; sulfite dehydrogenase (quinone) subunit SoeA [EC:1.8.5.6]                             
K10764: metZ; O−succinylhomoserine sulfhydrylase [EC:2.5.1.−]                                       
K01011: TST, MPST, sseA; thiosulfate/3−mercaptopyruvate sulfurtransferase [EC:2.8.1.1 2.8.1.2]      
K06881: nrnA; bifunctional oligoribonuclease and PAP phosphatase NrnA [EC:3.1.3.7 3.1.13.3]         
K15552: tauC; taurine transport system permease protein                                             
K00380: cysJ; sulfite reductase (NADPH) flavoprotein alpha−component [EC:1.8.1.2]                   
K00958: sat, met3; sulfate adenylyltransferase [EC:2.7.7.4]                                         
K01738: cysK; cysteine synthase [EC:2.5.1.47]                                                       
K20035: dmdC; 3−(methylthio)propanoyl−CoA dehydrogenase [EC:1.3.8.−]                                
K01082: cysQ, MET22, BPNT1; 3'(2'), 5'−bisphosphate nucleotidase [EC:3.1.3.7]                       
K10831: tauB; taurine transport system ATP−binding protein [EC:7.6.2.7]                             
K00381: cysI; sulfite reductase (NADPH) hemoprotein beta−component [EC:1.8.1.2]                     
K00395: aprB; adenylylsulfate reductase, subunit B [EC:1.8.99.2]                                    
K15551: tauA; taurine transport system substrate−binding protein                                    
K00957: cysD; sulfate adenylyltransferase subunit 2 [EC:2.7.7.4]                                    
K03119: tauD; taurine dioxygenase [EC:1.14.11.17]                                                   
K00641: metX; homoserine O−acetyltransferase/O−succinyltransferase [EC:2.3.1.31 2.3.1.46]           
K00640: cysE; serine O−acetyltransferase [EC:2.3.1.30]                                              
K00185: K00185; prokaryotic molybdopterin−containing oxidoreductase family, membrane subunit        
K00394: aprA; adenylylsulfate reductase, subunit A [EC:1.8.99.2]                                    
K00184: K00184; prokaryotic molybdopterin−containing oxidoreductase family, iron−sulfur binding subu

K02019: modE; molybdate transport system regulatory protein                                         
K03557: fis; Fis family transcriptional regulator, factor for inversion stimulation protein         
K05499: cytR; LacI family transcriptional regulator, repressor for deo operon, udp, cdd, tsx, nupC, 
K05785: rfaH; transcriptional antiterminator RfaH                                                   
K05836: hutC; GntR family transcriptional regulator, histidine utilization repressor                
K07729: K07729; putative transcriptional regulator                                                  
K13638: zntR; MerR family transcriptional regulator, Zn(II)−responsive regulator of zntA            
K15735: csiR; GntR family transcriptional regulator, carbon starvation induced regulator            
K19338: nac; LysR family transcriptional regulator, nitrogen assimilation regulatory protein        
K00375: K00375; GntR family transcriptional regulator / MocR family aminotransferase                
K02444: glpR; DeoR family transcriptional regulator, glycerol−3−phosphate regulon repressor         
K06145: gntR; LacI family transcriptional regulator, gluconate utilization system Gnt−I transcriptio
K09823: zur; Fur family transcriptional regulator, zinc uptake regulator                            
K10778: ada; AraC family transcriptional regulator, regulatory protein of adaptative response / meth
K10914: crp; CRP/FNR family transcriptional regulator, cyclic AMP receptor protein                  
K05527: bolA; BolA family transcriptional regulator, general stress−responsive regulator            
K03709: troR; DtxR family transcriptional regulator, Mn−dependent transcriptional regulator         
K19337: hexR; RpiR family transcriptional regulator, carbohydrate utilization regulator             
K13634: cysB; LysR family transcriptional regulator, cys regulon transcriptional activator          
K03524: birA; BirA family transcriptional regulator, biotin operon repressor / biotin−−−[acetyl−CoA−
K03705: hrcA; heat−inducible transcriptional repressor                                              
K05501: slmA, ttk; TetR/AcrR family transcriptional regulator                                       
K10941: fleQ, flrA; sigma−54 dependent transcriptional regulator, flagellar regulatory protein      
K03718: asnC; Lrp/AsnC family transcriptional regulator, regulator for asnA, asnC and gidA          
K04761: oxyR; LysR family transcriptional regulator, hydrogen peroxide−inducible genes activator    
K13821: putA; RHH−type transcriptional regulator, proline utilization regulon repressor / proline de
K07735: algH; putative transcriptional regulator                                                    
K22491: litR; MerR family transcriptional regulator, light−induced transcriptional regulator        
K09826: irr; Fur family transcriptional regulator, iron response regulator                          
K02825: pyrR; pyrimidine operon attenuation protein / uracil phosphoribosyltransferase [EC:2.4.2.9] 
K07738: nrdR; transcriptional repressor NrdR                                                        
K03497: parB, spo0J; ParB family transcriptional regulator, chromosome partitioning protein         
K06204: dksA; DnaK suppressor protein                                                               
K07736: carD; CarD family transcriptional regulator                                                 
K03711: fur, zur, furB; Fur family transcriptional regulator, ferric uptake regulator               
K13643: iscR; Rrf2 family transcriptional regulator, iron−sulfur cluster assembly transcription fact

K01992: ABC−2.P; ABC−2 type transport system permease protein                                       
K02064: thiB, tbpA; thiamine transport system substrate−binding protein                             
K02069: ABC.X2.P; putative ABC transport system permease protein                                    
K05847: opuA; osmoprotectant transport system ATP−binding protein [EC:7.6.2.9]                      
K09696: natB; sodium transport system permease protein                                              
K09697: natA; sodium transport system ATP−binding protein [EC:7.2.2.4]                              
K10004: gltL, aatP; glutamate/aspartate transport system ATP−binding protein [EC:7.4.2.1]           
K10019: occM, nocM; octopine/nopaline transport system permease protein                             
K13893: yejA; microcin C transport system substrate−binding protein                                 
K13894: yejB; microcin C transport system permease protein                                          
K13895: yejE; microcin C transport system permease protein                                          
K15582: oppC; oligopeptide transport system permease protein                                        
K15583: oppD; oligopeptide transport system ATP−binding protein                                     
K17317: gtsC, glcG; glucose/mannose transport system permease protein                               
K23064: lhpO; hydroxyproline transport system ATP−binding protein [EC:7.4.2.1]                      
K11071: potB; spermidine/putrescine transport system permease protein                               
K17202: K17202, eryG; erythritol transport system substrate−binding protein                         
K17213: K17213; inositol transport system substrate−binding protein                                 
K17316: gtsB, glcF; glucose/mannose transport system permease protein                               
K02020: modA; molybdate transport system substrate−binding protein                                  
K02042: phnE; phosphonate transport system permease protein                                         
K02049: ABC.SN.A; NitT/TauT family transport system ATP−binding protein                             
K02054: ABC.SP.P1; putative spermidine/putrescine transport system permease protein                 
K10117: msmE; raffinose/stachyose/melibiose transport system substrate−binding protein              
K10440: rbsC; ribose transport system permease protein                                              
K10441: rbsA; ribose transport system ATP−binding protein [EC:3.6.3.17]                             
K10544: xylH; D−xylose transport system permease protein                                            
K11069: potD; spermidine/putrescine transport system substrate−binding protein                      
K11073: potF; putrescine transport system substrate−binding protein                                 
K11076: potG; putrescine transport system ATP−binding protein                                       
K11604: sitA; manganese/iron transport system substrate−binding protein                             
K11607: sitB; manganese/iron transport system ATP−binding protein                                   
K11710: troB, mntB, znuC; manganese/zinc/iron transport system ATP− binding protein [EC:7.2.2.5]    
K13896: yejF; microcin C transport system ATP−binding protein                                       
K17214: K17214; inositol transport system permease protein                                          
K17324: glpS; glycerol transport system ATP−binding protein                                         
K17325: K17325, glpT; glycerol transport system ATP−binding protein                                 
K23061: lhpP; hydroxyproline transporter system substrate−binding protein                           
K02041: phnC; phosphonate transport system ATP−binding protein [EC:7.3.2.2]                         
K02053: ABC.SP.P; putative spermidine/putrescine transport system permease protein                  
K05813: ugpB; sn−glycerol 3−phosphate transport system substrate−binding protein                    
K09817: znuC; zinc transport system ATP−binding protein [EC:7.2.2.−]                                
K11072: potA; spermidine/putrescine transport system ATP−binding protein [EC:7.6.2.11]              
K17315: gtsA, glcE; glucose/mannose transport system substrate−binding protein                      
K17323: glpQ; glycerol transport system permease protein                                            
K02013: ABC.FEV.A; iron complex transport system ATP−binding protein [EC:7.2.2.−]                   
K02015: ABC.FEV.P; iron complex transport system permease protein                                   
K02025: ABC.MS.P; multiple sugar transport system permease protein                                  
K02030: ABC.PA.S; polar amino acid transport system substrate−binding protein                       
K02038: pstA; phosphate transport system permease protein                                           
K02057: ABC.SS.P; simple sugar transport system permease protein                                    
K02194: ccmB; heme exporter protein B                                                               
K10112: msmX, msmK, malK, sugC, ggtA, msiK; multiple sugar transport system ATP−binding protein     
K11707: troA, mntA, znuA; manganese/zinc/iron transport system substrate−binding protein            
K15581: oppB; oligopeptide transport system permease protein                                        
K02029: ABC.PA.P; polar amino acid transport system permease protein                                
K02058: ABC.SS.S; simple sugar transport system substrate−binding protein                           
K11070: potC; spermidine/putrescine transport system permease protein                               
K02010: afuC, fbpC; iron(III) transport system ATP−binding protein [EC:7.2.2.7]                     
K02027: ABC.MS.S; multiple sugar transport system substrate−binding protein                         
K02031: ABC.PE.A; peptide/nickel transport system ATP−binding protein                               
K02036: pstB; phosphate transport system ATP−binding protein [EC:7.3.2.1]                           
K02037: pstC; phosphate transport system permease protein                                           
K09808: lolC_E; lipoprotein−releasing system permease protein                                       
K02032: ABC.PE.A1; peptide/nickel transport system ATP−binding protein                              
K07323: mlaC; phospholipid transport system substrate−binding protein                               
K01996: livF; branched−chain amino acid transport system ATP−binding protein                        
K02000: proV; glycine betaine/proline transport system ATP−binding protein [EC:7.6.2.9]             
K02052: ABC.SP.A; putative spermidine/putrescine transport system ATP−binding protein               
K10227: smoE, mtlE; sorbitol/mannitol transport system substrate−binding protein                    
K10543: xylF; D−xylose transport system substrate−binding protein                                   
K11720: lptG; lipopolysaccharide export system permease protein                                     
K17321: glpV; glycerol transport system substrate−binding protein                                   
K01995: livG; branched−chain amino acid transport system ATP−binding protein                        
K02056: ABC.SS.A; simple sugar transport system ATP−binding protein [EC:3.6.3.17]                   
K02004: ABC.CD.P; putative ABC transport system permease protein                                    
K02016: ABC.FEV.S; iron complex transport system substrate−binding protein                          
K02033: ABC.PE.P; peptide/nickel transport system permease protein                                  
K02055: ABC.SP.S; putative spermidine/putrescine transport system substrate−binding protein         
K09811: ftsX; cell division transport system permease protein                                       
K09970: aapQ, bztB; general L−amino acid transport system permease protein                          
K02040: pstS; phosphate transport system substrate−binding protein                                  
K02044: phnD; phosphonate transport system substrate−binding protein                                
K03523: bioY; biotin transport system substrate−specific component                                  
K09810: lolD; lipoprotein−releasing system ATP−binding protein [EC:3.6.3.−]                         
K07091: lptF; lipopolysaccharide export system permease protein                                     
K09971: aapM, bztC; general L−amino acid transport system permease protein                          
K01997: livH; branched−chain amino acid transport system permease protein                           
K02011: afuB, fbpB; iron(III) transport system permease protein                                     
K09690: ABC−2.LPSE.P; lipopolysaccharide transport system permease protein                          
K15552: tauC; taurine transport system permease protein                                             
K15580: oppA, mppA; oligopeptide transport system substrate−binding protein                         
K01998: livM; branched−chain amino acid transport system permease protein                           
K02034: ABC.PE.P1; peptide/nickel transport system permease protein                                 
K02051: ABC.SN.S; NitT/TauT family transport system substrate−binding protein                       
K02193: ccmA; heme exporter protein A [EC:7.6.2.5]                                                  
K09691: ABC−2.LPSE.A; lipopolysaccharide transport system ATP−binding protein                       
K02065: mlaF, linL, mkl; phospholipid/cholesterol/gamma−HCH transport system ATP−binding protein    
K10831: tauB; taurine transport system ATP−binding protein [EC:7.6.2.7]                             
K02003: ABC.CD.A; putative ABC transport system ATP−binding protein                                 
K15551: tauA; taurine transport system substrate−binding protein                                    
K02067: mlaD, linM; phospholipid/cholesterol/gamma−HCH transport system substrate−binding protein   
K10439: rbsB; ribose transport system substrate−binding protein                                     
K02001: proW; glycine betaine/proline transport system permease protein                             
K02066: mlaE, linK; phospholipid/cholesterol/gamma−HCH transport system permease protein            
K09812: ftsE; cell division transport system ATP−binding protein                                    
K09972: aapP, bztD; general L−amino acid transport system ATP−binding protein [EC:7.4.2.1]          
K06861: lptB; lipopolysaccharide export system ATP−binding protein [EC:3.6.3.−]                     
K10018: occT, nocT; octopine/nopaline transport system substrate−binding protein                    
K02195: ccmC; heme exporter protein C                                                               
K01999: livK; branched−chain amino acid transport system substrate−binding protein                  
K01990: ABC−2.A; ABC−2 type transport system ATP−binding protein                                    
K09969: aapJ, bztA; general L−amino acid transport system substrate−binding protein                 
K02002: proX; glycine betaine/proline transport system substrate−binding protein                    
K02035: ABC.PE.S; peptide/nickel transport system substrate−binding protein                         
K02012: afuA, fbpA; iron(III) transport system substrate−binding protein                            
K09013: sufC; Fe−S cluster assembly ATP−binding protein                                             

K07638: envZ; two−component system, OmpR family, osmolarity sensor histidine kinase EnvZ [EC:2.7.13.
K07647: torS; two−component system, OmpR family, sensor histidine kinase TorS [EC:2.7.13.3]         
K07666: qseB; two−component system, OmpR family, response regulator QseB                            
K07658: phoB1, phoP; two−component system, OmpR family, alkaline phosphatase synthesis response regu
K07659: ompR; two−component system, OmpR family, phosphate regulon response regulator OmpR          
K07689: uvrY, gacA, varA; two−component system, NarL family, invasion response regulator UvrY       
K07636: phoR; two−component system, OmpR family, phosphate regulon sensor histidine kinase PhoR [EC:
K15012: regA, regR, actR; two−component system, response regulator RegA                             

K02461: gspL; general secretion pathway protein L                                                   
K02463: gspN; general secretion pathway protein N                                                   
K12282: mshL; MSHA biogenesis protein MshL                                                          
K02452: gspC; general secretion pathway protein C                                                   
K02455: gspF; general secretion pathway protein F                                                   
K02662: pilM; type IV pilus assembly protein PilM                                                   
K02456: gspG; general secretion pathway protein G                                                   
K02666: pilQ; type IV pilus assembly protein PilQ                                                   
K01493: comEB; dCMP deaminase [EC:3.5.4.12]                                                         
K02454: gspE; general secretion pathway protein E [EC:7.4.2.8]                                      
K02652: pilB; type IV pilus assembly protein PilB                                                   
K02453: gspD; general secretion pathway protein D                                                   

K12203: dotB, traJ; defect in organelle trafficking protein DotB [EC:7.2.4.8]                       
K12204: dotC, traI; defect in organelle trafficking protein DotC                                    
K12206: icmB, dotO; intracellular multiplication protein IcmB [EC:7.2.4.8]                          
K12212: icmJ, dotN; intracellular multiplication protein IcmJ                                       
K12213: icmK, traN, dotH; intracellular multiplication protein IcmK                                 
K12214: icmL, traM, dotI; intracellular multiplication protein IcmL                                 
K12217: icmO, trbC, dotL; intracellular multiplication protein IcmO [EC:7.2.4.8]                    
K12218: icmP, trbA; intracellular multiplication protein IcmP                                       
K03981: dsbC; thiol:disulfide interchange protein DsbC [EC:5.3.4.1]                                 

K03072: secD; preprotein translocase subunit SecD                                                   
K03071: secB; preprotein translocase subunit SecB                                                   
K03110: ftsY; fused signal recognition particle receptor                                            
K03074: secF; preprotein translocase subunit SecF                                                   
K03075: secG; preprotein translocase subunit SecG                                                   
K03210: yajC; preprotein translocase subunit YajC                                                   
K12257: secDF; SecD/SecF fusion protein                                                             
K03106: SRP54, ffh; signal recognition particle subunit SRP54 [EC:3.6.5.4]                          
K03217: yidC, spoIIIJ, OXA1, ccfA; YidC/Oxa1 family membrane protein insertase                      
K03070: secA; preprotein translocase subunit SecA [EC:7.4.2.8]                                      
K03076: secY; preprotein translocase subunit SecY                                                   
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