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117288  POC 4,51E-05 -0,7451827 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

344542  Salinity 4,97E-05 -0,7424723 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

101074  Salinity 6,72E-05 -0,733945 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

251223  DOC 7,95E-05 -0,7290263 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

251223  POC 9,71E-05 -0,7230425 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

149844  PO4 0,000118315 -0,7169664 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

91093  POC 0,000122314 -0,715931 k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

149844  POC 0,000244534 -0,6933025 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

306210  Si 0,00024823 0,6927893 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

306210  Chla 0,000286513 0,6878302 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

114736  POC 0,000288212 -0,6876238 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

181308  TotalBacteria 0,00039661 -0,6762265 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__PsychromonadaceaeFA; 

269609  Salinity 0,000399713 0,675942 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

258719  PO4 0,000502657 -0,6674411 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

114736  Salinity 0,000534948 -0,6650846 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

370222  DOC 0,000620605 -0,6593805 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

262570  Salinity 0,000626587 -0,659008 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Maribacter; 

211827  TotalBacteria 0,000701295 -0,6545963 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

117288  PO4 0,000712708 -0,6539583 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

219545  Salinity 0,000753172 0,6517648 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

211827  Chla 0,000764703 -0,6511583 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

140949  PO4 0,000858794 -0,6464826 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

251223  TN 0,000885125 -0,6452531 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

219545  Z 0,000910031 0,6441186 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

370222  POC 0,000937541 -0,642896 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

238441  TN 0,000995076 -0,6404352 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

278348  NO2.NO3 0,001008164 -0,6398925 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

229855  Salinity 0,001017349 -0,6395152 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

316800  Salinity 0,001082538 -0,6369183 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; 

149844  TN 0,001095748 -0,6364084 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

210698  POC 0,001274979 -0,6299636 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

77969  Salinity 0,001296457 -0,6292441 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

315661  NO2.NO3 0,001317792 -0,6285395 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

149844  Chla 0,001338985 -0,6278491 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

110844  Z 0,001356173 0,627296 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

238441  DOC 0,001365464 -0,6269995 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

139840  POC 0,001370152 -0,6268505 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

278348  Salinity 0,001380558 -0,6265214 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

370222  TN 0,001384051 -0,6264114 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

240343  NO2.NO3 0,001471753 -0,6237245 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

120983  Salinity 0,001488541 -0,6232258 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

158301  Salinity 0,001575249 0,6207238 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Amphritea; 

315125  POC 0,001586171 -0,6204171 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 



238441  POC 0,001696968 -0,6174026 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

361772  POC 0,001739255 -0,6162961 k__Bacteria; p__Bacteroidetes; c__Sphingobacteriia; o__Sphingobacteriales; f__NS11-12; g__NS11-12FA; 

367917  Si 0,001751015 0,6159924 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

258719  POC 0,001860321 -0,6132501 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

211827  Si 0,001884889 -0,6126526 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

197435  Salinity 0,002127555 -0,6070814 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

258719  DOC 0,00215942 -0,6063905 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

23581  Salinity 0,00216978 -0,6061677 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

254834  NO2.NO3 0,002277426 0,6136364 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

254834  Chla 2,47E-03 0,6096838 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

306210  TN 0,002684819 0,5960864 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

238441  Si 0,002856473 -0,5930903 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

117288  TN 0,003030073 -0,5902111 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

315661  Salinity 0,003070785 -0,5895561 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

240343  Z 0,003225837 -0,5871267 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

23581  Z 0,0033065 -0,5859015 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

263093  PO4 0,003443707 -0,5838742 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

110844  NO2.NO3 0,003478205 0,5833752 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

149844  TotalBacteria 0,003536933 -0,5825352 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

244663  NO2.NO3 0,003963995 -0,5767567 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

262570  NO2.NO3 0,003974633 -0,5766196 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Maribacter; 

278348  PO4 0,0040004 -0,5762887 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

140949  Chla 0,004103517 -0,5749823 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

140949  TN 0,004143289 -0,5744857 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

46499  POC 0,004165601 -0,5742089 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

141882  POC 0,00444259 -0,5708722 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

306798  POC 0,004492124 -0,570294 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Saprospira; 

86963  Z 0,004505925 -0,5701338 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g__ThiohalorhabdalesOR; 

315661  Z 0,004680713 -0,5681403 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

162915  DOC 0,004707053 -0,5678454 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

258719  Si 0,004756922 -0,5672906 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

211827  PO4 0,004758699 -0,567271 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

363730  Chla 0,004822714 -0,5665662 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

93013  Si 0,004939677 -0,5731225 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

280778  POC 0,004957082 -0,565112 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 

370222  PO4 0,004970443 -0,5649692 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

278348  TN 0,004993418 -0,5647244 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

287911  NO2.NO3 0,005058781 -0,5640331 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

113401  Salinity 0,005270697 -0,561842 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__OM60; g__OM60FA; 

111021  Salinity 0,005649459 -0,5581029 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__RhodobacteraceaeFA; 

149844  DOC 0,005942954 -0,5553469 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

141709  Z 0,006038133 0,5544775 k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Opitutales; f__Opitutaceae; g__Opitutus; 

317414  POC 0,006092104 0,5612648 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Alteromonas; 

120983  Z 0,006098385 -0,553933 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

91093  DOC 0,006155275 -0,553423 k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

238441  PO4 0,006155275 -0,553423 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

167600  TotalBacteria 0,006167185 -0,5533167 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 



370222  Si 0,006375873 -0,5514819 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

46499  DOC 0,006490266 -0,5504972 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

162915  POC 0,006533763 -0,5501266 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

202680  Chla 0,006549624 0,5499919 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

211827  TN 0,006702765 -0,5487057 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

114736  PO4 0,006798721 -0,5479122 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

149844  Si 0,006813046 -0,5477946 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

86963  POC 0,00695346 -0,546652 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g__ThiohalorhabdalesOR; 

251223  Si 0,007031944 -0,5460217 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

270469  TN 0,007061793 0,5457836 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

117914  TN 0,007121697 -0,5453081 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

167824  POC 0,00716718 -0,5449493 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

47505  Salinity 0,00716937 -0,544932 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Tenacibaculum; 

254834  TotalBacteria 0,007217128 0,5513834 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

192790  TN 0,007428443 -0,5429241 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Phaeobacter; 

242563  Z 0,007677014 -0,5410514 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Persicirhabdus; 

330941  NO2.NO3 0,007766306 -0,540391 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

328766  POC 0,008012863 -0,5385995 k__Bacteria; p__Bacteroidetes; c__Sphingobacteriia; o__Sphingobacteriales; f__SphingobacterialesOR; g__SphingobacterialesOR; 

91093  TN 0,008087262 -0,5380679 k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

251223  PO4 0,008161048 -0,5375447 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

226297  Z 0,008265346 0,5368117 k__Bacteria; p__Firmicutes; c__Bacilli; o__Lactobacillales; f__Carnobacteriaceae; g__Carnobacterium; 

129034  Z 0,008416813 -0,5357608 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

372772  Salinity 0,008440981 -0,5355946 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Oleispira; 

306210  TotalBacteria 0,00880976 0,5331056 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

162915  TN 0,008915514 -0,5324078 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

249451  Salinity 0,008960993 -0,5321097 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Formosa; 

77969  Z 0,009323625 -0,5297773 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

110844  POC 0,009535029 0,5284518 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

23581  POC 0,009800265 -0,5268228 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

140949  POC 0,009800922 -0,5268188 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

139840  DOC 0,01000852 -0,525569 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

263093  POC 0,0100223 -0,5254868 k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

271354  TotalBacteria 0,0100223 -0,5254868 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

114736  TotalBacteria 0,01003068 -0,5254369 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

258719  TN 0,01026142 -0,524075 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

247038  POC 0,01027151 -0,5240161 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

280778  TN 0,01074994 -0,521273 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 

117288  Salinity 0,01093837 -0,5202202 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

23581  NO2.NO3 0,01111346 -0,5192552 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

159330  NO2.NO3 0,01114272 -0,5190951 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

71505  DOC 0,01119944 -0,5187858 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

250376  TotalBacteria 0,01119944 -0,5187858 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

345762  Si 0,01139803 0,5177131 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

141882  DOC 0,01150034 -0,5171665 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

79388  Salinity 0,01164614 -0,5163942 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

77969  NO2.NO3 0,01199129 -0,5145973 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

280778  DOC 0,01229456 -0,5130532 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 



278348  Chla 0,0123678 -0,5126849 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

377816  Salinity 0,01274812 0,510801 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

280778  Z 0,01295993 -0,5097717 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 

278348  POC 0,01356554 -0,5069028 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

171955  Si 0,01364718 0,5065241 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 

271354  Chla 0,01375554 -0,5060243 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

167824  PO4 0,01375554 -0,5060243 k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

219910  TotalBacteria 0,01377857 -0,5059185 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

262570  PO4 0,01406205 -0,5046278 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Maribacter; 

151752  POC 0,01443638 -0,5029557 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

122717  Salinity 0,01457112 0,5023624 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

122887  Chla 0,01477045 -0,501493 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

250376  PO4 0,01477045 -0,501493 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

250376  POC 0,01477045 -0,501493 k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

364329  Si 0,01526366 -0,4993821 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

364329  Salinity 0,01529346 0,4992563 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

181308  Si 0,01531345 -0,4991721 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__PsychromonadaceaeFA; 

112372  Salinity 0,01576861 -0,4972778 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g__ThiohalorhabdalesOR; 

306210  PO4 0,01622655 0,4954163 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

293057  POC 0,01634949 -0,4949238 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

224905  NO2.NO3 0,0164375 -0,4945731 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

240343  Salinity 0,01654364 -0,4941522 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

139840  TN 0,01655947 -0,4940896 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

238441  Chla 0,01660191 -0,493922 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

322264  POC 0,01660638 0,4939044 k__Bacteria; p__GN02; c__BD1-5; o__BD1-5CL; f__BD1-5CL; g__BD1-5CL; 

317414  Z 0,01669387 0,4935602 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Alteromonas; 

345762  Salinity 0,01669681 -0,4935486 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

159330  PO4 0,01671919 -0,4934608 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

46499  PO4 0,01671919 -0,4934608 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

270469  POC 0,01692477 0,4926586 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

163466  NO2.NO3 0,01708829 -0,4920262 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__Colwellia; 

117288  DOC 0,01756928 -0,490194 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

150331  TN 0,01785977 0,489107 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

365604  Chla 0,01788598 0,4890096 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

123369  DOC 0,01788598 -0,4890096 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

123369  POC 0,01788598 -0,4890096 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

123369  TN 0,01788598 -0,4890096 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

123369  TotalBacteria 0,01788598 -0,4890096 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

93490  DOC 0,01790566 -0,4889366 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

377714  POC 0,01793507 -0,4888276 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

162915  Si 0,01801485 -0,4885326 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

278253  Chla 0,01802255 0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

231646  DOC 0,01802255 -0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

313037  DOC 0,01802255 -0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

318602  DOC 0,01802255 -0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

294599  DOC 0,01802255 -0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

165350  NO2.NO3 0,01802255 -0,4885042 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 



231646  POC 0,01802255 -0,4885042 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

313037  POC 0,01802255 -0,4885042 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

318602  POC 0,01802255 -0,4885042 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

294599  POC 0,01802255 -0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

231646  TN 0,01802255 -0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

313037  TN 0,01802255 -0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

318602  TN 0,01802255 -0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

294599  TN 0,01802255 -0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

231646  TotalBacteria 0,01802255 -0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

313037  TotalBacteria 0,01802255 -0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

318602  TotalBacteria 0,01802255 -0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

294599  TotalBacteria 0,01802255 -0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

314117  Z 0,01802568 0,4884926 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

117914  NO2.NO3 0,01803497 -0,4884584 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

281332  Z 0,01804022 -0,488439 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Moraxellaceae; g__Perlucidibaca; 

141882  Si 0,01807131 -0,4883245 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

196129  Salinity 0,01829255 0,487514 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

113232  DOC 0,01843703 -0,4869889 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

188066  PO4 0,01843703 -0,4869889 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

113232  POC 0,01843703 -0,4869889 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

113232  TN 0,01843703 -0,4869889 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

113232  TotalBacteria 0,01843703 -0,4869889 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

140949  NO2.NO3 0,0185447 -0,4865998 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

167824  DOC 0,01855524 -0,4865618 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

380153  POC 0,01855524 -0,4865618 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

364867  POC 0,01855524 -0,4865618 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__TK06; g__TK06FA; 

307260  Si 0,01855524 0,4865618 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

219545  NO2.NO3 0,01857523 0,4864899 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

250376  DOC 0,01922005 -0,4842001 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

250376  TN 0,01922005 -0,4842001 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

141113  Salinity 0,01951633 -0,4831688 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

200817  POC 0,01965587 -0,4826875 k__Bacteria; 

315661  TN 0,01967967 -0,4826057 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

150331  Si 0,0197265 0,4824449 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

315661  Chla 0,02005508 -0,4813256 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

93013  DOC 0,02098845 -0,4822134 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

101591  NO2.NO3 0,02106563 -0,4779733 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

315661  PO4 0,02181666 -0,475565 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

377714  TN 0,0221108 -0,47464 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

117401  TN 0,02235574 0,4738772 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

210698  Salinity 0,02238928 -0,4737733 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

207850  DOC 0,02239449 -0,4737572 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

363730  POC 0,02241734 -0,4736865 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

363730  TotalBacteria 0,02241734 -0,4736865 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

149844  NO2.NO3 0,02254957 -0,4732784 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

211827  POC 0,02261747 -0,4730696 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

150331  NO2.NO3 0,02263785 0,473007 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 



110844  Chla 0,02279079 0,4725389 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

315125  DOC 0,02294926 -0,4720565 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

192790  NO2.NO3 0,0232483 -0,4711534 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Phaeobacter; 

364944  POC 0,02328607 -0,47104 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

367917  DOC 0,02344993 0,4705498 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

181308  TN 0,02346983 -0,4704904 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__PsychromonadaceaeFA; 

114736  TN 0,02358096 -0,4701597 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

224089  Si 0,02365999 0,4699253 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

270469  Si 0,02376852 0,4696044 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

125824  Si 0,02390876 -0,4691915 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

192790  DOC 0,02410384 -0,4686203 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Phaeobacter; 

310842  Z 0,02424773 -0,4682014 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

93013  TN 0,02440629 -0,4713439 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

263093  DOC 0,02462956 -0,4670994 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

226297  NO2.NO3 0,02462956 0,4670994 k__Bacteria; p__Firmicutes; c__Bacilli; o__Lactobacillales; f__Carnobacteriaceae; g__Carnobacterium; 

271354  PO4 0,02462956 -0,4670994 k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

271354  POC 0,02462956 -0,4670994 k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

271354  Si 0,02462956 -0,4670994 k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

167824  TN 0,02462956 -0,4670994 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

250376  Chla 0,02469661 -0,4669073 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

123369  Chla 0,02474043 -0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

123402  DOC 0,02474043 -0,4667819 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

321377  DOC 0,02474043 -0,4667819 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

123402  POC 0,02474043 -0,4667819 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

321377  POC 0,02474043 -0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

123402  TN 0,02474043 -0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

321377  TN 0,02474043 -0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

322468  TotalBacteria 0,02474043 -0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

101074  Z 0,02475752 -0,4667331 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

129034  Salinity 0,02522445 -0,4654094 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

197435  Z 0,02526461 -0,4652964 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

231646  Chla 0,02528395 -0,4652421 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

313037  Chla 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

318602  Chla 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

294599  Chla 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

267167  DOC 0,02528395 -0,4652421 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

97116  DOC 0,02528395 -0,4652421 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

102013  DOC 0,02528395 -0,4652421 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

150062  DOC 0,02528395 -0,4652421 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

267167  POC 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

97116  POC 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

102013  POC 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

150062  POC 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

267167  TN 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

97116  TN 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

102013  TN 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

150062  TN 0,02528395 -0,4652421 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 



324220  TotalBacteria 0,02528395 -0,4652421 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

117401  Si 0,02553684 0,4645347 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

363730  PO4 0,0258907 -0,4635541 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

278641  TotalBacteria 0,0258907 -0,4635541 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

258719  Chla 0,02608351 -0,4630244 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

113232  Chla 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__Methylotenera; 

22543  DOC 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__Methylotenera; 

107378  DOC 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__Methylotenera; 

161507  DOC 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

22543  POC 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

107378  POC 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

161507  POC 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

22543  TN 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

107378  TN 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

161507  TN 0,02618729 -0,4627405 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

151752  PO4 0,02626095 -0,4625396 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

240343  TN 0,02640612 -0,462145 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

190600  Salinity 0,02646815 0,4619768 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

202680  NO2.NO3 0,02667274 0,4614246 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

169677  Salinity 0,02719672 -0,4600256 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 

203464  POC 0,02752164 -0,4591688 k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

192712  POC 0,02754258 -0,4591139 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

159330  Salinity 0,02758296 -0,459008 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

91369  Salinity 0,02760097 -0,4589609 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

326153  DOC 0,02799214 -0,4579424 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

326153  TotalBacteria 0,02799214 -0,4579424 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

141113  DOC 0,02830779 0,4571288 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

240343  Chla 0,02848793 -0,4566677 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

20442  PO4 0,02856542 -0,45647 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

367917  Salinity 0,02860567 -0,4563676 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

317932  Chla 0,02870863 0,4561059 k__Bacteria; p__Bacteroidetes; 

151752  TotalBacteria 0,02882798 -0,4558036 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

315125  TN 0,02891968 -0,455572 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

363730  DOC 0,02910305 -0,4551105 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

98948  TotalBacteria 0,02920269 -0,4548608 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

223399  NO2.NO3 0,02923396 -0,4547825 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Roseivirga; 

93013  Salinity 0,02940986 0,4543437 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

110844  Salinity 0,02943741 0,4542751 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

210698  TotalBacteria 0,02965819 -0,4537276 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

98948  POC 0,02986298 -0,4532226 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

46499  Si 0,02991829 -0,4530867 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

278641  PO4 0,03012627 -0,4525775 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

115460  Salinity 0,03058464 -0,4514649 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

117914  DOC 0,03075394 -0,4510573 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

91093  PO4 0,03075458 -0,4510558 k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

190600  POC 0,03117567 -0,4500497 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

278641  POC 0,0311779 -0,4500444 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 



162915  PO4 0,03131464 -0,44972 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

240569  POC 0,03135927 -0,4496144 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 

224905  Salinity 0,03151518 -0,4492464 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

125824  TN 0,0318741 -0,4484045 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

120983  NO2.NO3 0,03204485 -0,4480067 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

91093  Z 0,03208778 -0,4479069 k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

292848  Salinity 0,03215581 0,4477491 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

114726  POC 0,03218096 -0,4476908 k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

167824  NO2.NO3 0,03220422 -0,4476369 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

271354  TN 0,03220422 -0,4476369 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

263093  TN 0,03220422 -0,4476369 k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

167824  TotalBacteria 0,03220422 -0,4476369 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

117288  Chla 0,03233719 -0,4473295 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

377714  DOC 0,03280103 -0,4462648 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

302992  TotalBacteria 0,03280103 -0,4462648 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

272690  Si 0,03280613 -0,4462532 k__Bacteria; p__Planctomycetes; c__vadinHA49; o__vadinHA49CL; f__vadinHA49CL; g__vadinHA49CL; 

46499  TN 0,03290083 -0,4460373 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

315661  POC 0,03314534 -0,4454822 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

270469  DOC 0,03333819 0,4450466 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

306798  DOC 0,03342906 -0,4448421 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Saprospira; 

113232  Si 0,0335573 -0,4445542 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

364195  Z 0,03387208 -0,4438512 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__SUP05; g__SUP05FA; 

128241  Z 0,03412231 -0,4432961 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Moraxellaceae; g__Psychrobacter; 

380239  Z 0,03412231 -0,4432961 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

117401  TotalBacteria 0,03437658 0,4427353 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

330571  POC 0,03465439 -0,4421262 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

101637  Chla 0,03472136 -0,44198 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

335627  DOC 0,03472136 -0,44198 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

101637  POC 0,03472136 -0,44198 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

231646  Si 0,03472136 -0,44198 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

313037  Si 0,03472136 -0,44198 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

318602  Si 0,03472136 -0,44198 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

294599  Si 0,03472136 -0,44198 k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

374536  Si 0,03472136 -0,44198 k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

322246  TN 0,03472136 -0,44198 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__CenarchaeaceaeFA; 

81434  Z 0,03479268 -0,4418245 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Curvibacter; 

93490  Salinity 0,03510109 0,441155 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

188066  DOC 0,03539896 -0,4405128 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

188066  POC 0,03539896 -0,4405128 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

139656  Si 0,03539896 -0,4405128 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

188066  TN 0,03539896 -0,4405128 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

166246  NO2.NO3 0,0354058 -0,4404981 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

151752  DOC 0,03559793 -0,4400862 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

150331  Chla 0,0360417 0,4391415 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

101074  NO2.NO3 0,03629103 -0,4386147 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

117288  NO2.NO3 0,03632805 -0,4385367 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

123369  Si 0,03634925 -0,4384921 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 



210698  PO4 0,03641827 -0,438347 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

344542  NO2.NO3 0,03662234 -0,4379192 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

278348  TotalBacteria 0,03681505 -0,4375168 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

79388  NO2.NO3 0,03708415 -0,4369578 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

137355  POC 0,03728892 -0,4365346 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

364329  POC 0,03777539 -0,4355364 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

117914  POC 0,03786736 -0,4353488 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

278641  Salinity 0,0381602 -0,434754 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

345762  DOC 0,03854026 0,4339872 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

94191  Salinity 0,03901253 0,4330428 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

219924  Chla 0,03937621 0,4323215 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

291227  DOC 0,03946002 -0,4321561 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__VerrucomicrobiaceaeFA; 

291227  POC 0,03946002 -0,4321561 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__VerrucomicrobiaceaeFA; 

20442  Chla 0,03953859 -0,4320012 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

270469  PO4 0,03978616 0,4315148 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

278641  TN 0,03980984 -0,4314684 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

254834  Salinity 4,00E-02 0,4310821 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

213420  POC 0,04022591 -0,4306567 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

117914  PO4 0,04050666 -0,4301127 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

240343  PO4 0,04058264 -0,429966 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

113401  Z 0,04151259 -0,4281874 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__OM60; g__OM60FA; 

307260  Chla 0,04151946 0,4281744 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

335078  POC 0,04151946 0,4281744 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

263093  Si 0,04151946 -0,4281744 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

263093  TotalBacteria 0,04151946 -0,4281744 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

125824  DOC 0,04155214 -0,4281125 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

278348  DOC 0,04167507 -0,4278799 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

328766  DOC 0,04253661 -0,4262648 k__Bacteria; p__Bacteroidetes; c__Sphingobacteriia; o__Sphingobacteriales; f__SphingobacterialesOR; g__SphingobacterialesOR; 

364329  TotalBacteria 0,04287476 -0,4256379 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

186510  Salinity 0,04289601 0,4255986 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 

140949  Si 0,04347552 -0,4245335 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

162915  Chla 0,04354453 -0,4244074 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

377714  Si 0,04358231 -0,4243385 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

158301  NO2.NO3 0,04368401 0,4241531 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Amphritea; 

306210  NO2.NO3 0,04376541 0,4240049 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

196129  TotalBacteria 0,04406234 -0,4234663 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

139840  PO4 0,04436577 -0,4229188 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

322468  Chla 0,04469586 -0,4223265 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

113232  PO4 0,04469586 -0,4223265 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

322468  TN 0,04469586 -0,4223265 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

123402  TotalBacteria 0,04469586 -0,4223265 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

321377  TotalBacteria 0,04469586 -0,4223265 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

110844  TN 0,04484011 0,4220687 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

219910  POC 0,04495263 -0,4218681 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

114736  NO2.NO3 0,04512342 -0,4215644 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

89505  Salinity 0,04542256 -0,4210345 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Owenweeksia; 

232438  Salinity 0,04542256 -0,4210345 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; 



112981  Salinity 0,04542256 -0,4210345 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__RhodobacteraceaeFA; 

254834  TN 4,55E-02 0,4229249 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

141882  PO4 0,04589812 -0,4201977 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

20442  TN 0,04590329 -0,4201887 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

322246  Z 0,04603125 -0,4199647 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__CenarchaeaceaeFA; 

307120  Salinity 0,04632989 -0,4194438 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__VerrucomicrobiaceaeFA; 

186416  Salinity 0,04632989 -0,4194438 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

324220  Chla 0,04674864 -0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

150051  DOC 0,04674864 0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

101158  DOC 0,04674864 -0,4187179 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

231646  PO4 0,04674864 -0,4187179 k__Bacteria; p__Bacteroidetes; c__Sphingobacteriia; o__Sphingobacteriales; f__SphingobacterialesOR; g__SphingobacterialesOR; 

313037  PO4 0,04674864 -0,4187179 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

318602  PO4 0,04674864 -0,4187179 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

294599  PO4 0,04674864 -0,4187179 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

335627  POC 0,04674864 -0,4187179 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Sva0853; f__JTB36; g__JTB36FA; 

324220  Si 0,04674864 -0,4187179 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

324220  TN 0,04674864 -0,4187179 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

267167  TotalBacteria 0,04674864 -0,4187179 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

97116  TotalBacteria 0,04674864 -0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

102013  TotalBacteria 0,04674864 -0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

150062  TotalBacteria 0,04674864 -0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

150331  PO4 0,04746378 0,4174898 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

315125  TotalBacteria 0,04798211 -0,4166086 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

259896  NO2.NO3 0,04818247 0,4162699 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

269689  DOC 0,04818575 0,4162644 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

322468  Si 0,04818575 -0,4162644 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

326153  Si 0,04834342 -0,4159987 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

210698  NO2.NO3 0,04839201 -0,415917 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

143537  NO2.NO3 0,0485364 0,4156744 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Paracoccus; 

278641  NO2.NO3 0,04868489 -0,4154256 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

287911  PO4 0,04868489 -0,4154256 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

186510  Z 0,04869719 0,415405 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 

122887  NO2.NO3 0,04892246 -0,4150287 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

107743  POC 0,04892246 -0,4150287 k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

189443  TotalBacteria 0,04892246 -0,4150287 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Methylibium; 

123369  PO4 0,04939496 -0,4142437 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

188066  Si 0,04939496 -0,4142437 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__Methylotenera; 

22543  TotalBacteria 0,04939496 -0,4142437 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

107378  TotalBacteria 0,04939496 -0,4142437 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

161507  TotalBacteria 0,04939496 -0,4142437 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

139840  Si 0,04952878 -0,4140224 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

207850  POC 0,04958121 -0,4139359 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

SW
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101591  PO4 3,17852E-05 0,7665176 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 



263093  Si 1,36E-04 0,7374581 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

304309  Z 0,000208483 -0,7109134 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

51448  DOC 0,000232466 -0,7200852 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

281929  Si 0,000248633 0,7178021 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

325407  Z 0,00042828 -0,6856388 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Loktanella; 

251742  TotalBacteria 0,000485903 -0,6809399 k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

281929  PO4 0,000524495 0,6780539 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

71505  TN 0,000587566 0,6737074 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

100891  Z 0,000616789 -0,671828 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Idiomarinaceae; g__Idiomarina; 

94744  Z 0,000847444 -0,6591956 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Schlegelella; 

210698  TotalBacteria 0,000919568 -0,6558523 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

123402  TN 0,000962024 -0,6539876 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

91369  NO2.NO3 0,001022261 -0,6514588 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

364944  PO4 0,001338875 -0,6399443 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

114736  DOC 0,001401556 -0,6507218 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

117914  TN 0,001443501 0,6366493 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

92901  TotalProtists 0,001564022 -0,6330962 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

141882  Si 0,001602355 -0,6447638 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

308895  TotalBacteria 0,001689239 -0,6296426 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

197435  TotalProtists 0,001726932 -0,6286454 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

364329  TotalProtists 0,001747156 -0,628118 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

265656  POC 0,001876099 0,6510672 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingobium; 

249494  PO4 0,001915114 0,6239268 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

202680  TotalBacteria 0,002265584 0,6160973 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

163466  TotalBacteria 0,002306315 -0,615255 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__Colwellia; 

159330  Salinity 0,002307145 -0,615238 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

317414  DOC 0,002424039 0,6255278 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Alteromonas; 

301703  Salinity 0,002681 0,6080447 k__Bacteria; p__Gemmatimonadetes; c__Gemm-2; o__Gemm-2CL; f__Gemm-2CL; g__Gemm-2CL; 

374536  NO2.NO3 0,002718163 0,6073767 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

36166  TotalProtists 0,002941009 0,6035252 k__Bacteria; p__Lentisphaerae; c__[Lentisphaeria]; o__Lentisphaerales; f__Lentisphaeraceae; g__Lentisphaera; 

93013  Si 0,002986605 0,6153348 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

270469  DOC 0,003043726 0,6143922 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

140949  TN 0,00309021 0,6010815 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

290192  DOC 0,003170973 -0,6123445 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

263093  PO4 0,003320711 0,5974943 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

101591  Si 0,003595652 0,6059735 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

131420  Z 0,003646598 -0,5927634 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhizobiales; f__Bradyrhizobiaceae; g__Bradyrhizobium; 

327244  Salinity 0,003729522 0,5916164 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

101637  Chla 0,003800438 0,5906523 k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

281929  NO2.NO3 0,003914856 0,5891281 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

91369  TN 0,004203121 -0,5854469 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

355505  NO2.NO3 0,004215716 0,5852909 k__Bacteria; p__Bacteroidetes; 

322468  Chla 0,00444011 0,5825754 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

164602  NO2.NO3 0,004596463 -0,5807502 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Halomonas; 

123402  NO2.NO3 0,004629735 -0,5803685 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

40973  TotalBacteria 0,004913067 -0,5772076 k__Bacteria; 

292848  Chla 0,005127154 0,5749185 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 



292701  TN 0,005323142 -0,5728916 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

115425  TotalBacteria 0,005338716 -0,5727333 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__PB19; f__PB19OR; g__PB19OR; 

292848  NO2.NO3 0,005352079 -0,5725977 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

261211  TN 0,00536178 -0,5724994 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

215143  Salinity 0,005376828 0,5723473 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

279636  DOC 0,005581353 0,5825981 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

335627  TotalBacteria 0,005671652 -0,569436 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

60936  TN 0,005848675 -0,5677478 k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH; 

252674  Salinity 0,005895544 0,567308 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Thiotrichaceae; g__Cocleimonas; 

249494  NO2.NO3 0,006146703 0,5649993 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

244663  Si 0,006237863 -0,5764023 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

141113  Si 0,006410608 0,574862 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

254095  TN 0,007032529 -0,5574356 k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

224905  Si 0,007045766 0,5694776 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

271191  NO2.NO3 0,007224547 0,5559011 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

364944  Si 0,007277474 -0,5676127 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

364944  NO2.NO3 0,007282805 -0,5554421 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

141882  TN 0,007389031 -0,5546131 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

81434  PO4 0,007453421 0,5541154 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Curvibacter; 

247038  TN 0,007499176 -0,5537639 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

117914  Si 0,007649302 0,5647197 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

247038  NO2.NO3 0,007821212 -0,5513386 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

95531  Z 0,008001585 -0,5500161 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

254095  Si 0,008035721 -0,5618332 k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

130084  TotalBacteria 0,008338723 -0,5476086 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

117401  Si 0,008509251 -0,5584475 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

173116  Salinity 0,008553996 0,546113 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

245942  Chla 0,009465224 0,5401065 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

139421  TN 0,009664866 0,5388544 k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SargSea-WGS; 

173116  TotalBacteria 0,01005693 -0,5364562 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

164602  Chla 0,01032808 0,5348421 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Halomonas; 

126619  Si 0,01047156 -0,5458789 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

191808  TotalBacteria 0,010741 -0,5324496 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__OCS155; g__OCS155FA; 

310842  TotalBacteria 0,01114002 0,5302082 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

123178  Z 0,0111655 -0,5300673 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

60936  NO2.NO3 0,01135656 -0,5290192 k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH; 

181913  PO4 0,01145483 0,5284857 k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

200364  POC 0,01174662 -0,5513109 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

255572  Chla 0,01200174 -0,5255833 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

380153  TN 0,01206544 0,5252523 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__TK06; g__TK06FA; 

306210  Si 0,01212887 0,5366856 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

23581  Si 0,01226132 -0,535996 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

357686  Chla 0,01230938 0,5239978 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__[Marinicellales]; f__[Marinicellaceae]; g__Marinicella; 

200114  TotalBacteria 0,01239079 -0,5235837 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

140949  Si 0,0124486 0,5350311 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

316800  TotalBacteria 0,01254593 -0,5228006 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; 

310842  Salinity 0,01275061 -0,5217794 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 



202680  Salinity 0,01287009 -0,5211895 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

195358  TotalProtists 0,01288922 0,5210955 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

53737  Chla 0,01302726 0,5204203 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

192198  Z 0,01314708 -0,5198389 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Flavobacterium; 

315125  Z 0,01334737 0,5188767 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

232517  POC 0,01360286 -0,5418091 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

224905  TN 0,01365093 0,5174404 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

117401  TotalProtists 0,01381446 0,5166775 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

215368  TN 0,01404312 -0,5156229 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

101591  NO2.NO3 0,01407196 0,5154908 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

117914  NO2.NO3 0,01409697 0,5153766 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

138577  Z 0,01434814 0,5142377 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

178816  TotalBacteria 0,01464662 0,5129051 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

242563  TotalBacteria 0,01467064 -0,5127988 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Persicirhabdus; 

309485  Salinity 0,01473953 0,5124948 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

287911  Z 0,01474747 0,5124598 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

143882  PO4 0,01487523 0,5118993 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhizobiales; f__Rhizobiaceae; g__Mycoplana; 

219117  Si 0,01533473 -0,5214747 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__Psychromonas; 

126619  TN 0,01575273 -0,5081516 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

360749  DOC 0,0159095 -0,5190258 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

129439  TotalProtists 0,01596946 -0,5072521 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__TK06; g__TK06FA; 

158301  Z 0,01628638 0,5059544 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Amphritea; 

123205  TN 0,01650846 -0,5050572 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

315125  Si 0,01653835 -0,5164269 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

93013  TN 0,016642 0,5045224 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

197435  Si 0,01686646 0,5151023 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

293057  NO2.NO3 0,0168874 0,5035486 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

170551  TotalBacteria 0,01694307 0,5033293 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

269609  TotalBacteria 0,01696736 -0,5032338 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

257198  TN 0,01722832 -0,5022146 k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__Phycisphaeraceae; g__PhycisphaeraceaeFA; 

54806  PO4 0,01727861 0,5020196 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Sva0853; f__SAR324; g__SAR324FA; 

53737  TN 0,01736337 -0,5016921 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

242341  Si 0,01748903 -0,5126451 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

244663  TotalBacteria 0,01757007 -0,5008986 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

258719  POC 0,01764487 -0,524277 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

40092  Si 0,01767913 -0,5119089 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

219117  PO4 0,01772711 -0,5003008 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__Psychromonas; 

249494  TotalProtists 0,01775597 0,5001914 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

123454  TotalProtists 0,01791946 0,4995744 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__Nisaea; 

349003  Chla 0,01799445 0,4992929 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

106286  PO4 0,01814611 -0,4987265 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Coxiellaceae; g__CoxiellaceaeFA; 

287800  TotalBacteria 0,01822192 0,4984448 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

245447  NO2.NO3 0,01822192 -0,4984448 k__Bacteria; p__Actinobacteria; c__Thermoleophilia; o__Solirubrobacterales; f__SolirubrobacteralesOR; g__SolirubrobacteralesOR; 

111553  NO2.NO3 0,01822192 0,4984448 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

287800  Si 0,01844388 0,5090097 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

153955  Salinity 0,01865307 -0,4968604 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

287774  TotalBacteria 0,01868402 -0,4967478 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 



96187  Salinity 0,01868686 0,4967375 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__ErythrobacteraceaeFA; 

219910  Si 0,01870644 -0,5080367 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

186510  Z 0,01872868 0,4965856 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 

91369  Si 0,01876249 -0,5078303 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

249451  Si 0,01893812 -0,5071871 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Formosa; 

349046  POC 0,01902228 -0,5190406 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__RS62; 

73128  Salinity 0,01904493 0,4954458 k__Bacteria; p__GN02; c__GN02PH; o__GN02PH; f__GN02PH; g__GN02PH; 

215143  TotalBacteria 0,01923037 -0,4947846 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

143227  TotalBacteria 0,01927837 -0,4946142 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Bdellovibrionales; f__Bacteriovoracaceae; g__BacteriovoracaceaeFA; 

23581  TotalBacteria 0,01964521 -0,4933237 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

122887  TotalBacteria 0,01966328 -0,4932606 k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

233524  Chla 0,01983758 0,4926546 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

278253  NO2.NO3 0,02004684 0,4919328 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

178816  TN 0,02022722 0,4913154 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

242341  PO4 0,02068736 -0,4897603 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

141882  Chla 0,02096958 0,4888202 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

281929  TN 0,02122094 0,4879914 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

253059  DOC 0,02145772 -0,4984471 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Blastomonas; 

170762  TN 0,02148593 0,4871262 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group III; g__Marine group IIIFA; 

245673  TotalProtists 0,02149858 -0,487085 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

267542  TotalProtists 0,02149858 -0,487085 k__Bacteria; p__Firmicutes; c__Bacilli; o__Bacillales; f__Paenibacillaceae; g__Paenibacillus; 

123205  Chla 0,02169717 0,4864425 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

145818  Salinity 0,02169928 0,4864357 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

374536  TN 0,02182277 0,4860386 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

40092  NO2.NO3 0,02197685 -0,4855456 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

249494  Si 0,02206846 0,4964531 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

244663  TN 0,0223946 -0,4842228 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

141113  TN 0,02245438 0,4840351 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

171955  Si 0,02254023 -0,4949428 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 

313037  TotalBacteria 0,02261815 -0,483523 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

26513  Si 0,02270752 -0,4944132 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__[Amoebophilaceae]; g__SC3-56; 

214190  Salinity 0,02273578 -0,483157 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

270032  TN 0,02275063 -0,4831109 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

270032  NO2.NO3 0,02279462 -0,4829745 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

335078  Chla 0,02288356 -0,4826993 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

139840  Si 0,02294745 -0,4936592 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

117401  TN 0,02317333 -0,4818087 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

124210  NO2.NO3 0,02325958 -0,4815454 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__HTCC2207; 

238441  TotalProtists 0,02336286 0,481231 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

176376  TotalProtists 0,02336885 0,4812129 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

181913  DOC 0,02343972 0,4921316 k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

269689  Chla 0,02358342 0,4805635 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

51736  PO4 0,02361938 -0,4804551 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

124210  PO4 0,0236228 -0,4804448 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__HTCC2207; 

164602  TN 0,02365517 -0,4803474 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Halomonas; 

238441  TN 0,02367807 -0,4802785 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

172942  TotalProtists 0,02377563 0,4799858 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Novosphingobium; 



283953  NO2.NO3 0,02408568 -0,4790617 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingomonas; 

125541  Si 0,02410416 -0,4901097 k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

374536  PO4 0,02412636 0,4789412 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

282725  Si 0,02414803 -0,4899777 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

321377  DOC 0,02415155 0,4899672 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

141113  TotalBacteria 0,02465096 0,4774012 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

255372  Salinity 0,02492384 -0,4766105 k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

107378  TN 0,02492952 -0,4765941 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

130084  POC 0,02498833 -0,4993477 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

137355  TotalProtists 0,02529619 0,4755426 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

281448  Z 0,02543946 -0,475135 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

372772  Si 0,02556306 0,4858211 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Oleispira; 

287800  TotalProtists 0,02563004 0,4745957 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

278485  TN 0,02568545 0,4744395 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Cryomorpha; 

115460  Si 0,02573523 -0,485328 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

212589  Chla 0,02591682 -0,4737901 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

120820  Si 0,02593635 -0,4847551 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhizobiales; f__Methylobacteriaceae; g__MethylobacteriaceaeFA; 

123454  TotalBacteria 0,02601265 0,4735225 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__Nisaea; 

79916  NO2.NO3 0,02601265 0,4735225 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__GMD14H09; f__GMD14H09OR; g__GMD14H09OR; 

141882  NO2.NO3 0,02620587 -0,4729854 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

123369  Salinity 0,02621339 -0,4729645 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

316870  PO4 0,02637584 0,4725154 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Loktanella; 

287800  DOC 0,02684158 0,4822197 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

245447  DOC 0,02684158 -0,4822197 k__Bacteria; p__Actinobacteria; c__Thermoleophilia; o__Solirubrobacterales; f__SolirubrobacteralesOR; g__SolirubrobacteralesOR; 

281929  Salinity 0,02711178 0,4705081 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

114057  PO4 0,02721838 -0,470221 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

348543  TotalBacteria 0,02724323 -0,4701542 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

157089  TotalBacteria 0,02739582 -0,469745 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

106752  POC 0,02758971 -0,4919174 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__MyxococcalesOR; g__MyxococcalesOR; 

149844  Si 0,027614 0,4801094 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

117123  PO4 0,02771683 0,46889 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

159330  TN 0,02773409 -0,4688443 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

170551  DOC 0,02786307 -0,4794388 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

107378  NO2.NO3 0,02808167 -0,4679279 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

271191  PO4 0,02816868 0,4676999 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

36289  TN 0,02842986 -0,4670188 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

363730  Salinity 0,02846568 0,4669258 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

335627  Salinity 0,02858451 0,4666179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

102013  Z 0,02862912 -0,4665026 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

315661  Si 0,0287333 -0,4771326 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

150331  Si 0,02919515 -0,475931 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

218815  Chla 0,02934899 -0,464661 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

119576  TotalBacteria 0,02935863 -0,4646366 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

206631  TN 0,02940085 -0,4645297 k__Bacteria; p__Verrucomicrobia; c__[Pedosphaerae]; o__[Pedosphaerae]CL; f__[Pedosphaerae]CL; g__[Pedosphaerae]CL; 

165350  POC 0,02942421 0,487003 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

292701  NO2.NO3 0,02966872 -0,4638545 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

36289  NO2.NO3 0,03000165 -0,463022 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 



292848  PO4 0,03021084 -0,4625027 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

167100  TotalProtists 0,03023912 -0,4624327 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

147164  PO4 0,03069072 -0,461322 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

162693  PO4 0,03069072 -0,461322 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

323303  Z 0,03087591 0,4608702 k__Bacteria; p__Firmicutes; c__Bacilli; o__Lactobacillales; f__LactobacillalesOR; g__LactobacillalesOR; 

269689  TotalBacteria 0,03129303 0,4598606 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

247038  Si 0,03130182 -0,470633 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

219924  TotalBacteria 0,03148797 0,4593924 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

105938  DOC 0,03155736 0,4700097 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

189443  Si 0,03172654 0,4695992 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

125824  TN 0,03172851 0,4588178 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

244955  TotalProtists 0,03194613 -0,4583009 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__BD2-13; 

75124  Salinity 0,03199897 0,4581758 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Planctomycetales; f__Planctomycetaceae; g__Planctomyces; 

283225  Salinity 0,03235612 0,4573346 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__Rickettsiaceae; g__RickettsiaceaeFA; 

269689  Z 0,03243803 0,4571427 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

245942  Salinity 0,03245051 0,4571135 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

289137  TN 0,0324656 -0,4570782 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingomonas; 

35800  Si 0,03260523 -0,4674943 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Flavobacterium; 

110844  DOC 0,03262413 -0,4674495 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

103649  Z 0,03264467 0,4566603 k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

302992  TotalBacteria 0,03265316 0,4566405 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

156587  Si 0,03271336 0,4672384 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Verrucomicrobium; 

302439  NO2.NO3 0,03278908 0,4563246 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

166246  Z 0,03286633 -0,4561455 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

374536  Si 0,03298069 0,4666085 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

214190  TN 0,03330328 -0,4551387 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

196129  Z 0,03355112 -0,4545723 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

292848  Si 0,0337459 -0,4648273 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

269689  TotalProtists 0,03385904 0,4538731 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

367917  TN 0,03406478 -0,4534087 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

96187  PO4 0,03410699 0,4533137 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__ErythrobacteraceaeFA; 

181913  Si 0,03417942 0,4638323 k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

233524  NO2.NO3 0,03500203 0,4513208 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

321056  POC 0,03524461 -0,4728537 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhizobiales; f__Rhizobiaceae; g__Mycoplana; 

145818  TotalProtists 0,03549712 0,4502356 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

373256  Z 0,03554653 -0,4501279 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__PB19; f__PB19OR; g__PB19OR; 

219910  TN 0,03555625 -0,4501067 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

190600  Salinity 0,0355646 0,4500885 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

364867  POC 0,03559906 0,4720528 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

243995  TotalBacteria 0,03591304 0,449333 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

297756  NO2.NO3 0,035936 0,4492834 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

47505  Si 0,03600993 -0,4597368 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Tenacibaculum; 

306210  NO2.NO3 0,0361347 0,4488554 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

161507  Chla 0,03613543 -0,4488538 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

232374  Chla 0,03613543 -0,4488538 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

287800  PO4 0,03613543 0,4488538 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

19266  Chla 0,03613543 -0,4488538 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 



245447  TN 0,03619447 -0,448727 k__Bacteria; p__Actinobacteria; c__Thermoleophilia; o__Solirubrobacterales; f__SolirubrobacteralesOR; g__SolirubrobacteralesOR; 

150246  TotalBacteria 0,03625352 -0,4486003 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

317932  Salinity 0,0363295 0,4484375 k__Bacteria; p__Bacteroidetes; 

227678  PO4 0,03646851 0,4481404 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

302439  PO4 0,03661039 0,4478381 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

380153  Z 0,03665756 -0,4477378 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__TK06; g__TK06FA; 

117288  TN 0,03668559 -0,4476782 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

157611  POC 0,03692946 0,4691009 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Sva0853; f__SAR324; g__SAR324FA; 

114057  Si 0,03728742 -0,4569741 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

289137  Si 0,03749333 -0,4565357 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingomonas; 

327255  TotalBacteria 0,03756586 -0,4458257 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g__ThiohalorhabdalesOR; 

53737  NO2.NO3 0,03756738 -0,4458226 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

164602  TotalProtists 0,03796396 0,4449991 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Halomonas; 

273024  DOC 0,03801679 -0,4554298 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

317616  DOC 0,03801679 0,4554298 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

165325  Si 0,03801679 0,4554298 k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

266771  DOC 0,03801679 0,4554298 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Xanthomonadales; f__Xanthomonadaceae; g__XanthomonadaceaeFA; 

132904  Si 0,03801679 -0,4554298 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

171955  PO4 0,03802886 -0,444865 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 

60936  Si 0,03814868 -0,455153 k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH; 

283390  POC 0,03864627 0,4654115 k__Bacteria; p__Planctomycetes; c__OM190; o__agg27; f__agg27OR; g__agg27OR; 

124210  Si 0,03865429 -0,4540988 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__HTCC2207; 

117123  Si 0,03890211 0,453586 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

165350  Z 0,03892647 -0,4430283 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

263241  Si 0,03899002 -0,4534047 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__ZA3409c; g__ZA3409cFA; 

152420  DOC 0,03906724 0,4532457 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__Rickettsiaceae; g__RickettsiaceaeFA; 

141882  PO4 0,03923695 -0,4424007 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

304309  Chla 0,03933399 -0,4422053 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

255097  Si 0,03938118 -0,4526019 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

377761  POC 0,03981057 -0,4629811 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

103644  POC 0,03981057 0,4629811 k__Bacteria; p__Tenericutes; c__Mollicutes; o__Anaeroplasmatales; f__Anaeroplasmataceae; g__AnaeroplasmataceaeFA; 

126619  NO2.NO3 0,03996442 -0,4409453 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

81434  Si 0,0399839 0,451377 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Curvibacter; 

71453  DOC 0,04001014 -0,451324 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

149844  TotalProtists 0,04006518 -0,4407453 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

317932  TotalBacteria 0,04007259 -0,4407306 k__Bacteria; p__Bacteroidetes; 

119060  DOC 0,04015207 -0,4510378 k__Bacteria; p__Planctomycetes; c__OM190; o__agg27; f__agg27OR; g__agg27OR; 

35800  TotalBacteria 0,04032899 -0,4402237 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Flavobacterium; 

140949  NO2.NO3 0,04048687 0,4399128 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

314117  DOC 0,04088134 0,4495794 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

219117  NO2.NO3 0,04091106 -0,4390821 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__Psychromonas; 

143227  Si 0,0409382 -0,4494666 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Bdellovibrionales; f__Bacteriovoracaceae; g__BacteriovoracaceaeFA; 

51736  Si 0,0409382 -0,4494666 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

75124  Z 0,04142209 -0,4380902 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Planctomycetales; f__Planctomycetaceae; g__Planctomyces; 

289137  TotalProtists 0,0415678 0,4378092 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingomonas; 

219910  Chla 0,04163497 0,4376799 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

169677  TotalProtists 0,04174937 0,43746 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 



273861  Salinity 0,04180419 -0,4373548 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Phaeobacter; 

94441  Si 0,04180646 0,4477583 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

241136  Chla 0,0421041 0,4367813 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

146454  Z 0,04212983 -0,4367322 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingopyxis; 

321935  Chla 0,04217119 0,4366534 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

60936  Chla 0,04220625 0,4365867 k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH; 

255572  Z 0,04249989 -0,4360293 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

96187  TotalBacteria 0,04253589 -0,4359611 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__ErythrobacteraceaeFA; 

293057  TN 0,04256391 0,4359081 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

280778  TotalProtists 0,04270802 -0,435636 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 

287005  TotalBacteria 0,04273854 0,4355784 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__SphingomonadaceaeFA; 

213026  TN 0,04293698 0,4352051 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

229855  DOC 0,04311289 0,4452391 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

302439  Si 0,04314616 0,4451757 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

113401  TotalProtists 0,04319207 0,4347271 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__OM60; g__OM60FA; 

172942  Salinity 0,04322968 -0,4346568 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Novosphingobium; 

77969  TotalProtists 0,04323976 -0,434638 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

255097  NO2.NO3 0,04339125 -0,4343554 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

186389  Si 0,04382623 -0,4438885 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; 

154682  Salinity 0,04419238 -0,4328736 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

374641  TotalProtists 0,04429706 0,4326816 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

19223  Salinity 0,04471013 -0,4319271 k__Bacteria; p__Chlamydiae; c__Chlamydiia; o__Chlamydiales; f__ChlamydialesOR; g__ChlamydialesOR; 

69077  POC 0,04488452 -0,4529906 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

82221  Salinity 0,04508314 0,4312505 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

307120  DOC 0,04518216 -0,4413674 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__VerrucomicrobiaceaeFA; 

307260  Z 0,04552444 0,4304555 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

129034  Salinity 0,04578155 -0,4299952 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

175258  Z 0,04623949 -0,4291801 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__JTB248; 

135679  PO4 0,04632177 -0,4290343 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

294599  TotalBacteria 0,04648519 -0,4287454 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

181913  NO2.NO3 0,04677009 0,4282435 k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

107992  Chla 0,04677681 -0,4282317 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Chromatiales; f__ChromatialesOR; g__ChromatialesOR; 

323303  TN 0,0468457 -0,4281108 k__Bacteria; p__Firmicutes; c__Bacilli; o__Lactobacillales; f__LactobacillalesOR; g__LactobacillalesOR; 

293250  Chla 0,04687645 0,4280568 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__Rickettsiaceae; g__RickettsiaceaeFA; 

241961  NO2.NO3 0,04691462 0,4279899 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

309108  Z 0,04694787 0,4279316 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

150062  NO2.NO3 0,04698993 -0,4278579 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

189481  DOC 0,04701333 -0,438054 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__SphingomonadalesOR; g__SphingomonadalesOR; 

364867  Salinity 0,04768428 -0,4266491 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

278253  PO4 0,04776042 0,4265173 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

94191  TotalBacteria 0,04783639 -0,4263861 k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

224905  NO2.NO3 0,04788207 0,4263072 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

156587  PO4 0,04788695 0,4262988 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Verrucomicrobium; 

330571  TotalBacteria 0,04810276 -0,4259271 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

250185  Salinity 0,04824612 -0,4256808 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

330941  TotalBacteria 0,04829274 0,4256009 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

66007  Z 0,04857344 -0,4251208 k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__DeltaproteobacteriaCL; f__DeltaproteobacteriaCL; g__DeltaproteobacteriaCL; 



184270  Z 0,04857344 -0,4251208 k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

75124  TotalBacteria 0,04878059 -0,4247679 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Planctomycetales; f__Planctomycetaceae; g__Planctomyces; 

364944  TN 0,04892731 -0,4245186 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

213922  DOC 0,04909471 -0,4344068 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

242341  Chla 0,04925331 0,4239668 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

245447  Chla 0,04928252 0,4239175 k__Bacteria; p__Actinobacteria; c__Thermoleophilia; o__Solirubrobacterales; f__SolirubrobacteralesOR; g__SolirubrobacteralesOR; 

138050  PO4 0,04928252 0,4239175 k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

263531  Chla 0,04928252 -0,4239175 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__LegionellalesOR; g__LegionellalesOR; 

105684  POC 0,04934919 0,4448959 k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

19266  TN 0,04935353 0,4237977 k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

359997  TotalBacteria 0,04942456 0,4236781 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__C111; g__C111FA; 

197113  TotalBacteria 0,04942456 -0,4236781 k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Oxalobacteraceae; g__Oxalobacter; 

48072  TotalBacteria 0,04942456 -0,4236781 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; 

181308  POC 0,04974895 -0,4441989 k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__PsychromonadaceaeFA; 

380239  TotalProtists 0,04985934 -0,4229485 k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

Functions
ICE
Env P-value Spearman r Function Level 1 Level 2 Level 3

 Chla 0,000309 0,9856108 Aconitate hydratase 2 (EC 4.2.1.3)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 NO2.NO3 0,000309 0,9856108 Arginine N-succinyltransferase (EC 2.3.1.109)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 Salinity 0,000309 -0,9856108 DNA gyrase subunit B (EC 5.99.1.3)Clustering-based subsystems- DNA gyrase subunits

 NO2.NO3 0,000309 0,9856108 Guanosine-5'-triphosphate,3'-diphosphate pyrophosphatase (EC 3.6.1.40)Phosphorus Metabolism - Phosphate metabolism

 DOC 0,000309 0,9856108 Isoquinoline 1-oxidoreductase alpha subunit (EC 1.3.99.16)Clustering-based subsystemsPutative Isoquinoline 1-oxidoreductase subunitCBSS-314267.3.peg.390

 NO2.NO3 0,000309 -0,9856108 Pyruvate dehydrogenase E1 component (EC 1.2.4.1)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Degradation

 POC 0,002778 1 Carbamoyl-phosphate synthase large chain (EC 6.3.5.5)Cell Division and Cell Cycle - Macromolecular synthesis operon

 TN 0,002778 1 Phosphoribosylformylglycinamidine synthase, glutamine amidotransferase subunit (EC 6.3.5.3)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 Si 0,005098 -0,9411239 2,4-dienoyl-CoA reductase [NADPH] (EC 1.3.1.34)Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty acid degradation regulons

 POC 0,005098 -0,9411239 2-amino-3-ketobutyrate coenzyme A ligase (EC 2.3.1.29)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 TN 0,005098 -0,9411239 4-hydroxy-3-methylbut-2-enyl diphosphate reductase (EC 1.17.1.2)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsIsoprenoid Biosynthesis

 TotalBacteria 0,005098 -0,9411239 5-Enolpyruvylshikimate-3-phosphate synthase (EC 2.5.1.19)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 Chla 0,005098 -0,9411239 ATP synthase gamma chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 PO4 0,005098 -0,9411239 ATP synthase gamma chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 TotalBacteria 0,005098 -0,9411239 ATP-dependent DNA helicase RecG (EC 3.6.1.-)Clustering-based subsystemsRibosomal Protein L28P relates to a set of uncharacterized proteinsA Gram-positive cluster that relates ribosomal protein L28P to a set of uncharacterized proteins

 NO2.NO3 0,005098 -0,9411239 ATP-dependent hsl protease ATP-binding subunit HslUProtein Metabolism Protein degradationProteasome bacterial

 Chla 0,005098 0,9411239 Cell division protein FtsH (EC 3.4.24.-)Clustering-based subsystems- Bacterial Cell Division

 POC 0,005098 -0,9411239 Chemotaxis protein CheV (EC 2.7.3.-)Motility and Chemotaxis - Bacterial Chemotaxis

 TN 0,005098 -0,9411239 Cold-shock DEAD-box protein ARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 NO2.NO3 0,005098 0,9411239 Cytochrome b6-f complex subunit, apocytochrome fMiscellaneous Plant-Prokaryote DOE projectAt1g54520

 Z 0,005098 -0,9411239 Diaminobutyrate-pyruvate aminotransferase (EC 2.6.1.46)Stress Response Osmotic stressEctoine biosynthesis and regulation

 POC 0,005098 -0,9411239 Ferredoxin-dependent glutamate synthase (EC 1.4.7.1)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 Z 0,005098 -0,9411239 Flavodoxin 1 Cofactors, Vitamins, Prosthetic Groups, PigmentsRiboflavin, FMN, FADFlavodoxin

 Z 0,005098 -0,9411239 Galactokinase (EC 2.7.1.6)Carbohydrates - Sugar utilization in Thermotogales

 TN 0,005098 -0,9411239 Isocitrate dehydrogenase [NADP] (EC 1.1.1.42)Carbohydrates Central carbohydrate metabolismTCA Cycle

 NO2.NO3 0,005098 -0,9411239 LSU ribosomal protein L11p (L12e)Clustering-based subsystems- LSU ribosomal proteins cluster

 Si 0,005098 -0,9411239 Methylmalonate-semialdehyde dehydrogenase [inositol] (EC 1.2.1.27)Carbohydrates Sugar alcoholsInositol catabolism



 TN 0,005098 -0,9411239 Molybdenum cofactor biosynthesis protein MoaCCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesMolybdenum cofactor biosynthesis

 Z 0,005098 -0,9411239 N-carbamoylputrescine amidase (3.5.1.53)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 TN 0,005098 -0,9411239 NfuA Fe-S protein maturationMiscellaneous Plant-Prokaryote DOE projectBiotin biosynthesis Experimental

 TotalBacteria 0,005098 -0,9411239 Oxaloacetate decarboxylase beta chain (EC 4.1.1.3)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 NO2.NO3 0,005098 -0,9411239 Phenylacetate-CoA oxygenase, PaaG subunitMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 Chla 0,005098 -0,9411239 Polyphosphate kinase (EC 2.7.4.1)Nucleosides and NucleotidesPurines Purine conversions

 PO4 0,005098 -0,9411239 Polyphosphate kinase (EC 2.7.4.1)Nucleosides and NucleotidesPurines Purine conversions

 TotalBacteria 0,005098 -0,9411239 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 TN 0,005098 -0,9411239 SSU ribosomal protein S2p (SAe)Clustering-based subsystems- CBSS-176299.4.peg.1996B

 Salinity 0,005098 -0,9411239 Succinyl-CoA:3-ketoacid-coenzyme A transferase subunit A (EC 2.8.3.5)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Z 0,005098 -0,9411239 Superoxide dismutase [Fe] (EC 1.15.1.1)Stress Response Oxidative stressOxidative stress

 Z 0,005098 -0,9411239 Threonine dehydratase, catabolic (EC 4.3.1.19)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 Si 0,005098 -0,9411239 Topoisomerase IV subunit A (EC 5.99.1.-)DNA Metabolism DNA replicationDNA topoisomerases, Type II, ATP-dependent

 NO2.NO3 0,005098 -0,9411239 Transcription antitermination protein NusGClustering-based subsystems- LSU ribosomal proteins cluster

 TN 0,005098 -0,9411239 tRNA-i(6)A37 methylthiotransferaseClustering-based subsystems- tRNA-methylthiotransferase containing cluster

 Z 0,007666 -0,9276337 2-isopropylmalate synthase (EC 2.3.3.13)Amino Acids and DerivativesBranched-chain amino acidsBranched-Chain Amino Acid Biosynthesis

 NO2.NO3 0,007666 -0,9276337 2-methylcitrate dehydratase FeS dependent (EC 4.2.1.79)Carbohydrates Organic acidsMethylcitrate cycle

 POC 0,007666 0,9276337 2-oxoglutarate dehydrogenase E1 component (EC 1.2.4.2)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 TotalBacteria 0,007666 0,9276337 Acetolactate synthase large subunit (EC 2.2.1.6)Amino Acids and DerivativesBranched-chain amino acidsBranched-Chain Amino Acid Biosynthesis

 Z 0,007666 -0,9276337 Acetyl-coenzyme A synthetase (EC 6.2.1.1)Amino Acids and DerivativesBranched-chain amino acidsKetoisovalerate oxidoreductase

 NO2.NO3 0,007666 0,9276337 Aconitate hydratase 2 (EC 4.2.1.3)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 Chla 0,007666 0,9276337 Arginine N-succinyltransferase (EC 2.3.1.109)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 Chla 0,007666 -0,9276337 Argininosuccinate synthase (EC 6.3.4.5)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 NO2.NO3 0,007666 -0,9276337 Argininosuccinate synthase (EC 6.3.4.5)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 DOC 0,007666 0,9276337 Coproporphyrinogen III oxidase, aerobic (EC 1.3.3.3)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme and Siroheme Biosynthesis

 POC 0,007666 -0,9276337 dTDP-glucose 4,6-dehydratase (EC 4.2.1.46)Cell Wall and Capsule Capsular and extracellular polysacchridesdTDP-rhamnose synthesis

 PO4 0,007666 -0,9276337 dTDP-glucose 4,6-dehydratase (EC 4.2.1.46)Cell Wall and Capsule Capsular and extracellular polysacchridesdTDP-rhamnose synthesis

 Si 0,007666 0,9276337 FKBP-type peptidyl-prolyl cis-trans isomerase fklB (EC 5.2.1.8)Protein Metabolism Protein foldingPeptidyl-prolyl cis-trans isomerase

 NO2.NO3 0,007666 -0,9276337 Glutathione synthetase (EC 6.3.2.3)Clustering-based subsystems- CBSS-320372.3.peg.6046

 Chla 0,007666 0,9276337 Guanosine-5'-triphosphate,3'-diphosphate pyrophosphatase (EC 3.6.1.40)Phosphorus Metabolism - Phosphate metabolism

 Chla 0,007666 -0,9276337 Holliday junction DNA helicase RuvBDNA Metabolism DNA recombinationRuvABC plus a hypothetical

 NO2.NO3 0,007666 -0,9276337 Holliday junction DNA helicase RuvBDNA Metabolism DNA recombinationRuvABC plus a hypothetical

 Chla 0,007666 -0,9276337 Nucleoside diphosphate kinase (EC 2.7.4.6)Nucleosides and NucleotidesPurines Purine conversions

 Si 0,007666 0,9276337 Pyruvate carboxyl transferase (EC 6.4.1.1)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 DOC 0,007666 -0,9276337 Ribose-phosphate pyrophosphokinase (EC 2.7.6.1)Carbohydrates Central carbohydrate metabolismPentose phosphate pathway

 Chla 0,007666 -0,9276337 S-adenosylmethionine synthetase (EC 2.5.1.6)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 NO2.NO3 0,007666 -0,9276337 S-adenosylmethionine synthetase (EC 2.5.1.6)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 DOC 0,007666 0,9276337 Single-stranded-DNA-specific exonuclease RecJ (EC 3.1.-.-)DNA Metabolism DNA repair DNA Repair Base Excision

 Chla 0,007666 -0,9276337 tRNA(Cytosine32)-2-thiocytidine synthetaseClustering-based subsystemsTranslation CBSS-326442.4.peg.1852

 NO2.NO3 0,007666 -0,9276337 tRNA(Cytosine32)-2-thiocytidine synthetaseClustering-based subsystemsTranslation CBSS-326442.4.peg.1852

 NO2.NO3 0,007666 -0,9276337 Tryptophan synthase beta chain (EC 4.2.1.20)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 POC 0,007666 -0,9276337 Urease accessory protein UreGAmino Acids and DerivativesArginine; urea cycle, polyaminesUrea decomposition

 TotalBacteria 0,014889 -0,8986451 2-keto-3-deoxy-D-arabino-heptulosonate-7-phosphate synthase I beta (EC 2.5.1.54)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 TotalBacteria 0,014889 -0,8986451 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 NO2.NO3 0,014889 0,8986451 GTP pyrophosphokinase (EC 2.7.6.5), (p)ppGpp synthetase IClustering-based subsystemsProbably GTP or GMP signaling relatedCBSS-176299.4.peg.1292

 DOC 0,014889 0,8986451 Phosphoribosylformylglycinamidine synthase, synthetase subunit (EC 6.3.5.3)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 Chla 0,016667 0,9428571 Cytochrome b559 alpha chain (PsbE)Photosynthesis Electron transport and photophosphorylationPhotosystem II



 Chla 0,016667 -0,9428571 Glycine dehydrogenase [decarboxylating] (glycine cleavage system P protein) (EC 1.4.4.2)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 Chla 0,016667 0,9428571 Oligopeptidase A (EC 3.4.24.70)Protein Metabolism Protein degradationProtein degradation

 NO2.NO3 0,016667 0,9428571 Oligopeptidase A (EC 3.4.24.70)Protein Metabolism Protein degradationProtein degradation

 NO2.NO3 0,016667 0,9428571 probable RuBisCo-expression protein CbbXCarbohydrates CO2 fixationCO2 uptake, carboxysome

 Z 0,016667 0,9428571 Ribulose bisphosphate carboxylase small chain (EC 4.1.1.39)Carbohydrates CO2 fixationCalvin-Benson cycle

 NO2.NO3 0,016667 -0,9428571 tRNA-guanine transglycosylase (EC 2.4.2.29)RNA Metabolism RNA processing and modificationQueuosine-Archaeosine Biosynthesis

 POC 0,020599 -0,8804063 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase (EC 1.17.7.1)Clustering-based subsystemsIsoprenoid/cell wall biosynthesis: PREDICTED UNDECAPRENYL DIPHOSPHATE PHOSPHATASECBSS-83331.1.peg.3039

 Chla 0,020599 -0,8804063 2,4-dienoyl-CoA reductase [NADPH] (EC 1.3.1.34)Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty acid degradation regulons

 PO4 0,020599 -0,8804063 2,4-dienoyl-CoA reductase [NADPH] (EC 1.3.1.34)Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty acid degradation regulons

 DOC 0,020599 0,8804063 2,4-dihydroxyhept-2-ene-1,7-dioic acid aldolase (EC 4.1.2.-)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 POC 0,020599 -0,8804063 2-methylcitrate synthase (EC 2.3.3.5)Carbohydrates Organic acidsMethylcitrate cycle

 Si 0,020599 -0,8804063 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)Amino Acids and DerivativesBranched-chain amino acidsBranched-Chain Amino Acid Biosynthesis

 Z 0,020599 -0,8804063 4-alpha-glucanotransferase (amylomaltase) (EC 2.4.1.25)Carbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization

 Chla 0,020599 -0,8804063 4-hydroxy-3-methylbut-2-enyl diphosphate reductase (EC 1.17.1.2)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsIsoprenoid Biosynthesis

 PO4 0,020599 -0,8804063 4-hydroxy-3-methylbut-2-enyl diphosphate reductase (EC 1.17.1.2)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsIsoprenoid Biosynthesis

 Salinity 0,020599 -0,8804063 5-Enolpyruvylshikimate-3-phosphate synthase (EC 2.5.1.19)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 DOC 0,020599 0,8804063 Argininosuccinate lyase (EC 4.3.2.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 TotalBacteria 0,020599 -0,8804063 Aspartate carbamoyltransferase (EC 2.1.3.2)Clustering-based subsystems- CBSS-320372.3.peg.6046

 TN 0,020599 -0,8804063 ATP synthase gamma chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 Si 0,020599 -0,8804063 ATP synthase gamma chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 Salinity 0,020599 -0,8804063 ATP-dependent DNA helicase RecG (EC 3.6.1.-)Clustering-based subsystemsRibosomal Protein L28P relates to a set of uncharacterized proteinsA Gram-positive cluster that relates ribosomal protein L28P to a set of uncharacterized proteins

 Z 0,020599 -0,8804063 ATP-dependent hsl protease ATP-binding subunit HslUProtein Metabolism Protein degradationProteasome bacterial

 Salinity 0,020599 -0,8804063 ATP-dependent hsl protease ATP-binding subunit HslUProtein Metabolism Protein degradationProteasome bacterial

 Si 0,020599 -0,8804063 ATP-dependent RNA helicase VCA0061RNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 DOC 0,020599 0,8804063 Butyryl-CoA dehydrogenase (EC 1.3.99.2)Amino Acids and DerivativesBranched-chain amino acidsIsoleucine degradation

 POC 0,020599 -0,8804063 C4-type zinc finger protein, DksA/TraR familyClustering-based subsystems- CBSS-235.1.peg.567

 Z 0,020599 -0,8804063 Catalase (EC 1.11.1.6)Carbohydrates CO2 fixationPhotorespiration (oxidative C2 cycle)

 DOC 0,020599 0,8804063 Chaperone protein HtpGProtein Metabolism Protein foldingProtein chaperones

 Chla 0,020599 -0,8804063 Cold-shock DEAD-box protein ARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 PO4 0,020599 -0,8804063 Cold-shock DEAD-box protein ARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 DOC 0,020599 0,8804063 Cysteine synthase (EC 2.5.1.47)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 NO2.NO3 0,020599 -0,8804063 Diaminobutyrate-pyruvate aminotransferase (EC 2.6.1.46)Stress Response Osmotic stressEctoine biosynthesis and regulation

 POC 0,020599 -0,8804063 DNA polymerase II (EC 2.7.7.7)Clustering-based subsystems- EC49-61

 TN 0,020599 -0,8804063 DNA polymerase III alpha subunit (EC 2.7.7.7)Clustering-based subsystems- CBSS-350688.3.peg.1509

 TN 0,020599 -0,8804063 Flagellar synthesis regulator FleNMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellar motility

 NO2.NO3 0,020599 -0,8804063 Flavodoxin 1 Cofactors, Vitamins, Prosthetic Groups, PigmentsRiboflavin, FMN, FADFlavodoxin

 TotalBacteria 0,020599 -0,8804063 Formate--tetrahydrofolate ligase (EC 6.3.4.3)Carbohydrates One-carbon MetabolismOne-carbon metabolism by tetrahydropterines

 NO2.NO3 0,020599 -0,8804063 Galactokinase (EC 2.7.1.6)Carbohydrates - Sugar utilization in Thermotogales

 Z 0,020599 -0,8804063 GDP-mannose 4,6-dehydratase (EC 4.2.1.47)Cell Wall and Capsule Capsular and extracellular polysacchridesCapsular heptose biosynthesis

 Si 0,020599 -0,8804063 General secretion pathway protein AMembrane Transport Protein secretion system, Type IIGeneral Secretion Pathway

 Z 0,020599 -0,8804063 Glycyl-tRNA synthetase (EC 6.1.1.14)Protein Metabolism Protein biosynthesistRNA aminoacylation, Gly

 DOC 0,020599 -0,8804063 HflK protein Miscellaneous Plant-Prokaryote DOE projectScaffold proteins for [4Fe-4S] cluster assembly (MRP family)

 TotalBacteria 0,020599 -0,8804063 Iron-sulfur cluster assembly scaffold protein IscUAmino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 Chla 0,020599 -0,8804063 Isocitrate dehydrogenase [NADP] (EC 1.1.1.42)Carbohydrates Central carbohydrate metabolismTCA Cycle

 PO4 0,020599 -0,8804063 Isocitrate dehydrogenase [NADP] (EC 1.1.1.42)Carbohydrates Central carbohydrate metabolismTCA Cycle

 Z 0,020599 -0,8804063 LSU ribosomal protein L11p (L12e)Clustering-based subsystems- LSU ribosomal proteins cluster

 Salinity 0,020599 -0,8804063 LSU ribosomal protein L11p (L12e)Clustering-based subsystems- LSU ribosomal proteins cluster



 Chla 0,020599 -0,8804063 Methylmalonate-semialdehyde dehydrogenase [inositol] (EC 1.2.1.27)Carbohydrates Sugar alcoholsInositol catabolism

 PO4 0,020599 -0,8804063 Methylmalonate-semialdehyde dehydrogenase [inositol] (EC 1.2.1.27)Carbohydrates Sugar alcoholsInositol catabolism

 Chla 0,020599 -0,8804063 Molybdenum cofactor biosynthesis protein MoaCCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesMolybdenum cofactor biosynthesis

 PO4 0,020599 -0,8804063 Molybdenum cofactor biosynthesis protein MoaCCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesMolybdenum cofactor biosynthesis

 Z 0,020599 0,8804063 Na(+)-translocating NADH-quinone reductase subunit A (EC 1.6.5.-)Respiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 Salinity 0,020599 0,8804063 Na(+)-translocating NADH-quinone reductase subunit A (EC 1.6.5.-)Respiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 NO2.NO3 0,020599 0,8804063 Na(+)-translocating NADH-quinone reductase subunit A (EC 1.6.5.-)Respiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 TN 0,020599 -0,8804063 NAD(FAD)-utilizing dehydrogenase, sll0175 homologMiscellaneous Plant-Prokaryote DOE projectCOG2509

 NO2.NO3 0,020599 -0,8804063 N-carbamoylputrescine amidase (3.5.1.53)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 Chla 0,020599 -0,8804063 NfuA Fe-S protein maturationMiscellaneous Plant-Prokaryote DOE projectBiotin biosynthesis Experimental

 PO4 0,020599 -0,8804063 NfuA Fe-S protein maturationMiscellaneous Plant-Prokaryote DOE projectBiotin biosynthesis Experimental

 DOC 0,020599 0,8804063 Nicotinate phosphoribosyltransferase (EC 2.4.2.11)Cofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 DOC 0,020599 -0,8804063 Nucleoside-diphosphate sugar epimerase/dehydrataseClustering-based subsystems- CBSS-296591.1.peg.2330

 Salinity 0,020599 -0,8804063 Oxaloacetate decarboxylase beta chain (EC 4.1.1.3)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 Z 0,020599 -0,8804063 Peroxidase (EC 1.11.1.7)Secondary Metabolism Plant HormonesAuxin degradation

 Z 0,020599 -0,8804063 Phenylacetate-CoA oxygenase, PaaG subunitMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 Salinity 0,020599 -0,8804063 Phenylacetate-CoA oxygenase, PaaG subunitMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 Z 0,020599 -0,8804063 Phosphate ABC transporter, periplasmic phosphate-binding protein PstS (TC 3.A.1.7.1)Clustering-based subsystemsPhosphate metabolismPhoR-PhoB two-component regulatory system

 TN 0,020599 -0,8804063 Polyphosphate kinase (EC 2.7.4.1)Nucleosides and NucleotidesPurines Purine conversions

 Si 0,020599 -0,8804063 Polyphosphate kinase (EC 2.7.4.1)Nucleosides and NucleotidesPurines Purine conversions

 Salinity 0,020599 -0,8804063 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 TN 0,020599 -0,8804063 Rare lipoprotein A precursorCell Wall and Capsule - Peptidoglycan Biosynthesis

 Si 0,020599 -0,8804063 Ribonucleotide reductase of class Ia (aerobic), beta subunit (EC 1.17.4.1)Clustering-based subsystems- Ribonucleotide reductase cluster

 TotalBacteria 0,020599 -0,8804063 Ribonucleotide reductase of class II (coenzyme B12-dependent) (EC 1.17.4.1)Nucleosides and Nucleotides- Ribonucleotide reduction

 Chla 0,020599 -0,8804063 SSU ribosomal protein S2p (SAe)Clustering-based subsystems- CBSS-176299.4.peg.1996B

 PO4 0,020599 -0,8804063 SSU ribosomal protein S2p (SAe)Clustering-based subsystems- CBSS-176299.4.peg.1996B

 POC 0,020599 -0,8804063 Succinate dehydrogenase iron-sulfur protein (EC 1.3.99.1)Carbohydrates Central carbohydrate metabolismTCA Cycle

 TotalBacteria 0,020599 -0,8804063 Succinyl-CoA:3-ketoacid-coenzyme A transferase subunit A (EC 2.8.3.5)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 NO2.NO3 0,020599 -0,8804063 Succinyl-CoA:3-ketoacid-coenzyme A transferase subunit A (EC 2.8.3.5)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 NO2.NO3 0,020599 -0,8804063 Superoxide dismutase [Fe] (EC 1.15.1.1)Stress Response Oxidative stressOxidative stress

 NO2.NO3 0,020599 -0,8804063 Threonine dehydratase, catabolic (EC 4.3.1.19)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 Chla 0,020599 -0,8804063 Topoisomerase IV subunit A (EC 5.99.1.-)DNA Metabolism DNA replicationDNA topoisomerases, Type II, ATP-dependent

 PO4 0,020599 -0,8804063 Topoisomerase IV subunit A (EC 5.99.1.-)DNA Metabolism DNA replicationDNA topoisomerases, Type II, ATP-dependent

 Z 0,020599 -0,8804063 Transcription antitermination protein NusGClustering-based subsystems- LSU ribosomal proteins cluster

 Salinity 0,020599 -0,8804063 Transcription antitermination protein NusGClustering-based subsystems- LSU ribosomal proteins cluster

 DOC 0,020599 0,8804063 Translation elongation factor TsClustering-based subsystems- CBSS-176299.4.peg.1996B

 Chla 0,020599 -0,8804063 tRNA-i(6)A37 methylthiotransferaseClustering-based subsystems- tRNA-methylthiotransferase containing cluster

 PO4 0,020599 -0,8804063 tRNA-i(6)A37 methylthiotransferaseClustering-based subsystems- tRNA-methylthiotransferase containing cluster

 DOC 0,020599 0,8804063 Tryptophan 2,3-dioxygenase (EC 1.13.11.11)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 Z 0,020599 -0,8804063 Type cbb3 cytochrome oxidase biogenesis protein CcoG, involved in Cu oxidationRespiration - Biogenesis of cbb3-type cytochrome c oxidases

 Z 0,020599 -0,8804063 Type I restriction-modification system, DNA-methyltransferase subunit M (EC 2.1.1.72)DNA Metabolism - Restriction-Modification System

 TN 0,020599 -0,8804063 Urea ABC transporter, permease protein UrtCAmino Acids and DerivativesArginine; urea cycle, polyaminesUrea decomposition

 Z 0,020599 -0,8804063 Valyl-tRNA synthetase (EC 6.1.1.9)Protein Metabolism Protein biosynthesistRNA aminoacylation, Val

 POC 0,020599 -0,8804063 Xanthine dehydrogenase, molybdenum binding subunit (EC 1.17.1.4)Clustering-based subsystemsClustering-based subsystemsPutative diaminopropionate ammonia-lyase cluster

 Z 0,020599 0,8804063 Zinc-regulated outer membrane receptorMembrane Transport - Transport of Zinc

 Salinity 0,020599 0,8804063 Zinc-regulated outer membrane receptorMembrane Transport - Transport of Zinc

 NO2.NO3 0,020599 0,8804063 Zinc-regulated outer membrane receptorMembrane Transport - Transport of Zinc



 Si 0,024377 0,8696566 Adenylosuccinate synthetase (EC 6.3.4.4)Clustering-based subsystemsClustering-based subsystemsCBSS-262719.3.peg.410

 POC 0,024377 0,8696566 Fumarate hydratase class II (EC 4.2.1.2)Carbohydrates Central carbohydrate metabolismTCA Cycle

 PO4 0,024377 -0,8696566 Isocitrate lyase (EC 4.1.3.1)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 Salinity 0,024377 -0,8696566 LSU ribosomal protein L2p (L8e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 Chla 0,024377 -0,8696566 Pyruvate dehydrogenase E1 component (EC 1.2.4.1)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Degradation

 Chla 0,033333 0,8857143 ATP synthase beta chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 TotalBacteria 0,033333 0,8857143 ATP synthase beta chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 NO2.NO3 0,033333 0,8857143 ATP synthase beta chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 DOC 0,033333 -0,8857143 Glycyl-tRNA synthetase alpha chain (EC 6.1.1.14)Protein Metabolism Protein biosynthesistRNA aminoacylation, Gly

 Si 0,033333 -0,8857143 LSU ribosomal protein L16p (L10e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 Salinity 0,033333 -0,8857143 Methylcrotonyl-CoA carboxylase carboxyl transferase subunit (EC 6.4.1.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 PO4 0,033333 0,8857143 Phosphoribosylformylglycinamidine synthase, glutamine amidotransferase subunit (EC 6.3.5.3)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 POC 0,033333 -0,8857143 photosystem I subunit III precursor, plastocyanin (cyt c553) docking protein (PsaF)Photosynthesis Electron transport and photophosphorylationPhotosystem I

 POC 0,033333 -0,8857143 Photosystem II CP43 protein (PsbC)Photosynthesis Electron transport and photophosphorylationPhotosystem II

 PO4 0,033333 -0,8857143 Photosystem II CP43 protein (PsbC)Photosynthesis Electron transport and photophosphorylationPhotosystem II

 Z 0,033333 0,8857143 probable RuBisCo-expression protein CbbXCarbohydrates CO2 fixationCO2 uptake, carboxysome

 Salinity 0,033333 0,8857143 probable RuBisCo-expression protein CbbXCarbohydrates CO2 fixationCO2 uptake, carboxysome

 NO2.NO3 0,033333 0,8857143 Ribulose bisphosphate carboxylase small chain (EC 4.1.1.39)Carbohydrates CO2 fixationCalvin-Benson cycle

 TotalBacteria 0,034109 -0,8451543 2,3-bisphosphoglycerate-independent phosphoglycerate mutase (EC 5.4.2.1)Carbohydrates Central carbohydrate metabolismEntner-Doudoroff Pathway

 TN 0,034109 -0,8451543 3-hydroxyacyl-CoA dehydrogenase PaaC (EC 1.1.1.-)Metabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 NO2.NO3 0,034109 -0,8451543 3-hydroxyacyl-CoA dehydrogenase PaaC (EC 1.1.1.-)Metabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 Salinity 0,034109 -0,8451543 3-isopropylmalate dehydratase small subunit (EC 4.2.1.33)Amino Acids and DerivativesBranched-chain amino acidsBranched-Chain Amino Acid Biosynthesis

 Chla 0,034109 -0,8451543 3-isopropylmalate dehydratase small subunit (EC 4.2.1.33)Amino Acids and DerivativesBranched-chain amino acidsBranched-Chain Amino Acid Biosynthesis

 PO4 0,034109 -0,8451543 3-isopropylmalate dehydratase small subunit (EC 4.2.1.33)Amino Acids and DerivativesBranched-chain amino acidsBranched-Chain Amino Acid Biosynthesis

 Si 0,034109 -0,8451543 4-keto-6-deoxy-N-Acetyl-D-hexosaminyl-(Lipid carrier) aminotransferaseProtein Metabolism Protein processing and modificationN-linked Glycosylation in Bacteria

 Salinity 0,034109 -0,8451543 5-oxoprolinase (EC 3.5.2.9)Stress Response Oxidative stressGlutathione: Biosynthesis and gamma-glutamyl cycle

 Chla 0,034109 -0,8451543 5-oxoprolinase (EC 3.5.2.9)Stress Response Oxidative stressGlutathione: Biosynthesis and gamma-glutamyl cycle

 PO4 0,034109 -0,8451543 5-oxoprolinase (EC 3.5.2.9)Stress Response Oxidative stressGlutathione: Biosynthesis and gamma-glutamyl cycle

 Si 0,034109 -0,8451543 Acetoin dehydrogenase E1 component beta-subunit (EC 1.2.4.-)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 TotalBacteria 0,034109 0,8451543 Acetyl-coenzyme A carboxyl transferase alpha chain (EC 6.4.1.2)Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty Acid Biosynthesis FASII

 TotalBacteria 0,034109 -0,8451543 Adenylylsulfate kinase (EC 2.7.1.25)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 TotalBacteria 0,034109 -0,8451543 Aerobic cobaltochelatase CobS subunit (EC 6.6.1.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 Salinity 0,034109 -0,8451543 Agmatinase (EC 3.5.3.11)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 Chla 0,034109 -0,8451543 Agmatinase (EC 3.5.3.11)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 PO4 0,034109 -0,8451543 Agmatinase (EC 3.5.3.11)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 TN 0,034109 -0,8451543 Aldehyde dehydrogenase B (EC 1.2.1.22)Carbohydrates Central carbohydrate metabolismMethylglyoxal Metabolism

 NO2.NO3 0,034109 -0,8451543 Aldehyde dehydrogenase B (EC 1.2.1.22)Carbohydrates Central carbohydrate metabolismMethylglyoxal Metabolism

 Z 0,034109 -0,8451543 Amidase clustered with urea ABC transporter and nitrile hydratase functionsNitrogen Metabolism - Amidase clustered with urea and nitrile hydratase functions

 TotalBacteria 0,034109 0,8451543 Aminomethyltransferase (glycine cleavage system T protein) (EC 2.1.2.10)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 TN 0,034109 -0,8451543 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 NO2.NO3 0,034109 -0,8451543 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 TotalBacteria 0,034109 -0,8451543 Anthranilate synthase, amidotransferase component (EC 4.1.3.27)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 Z 0,034109 -0,8451543 Anthranilate synthase, aminase component (EC 4.1.3.27)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 TN 0,034109 -0,8451543 ApaG protein Clustering-based subsystems- EC49-61

 NO2.NO3 0,034109 -0,8451543 ApaG protein Clustering-based subsystems- EC49-61

 TN 0,034109 -0,8451543 Arsenic resistance protein ArsHVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsArsenic resistance

 NO2.NO3 0,034109 -0,8451543 Arsenic resistance protein ArsHVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsArsenic resistance



 TN 0,034109 -0,8451543 Arsenical-resistance protein ACR3Virulence, Disease and DefenseResistance to antibiotics and toxic compoundsArsenic resistance

 NO2.NO3 0,034109 -0,8451543 Arsenical-resistance protein ACR3Virulence, Disease and DefenseResistance to antibiotics and toxic compoundsArsenic resistance

 Z 0,034109 -0,8451543 ATP phosphoribosyltransferase catalytic subunit (EC 2.4.2.17)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 TotalBacteria 0,034109 0,8451543 ATP synthase A chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 Si 0,034109 -0,8451543 ATPase YjeE, predicted to have essential role in cell wall biosynthesisCell Wall and Capsule - YjeE

 Salinity 0,034109 -0,8451543 ATP-dependent RNA helicase DbpARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 Chla 0,034109 -0,8451543 ATP-dependent RNA helicase DbpARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 PO4 0,034109 -0,8451543 ATP-dependent RNA helicase DbpARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 Z 0,034109 -0,8451543 ATP-dependent RNA helicase RhlBRNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 Si 0,034109 -0,8451543 ATP-dependent RNA helicase YqfRRNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 Z 0,034109 -0,8451543 Beta-galactosidase (EC 3.2.1.23), LacA familyCarbohydrates - Sugar utilization in Thermotogales

 TN 0,034109 -0,8451543 Biotin synthesis protein bioHCofactors, Vitamins, Prosthetic Groups, PigmentsBiotin Biotin biosynthesis

 NO2.NO3 0,034109 -0,8451543 Biotin synthesis protein bioHCofactors, Vitamins, Prosthetic Groups, PigmentsBiotin Biotin biosynthesis

 TN 0,034109 -0,8451543 Branched-chain amino acid transport system permease protein LivM (TC 3.A.1.4.1)Membrane Transport ABC transportersABC transporter branched-chain amino acid (TC 3.A.1.4.1)

 NO2.NO3 0,034109 -0,8451543 Branched-chain amino acid transport system permease protein LivM (TC 3.A.1.4.1)Membrane Transport ABC transportersABC transporter branched-chain amino acid (TC 3.A.1.4.1)

 Salinity 0,034109 -0,8451543 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)Cell Division and Cell Cycle - Macromolecular synthesis operon

 Chla 0,034109 -0,8451543 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)Cell Division and Cell Cycle - Macromolecular synthesis operon

 PO4 0,034109 -0,8451543 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)Cell Division and Cell Cycle - Macromolecular synthesis operon

 Z 0,034109 -0,8451543 Cell division protein FtsACell Division and Cell Cycle - Bacterial Cytoskeleton

 POC 0,034109 -0,8451543 Chorismate mutase I (EC 5.4.99.5)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 Si 0,034109 -0,8451543 Clavaminate synthase-like protein At3g21360 (EC 1.-.-.-)Miscellaneous Plant-Prokaryote DOE projectAt4g17370

 Z 0,034109 -0,8451543 CobW GTPase involved in cobalt insertion for B12 biosynthesisCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 Z 0,034109 -0,8451543 Cobyric acid synthaseCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCobalamin synthesis

 TN 0,034109 -0,8451543 COG2363 Miscellaneous Plant-Prokaryote DOE projectCOG2363

 NO2.NO3 0,034109 -0,8451543 COG2363 Miscellaneous Plant-Prokaryote DOE projectCOG2363

 TN 0,034109 -0,8451543 Cold shock protein CspGStress Response Cold shock Cold shock, CspA family of proteins

 NO2.NO3 0,034109 -0,8451543 Cold shock protein CspGStress Response Cold shock Cold shock, CspA family of proteins

 Salinity 0,034109 -0,8451543 Conserved protein YcjX with nucleoside triphosphate hydrolase domainRegulation and Cell signalingRegulation of virulenceA conserved operon linked to TyrR and possibly involved in virulence

 Chla 0,034109 -0,8451543 Conserved protein YcjX with nucleoside triphosphate hydrolase domainRegulation and Cell signalingRegulation of virulenceA conserved operon linked to TyrR and possibly involved in virulence

 PO4 0,034109 -0,8451543 Conserved protein YcjX with nucleoside triphosphate hydrolase domainRegulation and Cell signalingRegulation of virulenceA conserved operon linked to TyrR and possibly involved in virulence

 TN 0,034109 -0,8451543 CTP synthase (EC 6.3.4.2)Clustering-based subsystems- CTP synthase (EC 6.3.4.2) cluster

 NO2.NO3 0,034109 -0,8451543 CTP synthase (EC 6.3.4.2)Clustering-based subsystems- CTP synthase (EC 6.3.4.2) cluster

 TotalBacteria 0,034109 0,8451543 Cyclohexadienyl dehydrogenase (EC 1.3.1.12)(EC 1.3.1.43)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 Z 0,034109 -0,8451543 Cyclopropane-fatty-acyl-phospholipid synthase-like protein, clusters with FIG005069Clustering-based subsystems- CBSS-291331.3.peg.3674

 TN 0,034109 -0,8451543 Cytochrome c-type biogenesis protein CcmG/DsbE, thiol:disulfide oxidoreductaseProtein Metabolism Protein foldingPeriplasmic disulfide interchange

 NO2.NO3 0,034109 -0,8451543 Cytochrome c-type biogenesis protein CcmG/DsbE, thiol:disulfide oxidoreductaseProtein Metabolism Protein foldingPeriplasmic disulfide interchange

 TotalBacteria 0,034109 -0,8451543 Cytochrome d ubiquinol oxidase subunit I (EC 1.10.3.-)Respiration Electron accepting reactionsTerminal cytochrome d ubiquinol oxidases

 Si 0,034109 -0,8451543 Deoxyribodipyrimidine photolyase (EC 4.1.99.3)Clustering-based subsystems- EC699-706

 Z 0,034109 -0,8451543 D-erythrose-4-phosphate dehydrogenase (EC 1.2.1.72)Cofactors, Vitamins, Prosthetic Groups, PigmentsPyridoxine Pyridoxin (Vitamin B6) Biosynthesis

 TN 0,034109 -0,8451543 Diaminopimelate decarboxylase (EC 4.1.1.20)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 NO2.NO3 0,034109 -0,8451543 Diaminopimelate decarboxylase (EC 4.1.1.20)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 Salinity 0,034109 -0,8451543 Diaminopimelate epimerase (EC 5.1.1.7)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 Chla 0,034109 -0,8451543 Diaminopimelate epimerase (EC 5.1.1.7)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 PO4 0,034109 -0,8451543 Diaminopimelate epimerase (EC 5.1.1.7)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 TotalBacteria 0,034109 -0,8451543 Dimeric dUTPase (EC 3.6.1.23)Nucleosides and NucleotidesDetoxificationHousecleaning nucleoside triphosphate pyrophosphatases

 Salinity 0,034109 -0,8451543 Dipeptidyl carboxypeptidase Dcp (EC 3.4.15.5)Protein Metabolism Protein degradationProtein degradation

 Chla 0,034109 -0,8451543 Dipeptidyl carboxypeptidase Dcp (EC 3.4.15.5)Protein Metabolism Protein degradationProtein degradation



 PO4 0,034109 -0,8451543 Dipeptidyl carboxypeptidase Dcp (EC 3.4.15.5)Protein Metabolism Protein degradationProtein degradation

 TN 0,034109 -0,8451543 DNA mismatch repair protein MutSDNA Metabolism DNA repair DNA repair, bacterial MutL-MutS system

 NO2.NO3 0,034109 -0,8451543 DNA mismatch repair protein MutSDNA Metabolism DNA repair DNA repair, bacterial MutL-MutS system

 TotalBacteria 0,034109 0,8451543 DNA topoisomerase I (EC 5.99.1.2)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 Salinity 0,034109 -0,8451543 D-tyrosyl-tRNA(Tyr) deacylaseClustering-based subsystemsD-tyrosyl-tRNA(Tyr) deacylase (EC 3.1.-.-) clusterCBSS-342610.3.peg.283

 Chla 0,034109 -0,8451543 D-tyrosyl-tRNA(Tyr) deacylaseClustering-based subsystemsD-tyrosyl-tRNA(Tyr) deacylase (EC 3.1.-.-) clusterCBSS-342610.3.peg.283

 PO4 0,034109 -0,8451543 D-tyrosyl-tRNA(Tyr) deacylaseClustering-based subsystemsD-tyrosyl-tRNA(Tyr) deacylase (EC 3.1.-.-) clusterCBSS-342610.3.peg.283

 TN 0,034109 -0,8451543 Electron transport complex protein RnfERespiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 NO2.NO3 0,034109 -0,8451543 Electron transport complex protein RnfERespiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 TotalBacteria 0,034109 -0,8451543 Enoyl-[acyl-carrier-protein] reductase [NADH] (EC 1.3.1.9)Cell Wall and Capsule Cell wall of Mycobacteriamycolic acid synthesis

 Si 0,034109 -0,8451543 ethylmalonyl-CoA mutaseCarbohydrates One-carbon MetabolismSerine-glyoxylate cycle

 TN 0,034109 -0,8451543 Ferric siderophore transport system, biopolymer transport protein ExbBIron acquisition and metabolism- Campylobacter Iron Metabolism

 NO2.NO3 0,034109 -0,8451543 Ferric siderophore transport system, biopolymer transport protein ExbBIron acquisition and metabolism- Campylobacter Iron Metabolism

 Z 0,034109 -0,8451543 Ferroxidase (EC 1.16.3.1)Stress Response Oxidative stressOxidative stress

 Salinity 0,034109 -0,8451543 FIG000325: clustered with transcription termination protein NusAClustering-based subsystems- CBSS-350688.3.peg.1509

 Chla 0,034109 -0,8451543 FIG000325: clustered with transcription termination protein NusAClustering-based subsystems- CBSS-350688.3.peg.1509

 PO4 0,034109 -0,8451543 FIG000325: clustered with transcription termination protein NusAClustering-based subsystems- CBSS-350688.3.peg.1509

 Z 0,034109 -0,8451543 FIG000506: Predicted P-loop-containing kinaseClustering-based subsystems- Cluster containing CofD-like protein and co-occuring with DNA repair

 TotalBacteria 0,034109 0,8451543 FIG000859: hypothetical protein YebCDNA Metabolism DNA recombinationRuvABC plus a hypothetical

 Si 0,034109 -0,8451543 Flagellar biosynthesis protein FlhAMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellar motility

 TotalBacteria 0,034109 0,8451543 Flagellar biosynthesis protein FlhFMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellar motility

 Si 0,034109 -0,8451543 Flagellar motor switch protein FliGMotility and Chemotaxis - Bacterial Chemotaxis

 TotalBacteria 0,034109 -0,8451543 Flagellar P-ring protein FlgIMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellum

 POC 0,034109 -0,8451543 Flagellin Motility and Chemotaxis Flagellar motility in ProkaryotaFlagellar motility

 POC 0,034109 -0,8451543 Flagellin protein FlaAMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellum

 TN 0,034109 -0,8451543 Folate-dependent protein for Fe/S cluster synthesis/repair in oxidative stressCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 NO2.NO3 0,034109 -0,8451543 Folate-dependent protein for Fe/S cluster synthesis/repair in oxidative stressCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 POC 0,034109 -0,8451543 Fructose-6-phosphate phosphoketolase (EC 4.1.2.22)Carbohydrates Central carbohydrate metabolismPentose phosphate pathway

 DOC 0,034109 0,8451543 Fructose-bisphosphate aldolase class II (EC 4.1.2.13)Carbohydrates Central carbohydrate metabolismGlycolysis and Gluconeogenesis

 TN 0,034109 0,8451543 Fructose-bisphosphate aldolase class II (EC 4.1.2.13)Carbohydrates Central carbohydrate metabolismGlycolysis and Gluconeogenesis

 TotalBacteria 0,034109 -0,8451543 Fumarate hydratase class I, aerobic (EC 4.2.1.2)Carbohydrates Central carbohydrate metabolismTCA Cycle

 Si 0,034109 -0,8451543 Functional role page for Anaerobic nitric oxide reductase transcription regulator NorRNitrogen Metabolism - Nitrosative stress

 TotalBacteria 0,034109 -0,8451543 Glucosamine--fructose-6-phosphate aminotransferase [isomerizing] (EC 2.6.1.16)Cell Wall and Capsule - UDP-N-acetylmuramate from Fructose-6-phosphate Biosynthesis

 TN 0,034109 -0,8451543 Glucose-1-phosphate cytidylyltransferase (EC 2.7.7.33)Cell Wall and Capsule Capsular and extracellular polysacchridesdTDP-rhamnose synthesis

 NO2.NO3 0,034109 -0,8451543 Glucose-1-phosphate cytidylyltransferase (EC 2.7.7.33)Cell Wall and Capsule Capsular and extracellular polysacchridesdTDP-rhamnose synthesis

 TotalBacteria 0,034109 0,8451543 Glutamate-1-semialdehyde aminotransferase (EC 5.4.3.8)Clustering-based subsystemsCytochrome biogenesisCBSS-196164.1.peg.461

 Z 0,034109 -0,8451543 Glutamine amidotransferase chain of NAD synthetaseCofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 Salinity 0,034109 -0,8451543 Glutamyl-tRNA synthetase (EC 6.1.1.17)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme and Siroheme Biosynthesis

 Chla 0,034109 -0,8451543 Glutamyl-tRNA synthetase (EC 6.1.1.17)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme and Siroheme Biosynthesis

 PO4 0,034109 -0,8451543 Glutamyl-tRNA synthetase (EC 6.1.1.17)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme and Siroheme Biosynthesis

 TN 0,034109 -0,8451543 Glycolate dehydrogenase (EC 1.1.99.14), subunit GlcDCarbohydrates Central carbohydrate metabolismGlycolate, glyoxylate interconversions

 NO2.NO3 0,034109 -0,8451543 Glycolate dehydrogenase (EC 1.1.99.14), subunit GlcDCarbohydrates Central carbohydrate metabolismGlycolate, glyoxylate interconversions

 TotalBacteria 0,034109 0,8451543 GTP pyrophosphokinaseClustering-based subsystemsNucleotidyl-phosphate metabolic clusterCBSS-222523.1.peg.1311

 TotalBacteria 0,034109 0,8451543 GTP pyrophosphokinase (EC 2.7.6.5)Clustering-based subsystemsNucleotidyl-phosphate metabolic clusterCBSS-222523.1.peg.1311

 Salinity 0,034109 -0,8451543 GTP-binding protein EngAClustering-based subsystems- CBSS-290633.1.peg.1906

 Chla 0,034109 -0,8451543 GTP-binding protein EngAClustering-based subsystems- CBSS-290633.1.peg.1906

 PO4 0,034109 -0,8451543 GTP-binding protein EngAClustering-based subsystems- CBSS-290633.1.peg.1906



 Si 0,034109 -0,8451543 GTP-binding protein EraClustering-based subsystems- Bacterial Cell Division

 TotalBacteria 0,034109 -0,8451543 Guanine deaminase (EC 3.5.4.3)Nucleosides and NucleotidesPurines Purine conversions

 TotalBacteria 0,034109 0,8451543 Guanosine-3',5'-bis(diphosphate) 3'-pyrophosphohydrolase (EC 3.1.7.2)Clustering-based subsystemsProbably GTP or GMP signaling relatedCBSS-176299.4.peg.1292

 Chla 0,034109 0,8451543 Heme O synthase, protoheme IX farnesyltransferase (EC 2.5.1.-) COX10-CtaBClustering-based subsystems- CBSS-316057.3.peg.563

 NO2.NO3 0,034109 0,8451543 Heme O synthase, protoheme IX farnesyltransferase (EC 2.5.1.-) COX10-CtaBClustering-based subsystems- CBSS-316057.3.peg.563

 Si 0,034109 -0,8451543 Histidinol-phosphatase (EC 3.1.3.15)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 TotalBacteria 0,034109 0,8451543 Histidinol-phosphate aminotransferase (EC 2.6.1.9)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 Z 0,034109 -0,8451543 HTH-type transcriptional regulator BetIStress Response Osmotic stressCholine and Betaine Uptake and Betaine Biosynthesis

 TN 0,034109 -0,8451543 Imidazole glycerol phosphate synthase cyclase subunit (EC 4.1.3.-)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 NO2.NO3 0,034109 -0,8451543 Imidazole glycerol phosphate synthase cyclase subunit (EC 4.1.3.-)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 Si 0,034109 -0,8451543 Imidazoleglycerol-phosphate dehydratase (EC 4.2.1.19)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 TotalBacteria 0,034109 0,8451543 IncF plasmid conjugative transfer surface exclusion protein TraTMembrane Transport Protein and nucleoprotein secretion system, Type IVConjugative transfer

 Z 0,034109 -0,8451543 Iron-binding ferritin-like antioxidant proteinCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ-Iron

 TotalBacteria 0,034109 0,8451543 Isoaspartyl dipeptidase (EC 3.4.19.5)Amino Acids and DerivativesArginine; urea cycle, polyaminesCyanophycin Metabolism

 TN 0,034109 -0,8451543 Lipid A biosynthesis lauroyl acyltransferase (EC 2.3.1.-)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 NO2.NO3 0,034109 -0,8451543 Lipid A biosynthesis lauroyl acyltransferase (EC 2.3.1.-)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 Si 0,034109 -0,8451543 Lipoate synthaseCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 Si 0,034109 -0,8451543 LSU ribosomal protein L28pClustering-based subsystemsRibosomal Protein L28P relates to a set of uncharacterized proteinsA Gram-positive cluster that relates ribosomal protein L28P to a set of uncharacterized proteins

 Salinity 0,034109 -0,8451543 Magnesium and cobalt efflux protein CorCClustering-based subsystems- CBSS-56780.10.peg.1536

 Chla 0,034109 -0,8451543 Magnesium and cobalt efflux protein CorCClustering-based subsystems- CBSS-56780.10.peg.1536

 PO4 0,034109 -0,8451543 Magnesium and cobalt efflux protein CorCClustering-based subsystems- CBSS-56780.10.peg.1536

 TN 0,034109 -0,8451543 Malate dehydrogenase (EC 1.1.1.37)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 NO2.NO3 0,034109 -0,8451543 Malate dehydrogenase (EC 1.1.1.37)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 Z 0,034109 -0,8451543 Metal-dependent hydrolase involved in phosphonate metabolismPhosphorus Metabolism - Alkylphosphonate utilization

 Salinity 0,034109 -0,8451543 Methylmalonate-semialdehyde dehydrogenase (EC 1.2.1.27)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Chla 0,034109 -0,8451543 Methylmalonate-semialdehyde dehydrogenase (EC 1.2.1.27)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 PO4 0,034109 -0,8451543 Methylmalonate-semialdehyde dehydrogenase (EC 1.2.1.27)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Si 0,034109 -0,8451543 Methylmalonyl-CoA mutase (EC 5.4.99.2)Carbohydrates One-carbon MetabolismSerine-glyoxylate cycle

 Z 0,034109 -0,8451543 Multicopper oxidaseVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsCopper homeostasis

 POC 0,034109 -0,8451543 NAD(P) transhydrogenase alpha subunit (EC 1.6.1.2)Phosphorus Metabolism - Phosphate metabolism

 Z 0,034109 -0,8451543 NAD-dependent formate dehydrogenase alpha subunitRespiration - Formate hydrogenase

 Salinity 0,034109 -0,8451543 NADH-dependent butanol dehydrogenase A (EC 1.1.1.-)Carbohydrates FermentationAcetone Butanol Ethanol Synthesis

 Chla 0,034109 -0,8451543 NADH-dependent butanol dehydrogenase A (EC 1.1.1.-)Carbohydrates FermentationAcetone Butanol Ethanol Synthesis

 PO4 0,034109 -0,8451543 NADH-dependent butanol dehydrogenase A (EC 1.1.1.-)Carbohydrates FermentationAcetone Butanol Ethanol Synthesis

 Si 0,034109 -0,8451543 NADH-ubiquinone oxidoreductase chain D (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 TotalBacteria 0,034109 0,8451543 NADP-dependent malic enzyme (EC 1.1.1.40)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 TotalBacteria 0,034109 0,8451543 NAD-specific glutamate dehydrogenase (EC 1.4.1.2), largeAmino Acids and DerivativesProline and 4-hydroxyprolineProline, 4-hydroxyproline uptake and utilization

 TotalBacteria 0,034109 0,8451543 NAD-specific glutamate dehydrogenase (EC 1.4.1.2), large formAmino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamate dehydrogenases

 TotalBacteria 0,034109 -0,8451543 Nitrogenase (molybdenum-iron)-specific transcriptional regulator NifANitrogen Metabolism - Nitrogen fixation

 Z 0,034109 -0,8451543 Non-specific DNA-binding protein DpsStress Response Oxidative stressOxidative stress

 Salinity 0,034109 -0,8451543 Peptide chain release factor 2Clustering-based subsystemsProtein export?CBSS-393121.3.peg.2760

 Chla 0,034109 -0,8451543 Peptide chain release factor 2Clustering-based subsystemsProtein export?CBSS-393121.3.peg.2760

 PO4 0,034109 -0,8451543 Peptide chain release factor 2Clustering-based subsystemsProtein export?CBSS-393121.3.peg.2760

 TotalBacteria 0,034109 -0,8451543 Phenylacetic acid degradation protein PaaYMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 TN 0,034109 -0,8451543 Phosphate transport system permease protein PstA (TC 3.A.1.7.1)Phosphorus Metabolism - High affinity phosphate transporter and control of PHO regulon

 NO2.NO3 0,034109 -0,8451543 Phosphate transport system permease protein PstA (TC 3.A.1.7.1)Phosphorus Metabolism - High affinity phosphate transporter and control of PHO regulon

 TotalBacteria 0,034109 0,8451543 Phosphoenolpyruvate carboxykinase [GTP] (EC 4.1.1.32)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP



 TotalBacteria 0,034109 -0,8451543 Phosphomannomutase (EC 5.4.2.8)Carbohydrates MonosaccharidesMannose Metabolism

 Z 0,034109 -0,8451543 Phosphonates transport ATP-binding protein PhnKPhosphorus Metabolism - Alkylphosphonate utilization

 TotalBacteria 0,034109 -0,8451543 Phosphoribosylaminoimidazole-succinocarboxamide synthase (EC 6.3.2.6)Clustering-based subsystems- CBSS-251221.1.peg.1863

 TN 0,034109 -0,8451543 Phytoene dehydrogenase (EC 1.14.99.-)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsCarotenoids

 NO2.NO3 0,034109 -0,8451543 Phytoene dehydrogenase (EC 1.14.99.-)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsCarotenoids

 TN 0,034109 -0,8451543 POSSIBLE LINOLEOYL-CoA DESATURASE (DELTA(6)-DESATURASE)Cell Wall and Capsule Cell wall of Mycobacteriamycolic acid synthesis

 NO2.NO3 0,034109 -0,8451543 POSSIBLE LINOLEOYL-CoA DESATURASE (DELTA(6)-DESATURASE)Cell Wall and Capsule Cell wall of Mycobacteriamycolic acid synthesis

 Z 0,034109 -0,8451543 Pre-mRNA splicing factor PRP8RNA Metabolism RNA processing and modificationSpliceosome

 TotalBacteria 0,034109 -0,8451543 Proline dehydrogenase (EC 1.5.99.8) (Proline oxidase)Amino Acids and DerivativesProline and 4-hydroxyprolineProline, 4-hydroxyproline uptake and utilization

 Si 0,034109 -0,8451543 Proline/sodium symporter PutP (TC 2.A.21.2.1)Amino Acids and DerivativesProline and 4-hydroxyprolineProline, 4-hydroxyproline uptake and utilization

 Si 0,034109 -0,8451543 Prolipoprotein diacylglyceryl transferase (EC 2.4.99.-)Carbohydrates Central carbohydrate metabolismHPr kinase and hprK operon in Gram-positive organisms

 TotalBacteria 0,034109 -0,8451543 proteasome regulatory subunit Rpn1Protein Metabolism Protein degradationProteasome eukaryotic

 Salinity 0,034109 -0,8451543 Protein of unknown function SmgClustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 Chla 0,034109 -0,8451543 Protein of unknown function SmgClustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 PO4 0,034109 -0,8451543 Protein of unknown function SmgClustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 TotalBacteria 0,034109 -0,8451543 Protein-L-isoaspartate O-methyltransferase (EC 2.1.1.77)Clustering-based subsystems- CBSS-211586.1.peg.3133

 Salinity 0,034109 -0,8451543 Protoporphyrin IX Mg-chelatase subunit H (EC 6.6.1.1)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesChlorophyll Biosynthesis

 Chla 0,034109 -0,8451543 Protoporphyrin IX Mg-chelatase subunit H (EC 6.6.1.1)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesChlorophyll Biosynthesis

 PO4 0,034109 -0,8451543 Protoporphyrin IX Mg-chelatase subunit H (EC 6.6.1.1)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesChlorophyll Biosynthesis

 TotalBacteria 0,034109 -0,8451543 PrpF protein involved in 2-methylcitrate cycleCarbohydrates Organic acidsMethylcitrate cycle

 TotalBacteria 0,034109 0,8451543 Putative heat shock protein YegDMiscellaneous - ZZ gjo need homes

 Salinity 0,034109 -0,8451543 Putative NADP-dependent oxidoreductase PA1648Respiration - Quinone oxidoreductase family

 Chla 0,034109 -0,8451543 Putative NADP-dependent oxidoreductase PA1648Respiration - Quinone oxidoreductase family

 PO4 0,034109 -0,8451543 Putative NADP-dependent oxidoreductase PA1648Respiration - Quinone oxidoreductase family

 Z 0,034109 -0,8451543 Putative sensory histidine kinase YfhARegulation and Cell signaling- Orphan regulatory proteins

 TN 0,034109 -0,8451543 Putative TEGT family carrier/transport proteinClustering-based subsystemsTranslation CBSS-326442.4.peg.1852

 NO2.NO3 0,034109 -0,8451543 Putative TEGT family carrier/transport proteinClustering-based subsystemsTranslation CBSS-326442.4.peg.1852

 TotalBacteria 0,034109 -0,8451543 Pyridine nucleotide-disulphide oxidoreductase associated with reductive pyrimidine catabolismNucleosides and NucleotidesPyrimidinesPyrimidine utilization

 TN 0,034109 -0,8451543 Pyridoxine 4-oxidase (EC 1.1.3.12)Cofactors, Vitamins, Prosthetic Groups, PigmentsPyridoxine Pyridoxin(Vitamin B6) Degradation Pathway

 NO2.NO3 0,034109 -0,8451543 Pyridoxine 4-oxidase (EC 1.1.3.12)Cofactors, Vitamins, Prosthetic Groups, PigmentsPyridoxine Pyridoxin(Vitamin B6) Degradation Pathway

 TotalBacteria 0,034109 -0,8451543 Ribonuclease E inhibitor RraARNA Metabolism RNA processing and modificationRNA processing and degradation, bacterial

 Salinity 0,034109 -0,8451543 Ribonuclease HII (EC 3.1.26.4)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 Chla 0,034109 -0,8451543 Ribonuclease HII (EC 3.1.26.4)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 PO4 0,034109 -0,8451543 Ribonuclease HII (EC 3.1.26.4)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 TotalBacteria 0,034109 0,8451543 Ribonuclease III (EC 3.1.26.3)Cell Division and Cell Cycle - Two cell division clusters relating to chromosome partitioning

 TotalBacteria 0,034109 -0,8451543 Ribonuclease T (EC 3.1.13.-)RNA Metabolism RNA processing and modificationtRNA processing

 Si 0,034109 -0,8451543 Ribosomal large subunit pseudouridine synthase F (EC 4.2.1.70)RNA Metabolism RNA processing and modificationRNA pseudouridine syntheses

 Z 0,034109 -0,8451543 Ribosomal RNA small subunit methyltransferase B (EC 2.1.1.-)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 Salinity 0,034109 -0,8451543 Ribosomal RNA small subunit methyltransferase D (EC 2.1.1.-)Clustering-based subsystems- CBSS-269801.1.peg.1715

 Chla 0,034109 -0,8451543 Ribosomal RNA small subunit methyltransferase D (EC 2.1.1.-)Clustering-based subsystems- CBSS-269801.1.peg.1715

 PO4 0,034109 -0,8451543 Ribosomal RNA small subunit methyltransferase D (EC 2.1.1.-)Clustering-based subsystems- CBSS-269801.1.peg.1715

 Chla 0,034109 0,8451543 RNA polymerase sigma factor RpoDCell Division and Cell Cycle - Macromolecular synthesis operon

 NO2.NO3 0,034109 0,8451543 RNA polymerase sigma factor RpoDCell Division and Cell Cycle - Macromolecular synthesis operon

 TN 0,034109 -0,8451543 RNA polymerase sigma factor RpoSClustering-based subsystems- CBSS-211586.1.peg.3133

 NO2.NO3 0,034109 -0,8451543 RNA polymerase sigma factor RpoSClustering-based subsystems- CBSS-211586.1.peg.3133

 DOC 0,034109 0,8451543 RNA polymerase sigma-54 factor RpoNClustering-based subsystems- Lipopolysaccharide assembly cluster

 TN 0,034109 0,8451543 RNA polymerase sigma-54 factor RpoNClustering-based subsystems- Lipopolysaccharide assembly cluster



 TN 0,034109 -0,8451543 RND efflux system, outer membrane lipoprotein CmeCVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsMultidrug efflux pump in Campylobacter jejuni (CmeABC operon)

 NO2.NO3 0,034109 -0,8451543 RND efflux system, outer membrane lipoprotein CmeCVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsMultidrug efflux pump in Campylobacter jejuni (CmeABC operon)

 TN 0,034109 -0,8451543 Sigma-54 dependent transcriptional regulator SypGRegulation and Cell signalingQuorum sensing and biofilm formationSymbiotic colonization and sigma-dependent biofilm formation gene cluster

 NO2.NO3 0,034109 -0,8451543 Sigma-54 dependent transcriptional regulator SypGRegulation and Cell signalingQuorum sensing and biofilm formationSymbiotic colonization and sigma-dependent biofilm formation gene cluster

 TotalBacteria 0,034109 0,8451543 Soluble pyridine nucleotide transhydrogenase (EC 1.6.1.1)Phosphorus Metabolism - Phosphate metabolism

 TN 0,034109 -0,8451543 SSU ribosomal protein S7p (S5e)Protein Metabolism Protein biosynthesisRibosome SSU bacterial

 NO2.NO3 0,034109 -0,8451543 SSU ribosomal protein S7p (S5e)Protein Metabolism Protein biosynthesisRibosome SSU bacterial

 TN 0,034109 -0,8451543 Transcriptional regulator, MecI familyVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsBlaR1 Family Regulatory Sensor-transducer Disambiguation

 NO2.NO3 0,034109 -0,8451543 Transcriptional regulator, MecI familyVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsBlaR1 Family Regulatory Sensor-transducer Disambiguation

 TotalBacteria 0,034109 -0,8451543 Translation elongation factor PProtein Metabolism Protein biosynthesisTranslation elongation factors bacterial

 Z 0,034109 -0,8451543 TRAP-type C4-dicarboxylate transport system, possibly of alkanesulfonates, large permease componentMiscellaneous Plant-Prokaryote DOE projectAt4g17370

 Si 0,034109 -0,8451543 TRAP-type transport system, periplasmic component, predicted N-acetylneuraminate-binding proteinCell Wall and Capsule Capsular and extracellular polysacchridesSialic Acid Metabolism

 POC 0,034109 -0,8451543 Trk system potassium uptake protein TrkAClustering-based subsystems- Bacterial RNA-metabolizing Zn-dependent hydrolases

 TotalBacteria 0,034109 -0,8451543 tRNA-specific adenosine-34 deaminase (EC 3.5.4.-)RNA Metabolism RNA processing and modificationtRNA modification Bacteria

 POC 0,034109 -0,8451543 Type I restriction-modification system, restriction subunit R (EC 3.1.21.3)DNA Metabolism - Restriction-Modification System

 Si 0,034109 -0,8451543 Tyrosyl-tRNA synthetase (EC 6.1.1.1)Protein Metabolism Protein biosynthesistRNA aminoacylation, Tyr

 Salinity 0,034109 -0,8451543 Ubiquinone/menaquinone biosynthesis methyltransferase UbiE (EC 2.1.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone and Phylloquinone Biosynthesis

 Chla 0,034109 -0,8451543 Ubiquinone/menaquinone biosynthesis methyltransferase UbiE (EC 2.1.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone and Phylloquinone Biosynthesis

 PO4 0,034109 -0,8451543 Ubiquinone/menaquinone biosynthesis methyltransferase UbiE (EC 2.1.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone and Phylloquinone Biosynthesis

 POC 0,034109 -0,8451543 UDP-3-O-[3-hydroxymyristoyl] glucosamine N-acyltransferase (EC 2.3.1.-)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 TotalBacteria 0,034109 -0,8451543 UDP-N-acetylglucosamine 1-carboxyvinyltransferase (EC 2.5.1.7)Cell Wall and Capsule - Peptidoglycan Biosynthesis

 POC 0,034109 -0,8451543 UDP-N-acetylglucosamine 2-epimerase (EC 5.1.3.14)Cell Wall and Capsule Capsular and extracellular polysacchridesCMP-N-acetylneuraminate Biosynthesis

 TotalBacteria 0,034109 0,8451543 Uncharacterized ABC transporter, permease component YrbECell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 TotalBacteria 0,034109 0,8451543 Uracil-DNA glycosylase, family 1DNA Metabolism DNA repair DNA Repair Base Excision

 TN 0,034109 -0,8451543 Voltage-gated potassium channelPotassium metabolism - Potassium homeostasis

 NO2.NO3 0,034109 -0,8451543 Voltage-gated potassium channelPotassium metabolism - Potassium homeostasis

 POC 0,034109 -0,8451543 Xylulose-5-phosphate phosphoketolase (EC 4.1.2.9)Carbohydrates Central carbohydrate metabolismPentose phosphate pathway

 NO2.NO3 0,036058 -0,840668 DNA gyrase subunit B (EC 5.99.1.3)Clustering-based subsystems- DNA gyrase subunits

 DOC 0,036058 -0,840668 DNA-directed RNA polymerase gamma subunit (EC 2.7.7.6), chloroplastRNA Metabolism TranscriptionRNA polymerase chloroplast

 Chla 0,036058 0,840668 FKBP-type peptidyl-prolyl cis-trans isomerase fklB (EC 5.2.1.8)Protein Metabolism Protein foldingPeptidyl-prolyl cis-trans isomerase

 PO4 0,036058 0,840668 FKBP-type peptidyl-prolyl cis-trans isomerase fklB (EC 5.2.1.8)Protein Metabolism Protein foldingPeptidyl-prolyl cis-trans isomerase

 TotalBacteria 0,036058 -0,840668 Holliday junction DNA helicase RuvBDNA Metabolism DNA recombinationRuvABC plus a hypothetical

 TN 0,036058 -0,840668 IMP cyclohydrolase (EC 3.5.4.10)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 TotalBacteria 0,036058 -0,840668 Iron(III) dicitrate transport protein FecAIron acquisition and metabolism- Iron(III) dicitrate transport system Fec

 TotalBacteria 0,036058 -0,840668 Phenylacetic acid degradation protein PaaN, ring-opening aldehyde dehydrogenase (EC 1.2.1.3)Metabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 TN 0,036058 -0,840668 Phosphoribosylaminoimidazolecarboxamide formyltransferase (EC 2.1.2.3)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterines5-FCL-like protein

 Chla 0,036058 0,840668 Pyruvate carboxyl transferase (EC 6.4.1.1)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 PO4 0,036058 0,840668 Pyruvate carboxyl transferase (EC 6.4.1.1)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 POC 0,045837 -0,8196886 3-ketoacyl-CoA thiolase [isoleucine degradation] (EC 2.3.1.16)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 NO2.NO3 0,045837 -0,8196886 4-hydroxy-3-methylbut-2-enyl diphosphate reductase (EC 1.17.1.2)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsIsoprenoid Biosynthesis

 DOC 0,045837 0,8196886 Aerobic glycerol-3-phosphate dehydrogenase (EC 1.1.5.3)Carbohydrates Sugar alcoholsGlycerol and Glycerol-3-phosphate Uptake and Utilization

 TN 0,045837 0,8196886 Aerobic glycerol-3-phosphate dehydrogenase (EC 1.1.5.3)Carbohydrates Sugar alcoholsGlycerol and Glycerol-3-phosphate Uptake and Utilization

 NO2.NO3 0,045837 0,8196886 Cell division protein FtsH (EC 3.4.24.-)Clustering-based subsystems- Bacterial Cell Division

 NO2.NO3 0,045837 -0,8196886 Cold-shock DEAD-box protein ARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 Chla 0,045837 0,8196886 Cytochrome b6-f complex subunit, apocytochrome fMiscellaneous Plant-Prokaryote DOE projectAt1g54520

 Si 0,045837 -0,8196886 DNA ligase (EC 6.5.1.2)Clustering-based subsystems- CBSS-393121.3.peg.1913

 POC 0,045837 -0,8196886 Flagellar regulatory protein FleQMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellum



 NO2.NO3 0,045837 -0,8196886 Isocitrate dehydrogenase [NADP] (EC 1.1.1.42)Carbohydrates Central carbohydrate metabolismTCA Cycle

 NO2.NO3 0,045837 -0,8196886 Molybdenum cofactor biosynthesis protein MoaCCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesMolybdenum cofactor biosynthesis

 POC 0,045837 -0,8196886 NADH-ubiquinone oxidoreductase chain C (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 NO2.NO3 0,045837 -0,8196886 NfuA Fe-S protein maturationMiscellaneous Plant-Prokaryote DOE projectBiotin biosynthesis Experimental

 Si 0,045837 -0,8196886 O-acetylhomoserine sulfhydrylase (EC 2.5.1.49)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 Si 0,045837 -0,8196886 O-succinylhomoserine sulfhydrylase (EC 2.5.1.48)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 NO2.NO3 0,045837 -0,8196886 SSU ribosomal protein S2p (SAe)Clustering-based subsystems- CBSS-176299.4.peg.1996B

 Salinity 0,045837 -0,8196886 Succinate dehydrogenase iron-sulfur protein (EC 1.3.99.1)Carbohydrates Central carbohydrate metabolismTCA Cycle

 PO4 0,045837 -0,8196886 Succinate dehydrogenase iron-sulfur protein (EC 1.3.99.1)Carbohydrates Central carbohydrate metabolismTCA Cycle

 Chla 0,045837 -0,8196886 Succinyl-CoA:3-ketoacid-coenzyme A transferase subunit A (EC 2.8.3.5)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 DOC 0,045837 0,8196886 tRNA (Guanine37-N1) -methyltransferase (EC 2.1.1.31)Protein Metabolism Protein biosynthesisRibosome biogenesis bacterial

 TN 0,045837 0,8196886 tRNA (Guanine37-N1) -methyltransferase (EC 2.1.1.31)Protein Metabolism Protein biosynthesisRibosome biogenesis bacterial

 NO2.NO3 0,045837 -0,8196886 tRNA-i(6)A37 methylthiotransferaseClustering-based subsystems- tRNA-methylthiotransferase containing cluster

 TotalBacteria 0,045837 0,8196886 Ubiquinol--cytochrome c reductase, cytochrome B subunit (EC 1.10.2.2)Respiration Electron accepting reactionsUbiquinone Menaquinone-cytochrome c reductase complexes

 Salinity 0,045837 -0,8196886 Xanthine dehydrogenase, molybdenum binding subunit (EC 1.17.1.4)Clustering-based subsystemsClustering-based subsystemsPutative diaminopropionate ammonia-lyase cluster

 PO4 0,045837 -0,8196886 Xanthine dehydrogenase, molybdenum binding subunit (EC 1.17.1.4)Clustering-based subsystemsClustering-based subsystemsPutative diaminopropionate ammonia-lyase cluster

 NO2.NO3 0,049858 -0,8116794 2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase (EC 2.3.1.117)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 Chla 0,049858 -0,8116794 2-keto-3-deoxy-D-arabino-heptulosonate-7-phosphate synthase I beta (EC 2.5.1.54)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 NO2.NO3 0,049858 -0,8116794 2-keto-3-deoxy-D-arabino-heptulosonate-7-phosphate synthase I beta (EC 2.5.1.54)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 Z 0,049858 -0,8116794 2-methylcitrate dehydratase FeS dependent (EC 4.2.1.79)Carbohydrates Organic acidsMethylcitrate cycle

 DOC 0,049858 0,8116794 Acetate permease ActP (cation/acetate symporter)Carbohydrates Central carbohydrate metabolismPyruvate metabolism II: acetyl-CoA, acetogenesis from pyruvate

 PO4 0,049858 0,8116794 Aconitate hydratase 2 (EC 4.2.1.3)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 Salinity 0,049858 0,8116794 Arginine N-succinyltransferase (EC 2.3.1.109)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 TN 0,049858 -0,8116794 Argininosuccinate synthase (EC 6.3.4.5)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 Chla 0,049858 -0,8116794 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 NO2.NO3 0,049858 -0,8116794 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 Chla 0,049858 -0,8116794 CDP-diacylglycerol--serine O-phosphatidyltransferase (EC 2.7.8.8)Fatty Acids, Lipids, and IsoprenoidsPhospholipidsGlycerolipid and Glycerophospholipid Metabolism in Bacteria

 NO2.NO3 0,049858 -0,8116794 Dihydroxy-acid dehydratase (EC 4.2.1.9)Amino Acids and DerivativesBranched-chain amino acidsBranched-Chain Amino Acid Biosynthesis

 Z 0,049858 -0,8116794 DNA gyrase subunit B (EC 5.99.1.3)Clustering-based subsystems- DNA gyrase subunits

 DOC 0,049858 -0,8116794 DNA-directed RNA polymerase delta (= beta'') subunit (EC 2.7.7.6), chloroplastRNA Metabolism TranscriptionRNA polymerase chloroplast

 Si 0,049858 -0,8116794 dTDP-glucose 4,6-dehydratase (EC 4.2.1.46)Cell Wall and Capsule Capsular and extracellular polysacchridesdTDP-rhamnose synthesis

 Z 0,049858 -0,8116794 Glutathione synthetase (EC 6.3.2.3)Clustering-based subsystems- CBSS-320372.3.peg.6046

 Z 0,049858 0,8116794 GTP pyrophosphokinase (EC 2.7.6.5), (p)ppGpp synthetase IClustering-based subsystemsProbably GTP or GMP signaling relatedCBSS-176299.4.peg.1292

 Salinity 0,049858 0,8116794 Guanosine-5'-triphosphate,3'-diphosphate pyrophosphatase (EC 3.6.1.40)Phosphorus Metabolism - Phosphate metabolism

 Salinity 0,049858 -0,8116794 Holliday junction DNA helicase RuvBDNA Metabolism DNA recombinationRuvABC plus a hypothetical

 PO4 0,049858 -0,8116794 IMP cyclohydrolase (EC 3.5.4.10)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 POC 0,049858 -0,8116794 Isocitrate lyase (EC 4.1.3.1)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 NO2.NO3 0,049858 -0,8116794 LSU ribosomal protein L1p (L10Ae)Clustering-based subsystems- LSU ribosomal proteins cluster

 Z 0,049858 -0,8116794 LSU ribosomal protein L2p (L8e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 Chla 0,049858 -0,8116794 LSU ribosomal protein L2p (L8e), chloroplastProtein Metabolism Protein biosynthesisRibosome LSU chloroplast

 NO2.NO3 0,049858 -0,8116794 LSU ribosomal protein L2p (L8e), chloroplastProtein Metabolism Protein biosynthesisRibosome LSU chloroplast

 NO2.NO3 0,049858 -0,8116794 Na(+)-translocating NADH-quinone reductase subunit F (EC 1.6.5.-)Respiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 Si 0,049858 -0,8116794 Nucleoside diphosphate kinase (EC 2.7.4.6)Nucleosides and NucleotidesPurines Purine conversions

 PO4 0,049858 -0,8116794 Phosphoribosylaminoimidazolecarboxamide formyltransferase (EC 2.1.2.3)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterines5-FCL-like protein

 DOC 0,049858 -0,8116794 RNA polymerase associated protein RapA (EC 3.6.1.-)Clustering-based subsystems- EC49-61

 TN 0,049858 -0,8116794 S-adenosylmethionine synthetase (EC 2.5.1.6)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 TN 0,049858 -0,8116794 tRNA(Cytosine32)-2-thiocytidine synthetaseClustering-based subsystemsTranslation CBSS-326442.4.peg.1852



 Z 0,049858 -0,8116794 Tryptophan synthase beta chain (EC 4.2.1.20)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 DOC 0,049858 -0,8116794 Uncharacterized ABC transporter, ATP-binding protein YrbFCell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

SW
Env P-value Spearman r Function Level 1 Level 2 Level 3

 TotalProtists 8,07E-06 -0,9627329 Betaine--homocysteine S-methyltransferase (EC 2.1.1.5)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 Salinity 1,19E-05 0,958851 Nitric oxide reductase activation protein NorQNitrogen Metabolism - Denitrification

 Chla 3,96E-05 -9,44E-01 Rare lipoprotein A precursorCell Wall and Capsule - Peptidoglycan Biosynthesis

 TN 3,96E-05 -9,44E-01 Vanillate O-demethylase oxidoreductase (EC 1.14.13.-)Metabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsPhenylpropanoid compound degradation

 Z 0,000112 -9,27E-01 NAD-specific glutamate dehydrogenase (EC 1.4.1.2), largeAmino Acids and DerivativesProline and 4-hydroxyprolineProline, 4-hydroxyproline uptake and utilization

 Z 0,000112 -9,27E-01 NAD-specific glutamate dehydrogenase (EC 1.4.1.2), large formAmino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamate dehydrogenases

 DOC 0,00013 0,9245067 S-formylglutathione hydrolase (EC 3.1.2.12)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 Si 0,00013 -0,9272727 Propionyl-CoA carboxylase biotin-containing subunit (EC 6.4.1.3)Carbohydrates Organic acidsPropionyl-CoA to Succinyl-CoA Module

 Chla 0,000169 -0,9191989 Proline iminopeptidase (EC 3.4.11.5)Amino Acids and DerivativesProline and 4-hydroxyprolineProline, 4-hydroxyproline uptake and utilization

 Salinity 0,00023 0,9125797 Salicylate hydroxylase (EC 1.14.13.1)Metabolism of Aromatic CompoundsMetabolism of central aromatic intermediatesSalicylate and gentisate catabolism

 Si 0,00024 0,9115765 ATP synthase A chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 Z 0,000248 -0,910808 Electron transfer flavoprotein, alpha subunitAmino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 POC 0,000307 0,9057793 Peptide chain release factor 1Clustering-based subsystems- LMPTP YwlE cluster

 Z 0,000352 -0,902439 Propionate--CoA ligase (EC 6.2.1.17)Carbohydrates Organic acidsMethylcitrate cycle

 TN 0,000359 0,9019084 LSU ribosomal protein L22p (L17e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 Salinity 0,000368 -0,9013033 Oligopeptide transport system permease protein OppB (TC 3.A.1.5.1)Membrane Transport ABC transportersABC transporter oligopeptide (TC 3.A.1.5.1)

 POC 0,000392 0,8997002 ATP synthase beta chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 POC 0,000392 0,8997002 Catalase (EC 1.11.1.6)Carbohydrates CO2 fixationPhotorespiration (oxidative C2 cycle)

 Z 0,000445 -0,8963415 Lipoate synthaseCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 TN 0,000482 -0,8941867 Transcription elongation factor GreARNA Metabolism TranscriptionTranscription factors bacterial

 TotalProtists 0,000511 0,892566 Peptide methionine sulfoxide reductase MsrA (EC 1.8.4.11)Clustering-based subsystemsCarbohydratesCluster Ytf and putative sugar transporter

 NO2.NO3 0,000567 0,8896375 Guanine deaminase (EC 3.5.4.3)Nucleosides and NucleotidesPurines Purine conversions

 TN 0,000567 -0,8896375 tolB protein precursor, periplasmic protein involved in the tonb-independent uptake of group A colicinsMembrane Transport - Ton and Tol transport systems

 NO2.NO3 0,000567 -0,8896375 ubiquinol cytochrome C oxidoreductase, cytochrome C1 subunitRespiration Electron accepting reactionsUbiquinone Menaquinone-cytochrome c reductase complexes

 NO2.NO3 0,000602 0,8879337 Predicted nucleoside ABC transporter, permease 1 componentCarbohydrates MonosaccharidesDeoxyribose and Deoxynucleoside Catabolism

 TN 0,000608 -0,8876254 L-seryl-tRNA(Sec) selenium transferase (EC 2.9.1.1)Protein Metabolism SelenoproteinsSelenocysteine metabolism

 DOC 0,000649 0,8857162 Enoyl-CoA hydratase [isoleucine degradation] (EC 4.2.1.17)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 POC 0,000736 -0,8819277 Excinuclease ABC subunit A, dimeric formDNA Metabolism DNA repair DNA repair, UvrABC system

 POC 0,000736 -0,8819277 SSU ribosomal protein S15p (S13e)Clustering-based subsystems- CBSS-350688.3.peg.1509

 NO2.NO3 0,000742 -0,8816806 Pseudaminic acid synthase (EC 4.1.3.-)Cell Wall and Capsule Capsular and extracellular polysacchridesPseudaminic Acid Biosynthesis

 POC 0,000747 0,881463 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)Amino Acids and DerivativesBranched-chain amino acidsBranched-Chain Amino Acid Biosynthesis

 POC 0,000747 0,881463 Peroxidase (EC 1.11.1.7)Secondary Metabolism Plant HormonesAuxin degradation

 Salinity 0,000768 -0,8805866 NADH ubiquinone oxidoreductase chain A (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 Z 0,000782 -0,8800375 Preprotein translocase secY subunit (TC 3.A.5.1.1)Membrane Transport Protein translocation across cytoplasmic membraneHtrA and Sec secretion

 Z 0,000833 -0,8780488 Glycerol-3-phosphate ABC transporter, periplasmic glycerol-3-phosphate-binding protein (TC 3.A.1.1.3)Carbohydrates - Sugar utilization in Thermotogales

 Chla 0,000851 -0,8773667 ATP-dependent RNA helicase DbpARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 POC 0,000871 -0,8766301 Carbon monoxide dehydrogenase medium chain (EC 1.2.99.2)Clustering-based subsystems- CBSS-314269.3.peg.1840

 Z 0,000871 -0,8766301 NAD-dependent epimerase/dehydratase family proteinClustering-based subsystems- CBSS-296591.1.peg.2330

 POC 0,000871 -0,8766301 N-succinyl-L,L-diaminopimelate aminotransferase alternative (EC 2.6.1.17)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 Salinity 0,000872 -0,87661 Carbonic anhydrase (EC 4.2.1.1)Carbohydrates CO2 fixationCarboxysome

 NO2.NO3 0,00088 -0,9030303 GDP-mannose 4,6-dehydratase (EC 4.2.1.47)Cell Wall and Capsule Capsular and extracellular polysacchridesCapsular heptose biosynthesis



 TN 0,000905 -0,875384 Lipoprotein releasing system transmembrane protein LolCCell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 Z 0,000917 -0,8749564 Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9)Carbohydrates One-carbon MetabolismOne-carbon metabolism by tetrahydropterines

 Z 0,000917 -0,8749564 Methylenetetrahydrofolate dehydrogenase (NADP+) (EC 1.5.1.5)Carbohydrates One-carbon MetabolismOne-carbon metabolism by tetrahydropterines

 Z 0,000917 -0,8749564 Methylenetetrahydrofolate dehydrogenase (NADP+) (EC 1.5.1.5) / Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterines5-FCL-like protein

 DOC 0,000945 0,8739696 dTDP-4-dehydrorhamnose 3,5-epimerase (EC 5.1.3.13)Cell Wall and Capsule Capsular and extracellular polysacchridesCapsular heptose biosynthesis

 DOC 0,00098 0,872786 Phosphoribosylaminoimidazole carboxylase ATPase subunit (EC 4.1.1.21)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 NO2.NO3 0,00098 0,872786 RNA helicase, putativeProtein Metabolism Protein biosynthesisNucleolar protein complex

 Salinity 0,000995 0,8722784 Sulfate adenylyltransferase subunit 2 (EC 2.7.7.4)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 Chla 0,001091 -0,8691745 Deoxyribose-phosphate aldolase (EC 4.1.2.4)Carbohydrates MonosaccharidesDeoxyribose and Deoxynucleoside Catabolism

 Chla 0,001091 -0,8691745 SSU ribosomal protein S18pPhages, Prophages, Transposable elements, PlasmidsPathogenicity islandsStaphylococcal pathogenicity islands SaPI

 POC 0,001098 -0,8689582 Chromosome (plasmid) partitioning protein ParBCell Division and Cell Cycle - Bacterial Cytoskeleton

 POC 0,001098 -0,8689582 Cytochrome b559 alpha chain (PsbE)Photosynthesis Electron transport and photophosphorylationPhotosystem II

 POC 0,001098 -0,8689582 Cytosine deaminase (EC 3.5.4.1)Amino Acids and Derivatives- Creatine and Creatinine Degradation

 POC 0,001098 -0,8689582 Various polyols ABC transporter, permease component 2Stress Response DetoxificationUptake of selenate and selenite

 Z 0,001321 -0,8624734 (3R)-hydroxymyristoyl-[acyl carrier protein] dehydratase (EC 4.2.1.-)Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty Acid Biosynthesis FASII

 POC 0,001324 -0,8624123 Uroporphyrinogen III decarboxylase (EC 4.1.1.37)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme and Siroheme Biosynthesis

 NO2.NO3 0,00142 0,8598559 Crossover junction endodeoxyribonuclease RuvC (EC 3.1.22.4)DNA Metabolism DNA recombinationRuvABC plus a hypothetical

 DOC 0,00142 0,8598559 Gamma-glutamyltranspeptidase (EC 2.3.2.2)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationPoly-gamma-glutamate biosynthesis

 Chla 0,001547 -0,8566684 Fe-S-cluster-containing hydrogenase components 1Respiration Electron accepting reactionsAnaerobic respiratory reductases

 NO2.NO3 0,001547 -0,8566684 Protein similar to polyadenylation specificity factor, MJ0047 typeRNA Metabolism RNA processing and modificationPolyadenylation specificity factor

 POC 0,001576 -0,8559886 Histidine ammonia-lyase (EC 4.3.1.3)Amino Acids and DerivativesHistidine MetabolismHistidine Degradation

 TotalProtists 0,0016 -0,8554211 D-mannose isomerase (EC 5.3.1.7)Carbohydrates MonosaccharidesMannose Metabolism

 Z 0,001675 0,8536585 Lipid A export ATP-binding/permease protein MsbAMiscellaneous - ZZ gjo need homes

 Z 0,001675 -0,8536585 Methylmalonate-semialdehyde dehydrogenase (EC 1.2.1.27)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 NO2.NO3 0,001791 -0,8510678 Aerobic cobaltochelatase CobT subunit (EC 6.6.1.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 NO2.NO3 0,001791 -0,8510678 Aldehyde dehydrogenase A (EC 1.2.1.22)Carbohydrates Central carbohydrate metabolismMethylglyoxal Metabolism

 NO2.NO3 0,001791 -0,8510678 Ribonucleotide reductase of class Ia (aerobic), alpha subunit (EC 1.17.4.1)Clustering-based subsystems- Ribonucleotide reductase cluster

 Z 0,001875 -0,849267 Formyltetrahydrofolate deformylase (EC 3.5.1.10)Carbohydrates One-carbon MetabolismOne-carbon metabolism by tetrahydropterines

 Z 0,001877 -0,8492354 archaeosine tRNA-ribosyltransferase (EC 2.4.2.-) type 1RNA Metabolism RNA processing and modificationQueuosine-Archaeosine Biosynthesis

 POC 0,001877 -0,8492354 ATP-dependent DNA helicase RepDNA Metabolism DNA repair DNA repair, bacterial UvrD and related helicases

 POC 0,001877 -0,8492354 Ferric siderophore transport system, biopolymer transport protein ExbBIron acquisition and metabolism- Campylobacter Iron Metabolism

 Z 0,001877 -0,8492354 Minor pilin of type IV secretion complex, VirB5Membrane Transport Protein and nucleoprotein secretion system, Type IVVir-like type 4 secretion system

 POC 0,001877 -0,8492354 Voltage-gated potassium channelPotassium metabolism - Potassium homeostasis

 Chla 0,001988 -0,8469257 Cytosine/purine/uracil/thiamine/allantoin permease family proteinNucleosides and NucleotidesPurines Purine Utilization

 NO2.NO3 0,002002 -0,846658 Phenylacetate degradation enoyl-CoA hydratase PaaA (EC 4.2.1.17)Metabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 DOC 0,002002 0,846658 Thiamine-monophosphate kinase (EC 2.7.4.16)Cofactors, Vitamins, Prosthetic Groups, Pigments- Thiamin biosynthesis

 Chla 0,002002 -0,846658 Ubiquinone/menaquinone biosynthesis methyltransferase UbiE (EC 2.1.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone and Phylloquinone Biosynthesis

 TN 0,002086 -0,8449887 Nitrogen regulatory protein P-IINitrogen Metabolism - Ammonia assimilation

 POC 0,002086 0,8449887 Polyphosphate kinase (EC 2.7.4.1)Nucleosides and NucleotidesPurines Purine conversions

 TotalBacteria 0,002128 -0,8441623 Uncharacterized monothiol glutaredoxin ycf64-likeStress Response Oxidative stressGlutaredoxins

 Z 0,002183 0,8431128 Cytochrome c-type biogenesis protein CcmC, putative heme lyase for CcmERespiration - Biogenesis of c-type cytochromes

 POC 0,002183 -0,8431128 RNA-binding protein HfqRNA Metabolism RNA processing and modificationPolyadenylation bacterial

 POC 0,002188 -0,8430191 Acetaldehyde dehydrogenase, acetylating, (EC 1.2.1.10) in gene cluster for degradation of phenols, cresols, catecholMetabolism of Aromatic CompoundsMetabolism of central aromatic intermediatesCentral meta-cleavage pathway of aromatic compound degradation

 TotalProtists 0,002247 0,8419239 DNA repair exonuclease family protein YhaODNA Metabolism DNA repair DNA repair, bacterial

 NO2.NO3 0,002322 0,8405541 LSU ribosomal protein L22p (L17e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 NO2.NO3 0,002322 -0,8405541 V-type ATP synthase subunit I (EC 3.6.3.14)Respiration ATP synthasesV-Type ATP synthase

 POC 0,002414 0,8389097 3-oxoacyl-[acyl-carrier-protein] synthase, KASII (EC 2.3.1.41)Cell Wall and Capsule Cell wall of Mycobacteriamycolic acid synthesis



 Z 0,002414 0,8389097 Deoxyhypusine synthaseSecondary Metabolism Plant AlkaloidsAlkaloid biosynthesis from L-lysine

 TN 0,002414 0,8389097 Excinuclease ABC subunit A paralog in greater Bacteroides groupDNA Metabolism DNA repair DNA repair, UvrABC system

 Z 0,002414 0,8389097 Prolyl endopeptidase (EC 3.4.21.26)Protein Metabolism Protein degradationSerine endopeptidase (EC 3.4.21.-)

 Z 0,002505 -0,8373239 NAD-specific glutamate dehydrogenase (EC 1.4.1.2)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamate dehydrogenases

 POC 0,002552 -0,8365344 SSU ribosomal protein S6pProtein Metabolism Protein biosynthesisRibosome SSU bacterial

 Z 0,002552 -0,8365344 tRNA N6-threonylcarbamoyladenosine 2-methylthiotransferase (putative)RNA Metabolism RNA processing and modificationMethylthiotransferases

 POC 0,002611 -0,835538 Maltose/maltodextrin ABC transporter, permease protein MalFCarbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization

 Chla 0,002681 0,8666667 DNA-directed RNA polymerase alpha subunit (EC 2.7.7.6)Miscellaneous Plant-Prokaryote DOE projectAt2g23840

 DOC 0,002705 0,8339956 Glutamate formyltransferaseMiscellaneous Plant-Prokaryote DOE projectExperimental - Histidine Degradation

 DOC 0,002705 0,8339956 Histidinol-phosphatase (EC 3.1.3.15)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 DOC 0,002767 0,8330023 Phosphopantetheine adenylyltransferase (EC 2.7.7.3)Clustering-based subsystems- CBSS-269801.1.peg.1715

 NO2.NO3 0,002778 0,8328306 Excinuclease ABC subunit A paralog in greater Bacteroides groupDNA Metabolism DNA repair DNA repair, UvrABC system

 NO2.NO3 0,002852 -0,8316562 DNA replication helicase protein MCMDNA Metabolism DNA replicationDNA replication, archaeal

 POC 0,002891 -0,8310518 Microsomal dipeptidase (EC 3.4.13.19)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsPyrroloquinoline Quinone biosynthesis

 Z 0,002891 -0,8310518 Stage 0 sporulation protein JCell Division and Cell Cycle - Bacterial Cytoskeleton

 POC 0,002957 -0,8300496 Adenosine (5')-pentaphospho-(5'')-adenosine pyrophosphohydrolase (EC 3.6.1.-)Clustering-based subsystems- CBSS-224911.1.peg.435

 Z 0,002957 -0,8300496 Gene SCO4494, often clustered with other genes in menaquinone via futalosine pathwayCofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone Biosynthesis via Futalosine -- gjo

 Z 0,003009 -0,8292683 DNA-directed RNA polymerase subunit A' (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase archaeal

 Z 0,003009 -0,8292683 Urea ABC transporter, permease protein UrtBAmino Acids and DerivativesArginine; urea cycle, polyaminesUrea decomposition

 TotalProtists 0,003009 -0,8292634 Spermidine synthase (EC 2.5.1.16)Amino Acids and DerivativesArginine; urea cycle, polyaminesPolyamine Metabolism

 TotalProtists 0,003075 -0,8282832 LSU ribosomal protein L27pClustering-based subsystems- CBSS-176279.3.peg.868

 NO2.NO3 0,00318 -0,8267515 NADH-ubiquinone oxidoreductase chain L (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 Si 0,00322 0,8261744 Ferric iron ABC transporter, permease proteinIron acquisition and metabolism- Campylobacter Iron Metabolism

 Si 0,00322 0,8261744 Flagellar motor switch protein FliNMotility and Chemotaxis - Bacterial Chemotaxis

 Chla 0,00322 -0,8261744 Glycerol-3-phosphate transporterCarbohydrates Sugar alcoholsGlycerol and Glycerol-3-phosphate Uptake and Utilization

 DOC 0,00322 0,8261744 Phosphatidylglycerophosphatase A (EC 3.1.3.27)Fatty Acids, Lipids, and IsoprenoidsPhospholipidsGlycerolipid and Glycerophospholipid Metabolism in Bacteria

 TN 0,00322 -0,8261744 Protein RtcB RNA Metabolism RNA processing and modificationRNA 3'-terminal phosphate cyclase

 Salinity 0,003323 -0,824713 Ammonium transporterNitrogen Metabolism - Ammonia assimilation

 Z 0,003328 -0,8246505 5-aminolevulinate synthase (EC 2.3.1.37)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme and Siroheme Biosynthesis

 Z 0,003328 -0,8246505 NAD-reducing hydrogenase subunit HoxF (EC 1.12.1.2)Respiration Electron donating reactionsHydrogenases

 Z 0,003406 -0,8235648 4Fe-4S ferredoxin, iron-sulfur bindingSulfur Metabolism Inorganic sulfur assimilationInorganic Sulfur Assimilation

 Salinity 0,003497 0,8223258 ATP-dependent Clp protease adaptor protein ClpSClustering-based subsystems- ClpAS cluster

 TN 0,003505 -0,8545455 ATP-dependent Clp protease ATP-binding subunit ClpAClustering-based subsystems- CBSS-176299.4.peg.1996B

 POC 0,003534 -0,8218407 Flagellar synthesis regulator FleNMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellar motility

 DOC 0,003592 0,8210654 MiaB family protein, possibly involved in tRNA or rRNA modificationProtein Metabolism Protein processing and modificationRibosomal protein S12p Asp methylthiotransferase

 PO4 0,003592 0,8210654 RNA helicase, putativeProtein Metabolism Protein biosynthesisNucleolar protein complex

 DOC 0,003592 0,8210654 Sensor histidine kinase PrrB (RegB) (EC 2.7.3.-)Regulation and Cell signaling- Global Two-component Regulator PrrBA in Proteobacteria

 Si 0,003724 0,8193465 NusA protein homolog 2, archaealRNA Metabolism TranscriptionTranscription elongation factors, archaeal

 DOC 0,003724 0,8193465 Possible subunit variant of phosphoribosylaminoimidazolecarboxamide formyltransferase [alternate form]Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 Si 0,003739 0,8191501 Gamma-aminobutyrate:alpha-ketoglutarate aminotransferase (EC 2.6.1.19)Amino Acids and DerivativesArginine; urea cycle, polyaminesPutrescine utilization pathways

 Chla 0,003739 -0,8191501 PrpF protein involved in 2-methylcitrate cycleCarbohydrates Organic acidsMethylcitrate cycle

 Chla 0,003739 -0,8191501 tRNA(Cytosine32)-2-thiocytidine synthetaseClustering-based subsystemsTranslation CBSS-326442.4.peg.1852

 Z 0,00379 0,8184964 AmpG permeaseCell Wall and Capsule - Recycling of Peptidoglycan Amino Acids

 Z 0,00379 -0,8184964 Aspartate carbamoyltransferase (EC 2.1.3.2)Clustering-based subsystems- CBSS-320372.3.peg.6046

 Salinity 0,003815 0,8181828 Squalene--hopene cyclase (EC 5.4.99.17)Clustering-based subsystemsCarotenoid biosynthesisCBSS-320388.3.peg.3759

 POC 0,003903 -0,8170801 Putative cytochrome C-type biogenesis proteinRespiration - Biogenesis of c-type cytochromes

 TN 0,003989 0,8160123 LSU ribosomal protein L17pProtein Metabolism Protein biosynthesisRibosome LSU bacterial



 Z 0,004052 -0,815251 Phosphoheptose isomerase 1 (EC 5.3.1.-)Cell Wall and Capsule Capsular and extracellular polysacchridesCapsular heptose biosynthesis

 NO2.NO3 0,004106 -0,8145934 Lipoprotein releasing system transmembrane protein LolCCell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 NO2.NO3 0,004249 -0,812897 HtrA protease/chaperone proteinCell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 DOC 0,004249 0,812897 tRNA (cytosine34-2'-O-)-methyltransferase (EC 2.1.1.-)RNA Metabolism RNA processing and modificationRNA methylation

 TotalBacteria 0,004259 -0,8127768 Heavy metal sensor histidine kinaseVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsCobalt-zinc-cadmium resistance

 TotalBacteria 0,004259 -0,8127768 NADH-dependent butanol dehydrogenase A (EC 1.1.1.-)Carbohydrates FermentationAcetone Butanol Ethanol Synthesis

 TotalBacteria 0,004259 -0,8127768 Replicative DNA helicase (EC 3.6.1.-) [SA14-24]Clustering-based subsystemsClustering-based subsystemsCBSS-262719.3.peg.410

 Z 0,004297 -0,8123423 DNA polymerase III alpha subunit (EC 2.7.7.7)Clustering-based subsystems- CBSS-350688.3.peg.1509

 Z 0,004416 -0,8109756 TATA-box binding proteinRNA Metabolism TranscriptionRNA polymerase archaeal initiation factors

 POC 0,004449 -0,8105953 2-ketoglutaric semialdehyde dehydrogenase (EC 1.2.1.26)Carbohydrates MonosaccharidesL-Arabinose utilization

 NO2.NO3 0,004459 -0,8424242 Prolyl-tRNA synthetase (EC 6.1.1.15)Protein Metabolism Protein biosynthesistRNA aminoacylation, Pro

 Z 0,004582 -0,8090995 Ribose 1,5-bisphosphate or 5-ribose-1,2-cyclic phosphate dehydrogenaseCarbohydrates CO2 fixationCalvin-Benson cycle

 Z 0,004582 -0,8090995 Thiazole biosynthetic enzyme Thi4Cofactors, Vitamins, Prosthetic Groups, Pigments- Thiamin biosynthesis

 Salinity 0,004618 -0,8087036 DNA topoisomerase VDNA Metabolism DNA replicationDNA topoisomerases, Type I, ATP-independent

 NO2.NO3 0,004635 -0,8085144 Nitrogen regulatory protein P-IINitrogen Metabolism - Ammonia assimilation

 POC 0,004669 -0,8081434 DNA ligase, phage-associatedPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage replication

 POC 0,004669 -0,8081434 Glycerophosphoryl diester phosphodiesterase, periplasmic (EC 3.1.4.46)Carbohydrates Sugar alcoholsGlycerol and Glycerol-3-phosphate Uptake and Utilization

 POC 0,004669 -0,8081434 Saccharopine dehydrogenase [NADP , L-glutamate-forming] (EC 1.5.1.10)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine biosynthesis AAA pathway 2

 DOC 0,00467 0,8081352 Intracellular septation protein IspACell Division and Cell Cycle - Intracellular septation in Enterobacteria

 PO4 0,004807 -0,806644 Protein similar to polyadenylation specificity factor, MJ0047 typeRNA Metabolism RNA processing and modificationPolyadenylation specificity factor

 Chla 0,004807 -0,806644 tRNA (cytosine34-2'-O-)-methyltransferase (EC 2.1.1.-)RNA Metabolism RNA processing and modificationRNA methylation

 POC 0,004871 -0,8059635 Geranyl-CoA carboxylase biotin-containing subunitFatty Acids, Lipids, and IsoprenoidsIsoprenoidsAcyclic terpenes utilization

 POC 0,004871 -0,8059635 Maltose phosphorylase (EC 2.4.1.8)Carbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization

 Si 0,004897 0,8056907 Biotin carboxyl carrier protein of methylmalonyl-CoA decarboxylaseRespiration Sodium Ion-Coupled EnergeticsNa+ translocating decarboxylases and related biotin-dependent enzymes

 Chla 0,004897 -0,8056907 Flagellin protein FlaAMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellum

 Z 0,004974 -0,804878 Adenylosuccinate lyase (EC 4.3.2.2)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 POC 0,004989 -0,804719 16S rRNA m(5)C 967 methyltransferase (EC 2.1.1.-)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 POC 0,004989 -0,804719 Gentisate 1,2-dioxygenase (EC 1.13.11.4)Metabolism of Aromatic Compounds- Gentisare degradation

 POC 0,005048 -0,8041105 Dihydrolipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex (EC 2.3.1.168)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 POC 0,005048 -0,8041105 Sodium/glutamate symport proteinAmino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamate and Aspartate uptake in Bacteria

 TotalProtists 0,005064 0,8039424 2-aminoethylphosphonate:pyruvate aminotransferase (EC 2.6.1.37)Phosphorus Metabolism - Phosphoenolpyruvate phosphomutase

 TotalProtists 0,005084 -0,8037415 4-hydroxyphenylpyruvate dioxygenase (EC 1.13.11.27)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 Si 0,005084 0,8037415 GTP-binding protein HflXProtein Metabolism Protein biosynthesisUniversal GTPases

 Chla 0,005084 -0,8037415 Leucine-, isoleucine-, valine-, threonine-, and alanine-binding proteinCarbohydrates Central carbohydrate metabolismDehydrogenase complexes

 Chla 0,005084 -0,8037415 Ribosomal large subunit pseudouridine synthase F (EC 4.2.1.70)RNA Metabolism RNA processing and modificationRNA pseudouridine syntheses

 PO4 0,005211 -0,8024353 DNA-binding response regulator ChvIRegulation and Cell signaling- The Chv regulatory system of Alphaproteobacteria

 POC 0,005211 0,8024353 Leucyl-tRNA synthetase (EC 6.1.1.4)Protein Metabolism Protein biosynthesistRNA aminoacylation, Leu

 Salinity 0,005358 -0,8009692 Tol biopolymer transport system, TolR proteinMembrane Transport - Ton and Tol transport systems

 TN 0,005416 0,8003909 Di-/tripeptide transporterMembrane Transport Uni- Sym- and AntiportersProton-dependent Peptide Transporters

 POC 0,005426 -0,8002922 Indolepyruvate oxidoreductase subunit IorB II (EC 1.2.7.8)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid interconversions with aryl acids

 POC 0,005426 -0,8002922 Monoamine oxidase (1.4.3.4)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 POC 0,005426 -0,8002922 Similarity with glutathionylspermidine synthase (EC 6.3.1.8), group 1Stress Response Oxidative stressGlutathionylspermidine and Trypanothione

 POC 0,005426 -0,8002922 TonB-dependent receptor; Outer membrane receptor for ferrienterochelin and colicinsCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ-Iron

 POC 0,005453 -0,8000341 cytochrome b-5Respiration - Soluble cytochromes and functionally related electron carriers

 Z 0,005453 -0,8000341 IMP cyclohydrolase (EC 3.5.4.10)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 Z 0,005453 -0,8000341 Phosphoribosylaminoimidazolecarboxamide formyltransferase (EC 2.1.2.3)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterines5-FCL-like protein

 POC 0,005488 -0,7996914 Acetyl-CoA C-acyltransferase (EC 2.3.1.16)Metabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsBenzoate catabolism



 Si 0,005573 0,7988628 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase (EC 4.6.1.12)Clustering-based subsystems- CBSS-211586.1.peg.3133

 DOC 0,005573 0,7988628 Acriflavin resistance proteinVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsMultidrug Resistance Efflux Pumps

 Si 0,005573 0,7988628 Acriflavin resistance proteinVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsMultidrug Resistance Efflux Pumps

 Chla 0,005573 -0,7988628 Benzoylformate decarboxylase (EC 4.1.1.7)Metabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsBenzoate degradation

 Si 0,005573 0,7988628 Cobalamin synthaseCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCobalamin synthesis

 NO2.NO3 0,005573 -0,7988628 L-seryl-tRNA(Sec) selenium transferase (EC 2.9.1.1)Protein Metabolism SelenoproteinsSelenocysteine metabolism

 Si 0,005573 0,7988628 Putative glutathione transporter, ATP-binding componentSulfur Metabolism Organic sulfur assimilationUtilization of glutathione as a sulphur source

 Chla 0,005573 -0,7988628 putative periplasmic protein kinase ArgK and related GTPases of G3E familyProtein Metabolism Protein processing and modificationG3E family of P-loop GTPases (metallocenter biosynthesis)

 TN 0,005573 -0,7988628 Succinate dehydrogenase hydrophobic membrane anchor proteinRespiration Electron donating reactionsSuccinate dehydrogenase

 DOC 0,005573 0,7988628 Taurine-binding periplasmic protein TauASulfur Metabolism Organic sulfur assimilationTaurine Utilization

 Si 0,005573 0,7988628 Taurine-binding periplasmic protein TauASulfur Metabolism Organic sulfur assimilationTaurine Utilization

 DOC 0,005573 0,7988628 Uracil-DNA glycosylase, family 5DNA Metabolism DNA repair Uracil-DNA glycosylase

 Si 0,005573 0,7988628 Uracil-DNA glycosylase, family 5DNA Metabolism DNA repair Uracil-DNA glycosylase

 Chla 0,005677 -0,7978634 CDP-diacylglycerol--serine O-phosphatidyltransferase (EC 2.7.8.8)Fatty Acids, Lipids, and IsoprenoidsPhospholipidsGlycerolipid and Glycerophospholipid Metabolism in Bacteria

 Si 0,005677 -0,7978634 Flagellar motor switch protein FliGMotility and Chemotaxis - Bacterial Chemotaxis

 Si 0,005677 -0,7978634 Glutamate-ammonia-ligase adenylyltransferase (EC 2.7.7.42)Clustering-based subsystems- CBSS-316057.3.peg.3521

 Chla 0,005677 -0,7978634 Hydroxymethylglutaryl-CoA reductase (EC 1.1.1.34)Amino Acids and DerivativesBranched-chain amino acidsLeucine Degradation and HMG-CoA Metabolism

 TotalBacteria 0,005677 -0,7978634 N-acetylglucosamine related transporter, NagXCarbohydrates AminosugarsChitin and N-acetylglucosamine utilization

 Si 0,005677 -0,7978634 Para-aminobenzoate synthase, aminase component (EC 2.6.1.85)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 Si 0,005677 0,7978634 Ribosomal large subunit pseudouridine synthase A (EC 4.2.1.70)Clustering-based subsystems- EC49-61

 Chla 0,005677 -0,7978634 sulfur oxidation protein SoxASulfur Metabolism - Sulfur oxidation

 Z 0,005702 -0,7976258 4-coumarate--CoA ligase 1 (EC 6.2.1.12)Secondary Metabolism Biosynthesis of phenylpropanoidsCaffeic acid derivatives

 Z 0,005702 0,7976258 ATP phosphoribosyltransferase regulatory subunit (EC 2.4.2.17)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 Z 0,005702 -0,7976258 Pyruvate kinase (EC 2.7.1.40)Carbohydrates Central carbohydrate metabolismEntner-Doudoroff Pathway

 Z 0,005702 -0,7976258 SSU ribosomal protein S3AeProtein Metabolism Protein biosynthesisRibosome SSU eukaryotic and archaeal

 Salinity 0,005776 0,7969258 Inner membrane protein translocase component YidC, long formClustering-based subsystems- CTP synthase (EC 6.3.4.2) cluster

 POC 0,005837 0,7963563 5-carboxymethyl-2-hydroxymuconate semialdehyde dehydrogenase (EC 1.2.1.60)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 Si 0,005837 -0,7963563 Glutarate-semialdehyde dehydrogenase (EC 1.2.1.20)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine degradation

 Chla 0,005961 -0,7952051 hydantoin racemaseNucleosides and Nucleotides- Hydantoin metabolism

 Chla 0,005961 -0,7952051 Uncharacterized protein YgeA of aspartate/glutamate/hydantoin racemase familyClustering-based subsystemsClustering-based subsystemsPutative diaminopropionate ammonia-lyase cluster

 Salinity 0,005974 0,7950896 Assimilatory nitrate reductase large subunit (EC:1.7.99.4)Nitrogen Metabolism - Nitrate and nitrite ammonification

 Salinity 0,005974 0,7950896 sulfonate monooxygenaseSulfur Metabolism Organic sulfur assimilationAlkanesulfonate assimilation

 POC 0,006044 -0,794446 Predicted manganese transporter, 11 TMSMembrane Transport - Transport of Manganese

 Z 0,006044 -0,794446 Twin-arginine translocation protein TatCClustering-based subsystemsproteosome relatedCluster-based Subsystem Grouping Hypotheticals - perhaps Proteosome Related

 Chla 0,006078 0,7941379 ABC-type sugar transport system, permease componentMiscellaneous Plant-Prokaryote DOE projectCOG3533

 NO2.NO3 0,006078 0,7941379 Di-/tripeptide transporterMembrane Transport Uni- Sym- and AntiportersProton-dependent Peptide Transporters

 Si 0,006078 0,7941379 Maltose/maltodextrin transport ATP-binding protein MalK (EC 3.6.3.19)Carbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization

 PO4 0,006078 -0,7941379 Ribosomal large subunit pseudouridine synthase C (EC 4.2.1.70)Clustering-based subsystemsFatty acid metabolic clusterCOG1399

 Z 0,006106 -0,79388 Crotonyl-CoA carboxylase/reductase, ethylmalonyl-CoA producingCarbohydrates Central carbohydrate metabolismEthylmalonyl-CoA pathway of C2 assimilation

 Z 0,006106 -0,79388 GTP-binding protein HflXProtein Metabolism Protein biosynthesisUniversal GTPases

 POC 0,00624 0,7926829 Cystathionine gamma-lyase (EC 4.4.1.1)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 Z 0,00624 -0,7926829 Thermosome subunitProtein Metabolism Protein foldingThermosome, archaeal

 TotalBacteria 0,006313 -0,7920349 GTP cyclohydrolase III (methanopterin)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesmethanopterin biosynthesis

 Chla 0,006313 -0,7920349 Heme biosynthesis protein related to NirLCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme biosynthesis orphans

 Chla 0,006313 -0,7920349 Heme biosynthesis protein related to NirL and NirHCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme biosynthesis orphans

 Chla 0,006313 -0,7920349 Riboflavin synthase alpha chain (EC 2.5.1.9)Cofactors, Vitamins, Prosthetic Groups, PigmentsRiboflavin, FMN, FADriboflavin to FAD

 TotalProtists 0,006325 -0,791933 Manganese-dependent inorganic pyrophosphatase (EC 3.6.1.1)Phosphorus Metabolism - Phosphate metabolism



 TotalProtists 0,006377 -0,7914706 Fumarate hydratase class I, aerobic (EC 4.2.1.2)Carbohydrates Central carbohydrate metabolismTCA Cycle

 NO2.NO3 0,006377 -0,7914706 N-succinyl-L,L-diaminopimelate desuccinylase (EC 3.5.1.18)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 TN 0,006377 -0,7914706 Predicted nucleoside ABC transporter, substrate-binding componentCarbohydrates MonosaccharidesDeoxyribose and Deoxynucleoside Catabolism

 TN 0,006377 0,7914706 YgjD/Kae1/Qri7 family, required for N6-threonylcarbamoyl adenosine t(6)A37 modification in tRNACell Division and Cell Cycle - Macromolecular synthesis operon

 POC 0,006415 -0,791141 COG2047: Uncharacterized protein (ATP-grasp superfamily)RNA Metabolism RNA processing and modificationQueuosine-Archaeosine Biosynthesis

 Z 0,006415 -0,791141 Malate synthase (EC 2.3.3.9)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 POC 0,006415 -0,791141 Phosphate starvation-inducible ATPase PhoH with RNA binding motifClustering-based subsystems- CBSS-56780.10.peg.1536

 Salinity 0,00648 0,7905758 DNA repair protein RadADNA Metabolism DNA repair DNA repair, bacterial

 NO2.NO3 0,006514 -0,7902772 Altronate hydrolase (EC 4.2.1.7)Carbohydrates MonosaccharidesD-Galacturonate and D-Glucuronate Utilization

 Si 0,006514 0,7902772 Branched-chain alpha-keto acid dehydrogenase, E1 component, beta subunit (EC 1.2.4.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 POC 0,006514 0,7902772 Thioredoxin Miscellaneous Plant-Prokaryote DOE projectDOE COG2016

 TotalProtists 0,006685 0,7888199 Phosphomannomutase (EC 5.4.2.8)Carbohydrates MonosaccharidesMannose Metabolism

 NO2.NO3 0,006811 0,8181818 Translation elongation factor G paralogProtein Metabolism Protein biosynthesisTranslation elongation factor G family

 Z 0,006814 -0,7877259 Delta-1-pyrroline-5-carboxylate dehydrogenase (EC 1.5.1.12)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 TotalProtists 0,006814 -0,7877259 L-arabonate dehydratase (EC 4.2.1.25)Carbohydrates MonosaccharidesL-Arabinose utilization

 TotalProtists 0,006814 -0,7877259 Uracil-xanthine permeaseNucleosides and NucleotidesPurines Purine Utilization

 Z 0,007105 0,7853335 Arginine-tRNA-protein transferase (EC 2.3.2.8)Protein Metabolism Protein degradationProtein degradation

 Si 0,00712 0,7852071 Glutaminase (EC 3.5.1.2)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 Chla 0,00712 0,7852071 Phenylacetate degradation enoyl-CoA hydratase PaaA (EC 4.2.1.17)Metabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 Si 0,00712 0,7852071 prolyl oligopeptidase family proteinMiscellaneous Plant-Prokaryote DOE projectSynechocystis experimental

 Salinity 0,00714 0,7850505 Cysteine synthase (EC 2.5.1.47)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 Z 0,007188 -0,7846563 NADPH-dependent 7-cyano-7-deazaguanine reductase (EC 1.7.1.-)RNA Metabolism RNA processing and modificationQueuosine-Archaeosine Biosynthesis

 POC 0,007188 -0,7846563 YciL protein Miscellaneous - Broadly distributed proteins not in subsystems

 POC 0,007245 0,7841982 Protein export cytoplasm protein SecA ATPase RNA helicase (TC 3.A.5.1.1)Clustering-based subsystemsProtein export?CBSS-393121.3.peg.2760

 Salinity 0,007331 0,783514 Copper resistance protein DVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsCopper homeostasis

 Salinity 0,007331 0,783514 SSU ribosomal protein S3e (S3p)Protein Metabolism Protein biosynthesisRibosome SSU eukaryotic and archaeal

 DOC 0,007488 0,7822749 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)Amino Acids and DerivativesBranched-chain amino acidsIsoleucine degradation

 DOC 0,007488 0,7822749 Phosphoribosyl-ATP pyrophosphatase (EC 3.6.1.31)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 TotalBacteria 0,007488 -0,7822749 Similar to N-terminal domain of competence/damage-inducible protein CinA, molybdopterin binding motifMiscellaneous Plant-Prokaryote DOE projectCompetence or DNA damage-inducible protein CinA and related protein families

 Si 0,007571 0,7816317 Peptidyl-prolyl cis-trans isomerase ppiB (EC 5.2.1.8)Protein Metabolism Protein foldingPeptidyl-prolyl cis-trans isomerase

 NO2.NO3 0,007571 -0,7816317 Similarity to Na+/myo-inositol cotransporterMiscellaneous Plant-Prokaryote DOE projectAt4g17370

 PO4 0,007571 -0,7816317 Similarity to Na+/myo-inositol cotransporterMiscellaneous Plant-Prokaryote DOE projectAt4g17370

 Z 0,007579 -0,7815718 Beta-ketoadipyl CoA thiolase (EC 2.3.1.-)Metabolism of Aromatic CompoundsMetabolism of central aromatic intermediatesProtocatechuate branch of beta-ketoadipate pathway

 Salinity 0,007617 -0,7812733 L-asparaginase (EC 3.5.1.1)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 Z 0,007669 -0,7808751 Sporulation initiation inhibitor protein SojCell Division and Cell Cycle - Bacterial Cytoskeleton

 Salinity 0,00779 -0,779945 Flagellar motor switch protein FliGMotility and Chemotaxis - Bacterial Chemotaxis

 Salinity 0,00779 -0,779945 Glutamate-ammonia-ligase adenylyltransferase (EC 2.7.7.42)Clustering-based subsystems- CBSS-316057.3.peg.3521

 Salinity 0,00779 -0,779945 Para-aminobenzoate synthase, aminase component (EC 2.6.1.85)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 NO2.NO3 0,007889 -0,7791998 DNA mismatch repair protein MutSDNA Metabolism DNA repair DNA repair, bacterial MutL-MutS system

 TotalProtists 0,007889 0,7791998 Pyruvate carboxyl transferase (EC 6.4.1.1)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 TN 0,007889 -0,7791998 ubiquinol cytochrome C oxidoreductase, cytochrome C1 subunitRespiration Electron accepting reactionsUbiquinone Menaquinone-cytochrome c reductase complexes

 Salinity 0,007939 -0,77882 ATP synthase gamma chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 Salinity 0,007939 -0,77882 DNA topoisomerase VI subunit B (EC 5.99.1.3)DNA Metabolism DNA replicationDNA topoisomerases, Type II, ATP-dependent

 TotalProtists 0,007966 0,7786214 Predicted L-rhamnose ABC transporter, substrate-binding componentCarbohydrates MonosaccharidesL-rhamnose utilization

 NO2.NO3 0,007998 0,7783792 5-nucleotidase SurE (EC 3.1.3.5)Clustering-based subsystems- CBSS-211586.1.peg.3133

 DOC 0,007998 0,7783792 delta 1-pyrroline-5-carboxylate synthetaseCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesMethanopterin biosynthesis2

 PO4 0,008033 -0,7781191 Aerobic cobaltochelatase CobT subunit (EC 6.6.1.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis



 POC 0,008033 0,7781191 Potassium uptake protein TrkHClustering-based subsystems- Cluster co-expressed with butyrate metabolism cluster

 TN 0,008033 -0,7781191 Ribonucleotide reductase of class Ia (aerobic), alpha subunit (EC 1.17.4.1)Clustering-based subsystems- Ribonucleotide reductase cluster

 Z 0,008084 0,7777391 Na+/H+ antiporter NhaD typeMembrane Transport Uni- Sym- and AntiportersNhaA, NhaD and Sodium-dependent phosphate transporters

 POC 0,00814 -0,7773243 Glucosamine-6-phosphate deaminase (EC 3.5.99.6)Carbohydrates AminosugarsChitin and N-acetylglucosamine utilization

 POC 0,00814 -0,7773243 Taurine transport system permease protein TauCSulfur Metabolism Organic sulfur assimilationTaurine Utilization

 Chla 0,008236 0,8060606 Citrate synthase (si) (EC 2.3.3.1)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 DOC 0,008236 -0,8060606 Transketolase (EC 2.2.1.1)Carbohydrates - Sugar utilization in Thermotogales

 Z 0,008402 -0,7754177 LSU ribosomal protein L33pMiscellaneous Plant-Prokaryote DOE projectCOG0523

 POC 0,008402 -0,7754177 Pyrimidine ABC transporter, transmembrane component 2Nucleosides and NucleotidesPyrimidinesPyrimidine utilization

 TotalProtists 0,008577 -0,7741648 Inner membrane protein YqiKMiscellaneous - YbbK

 Si 0,00888 -0,77204 2-keto-3-deoxy-D-arabino-heptulosonate-7-phosphate synthase I alpha (EC 2.5.1.54)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 TN 0,00888 -0,77204 Cell division protein FtsZ (EC 3.4.24.-)Cell Division and Cell Cycle - Bacterial Cytoskeleton

 Z 0,00888 -0,77204 Isocitrate lyase (EC 4.1.3.1)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 POC 0,00888 0,77204 SSU ribosomal protein S12p (S23e)Protein Metabolism Protein biosynthesisRibosome SSU bacterial

 Z 0,008931 -0,7716867 LSU ribosomal protein L7e (L30p)Protein Metabolism Protein biosynthesisRibosome LSU eukaryotic and archaeal

 POC 0,009122 -0,7703748 Acetoacetyl-CoA reductase (EC 1.1.1.36) of ethylmalonyl-CoA pathwayCarbohydrates Central carbohydrate metabolismEthylmalonyl-CoA pathway of C2 assimilation

 POC 0,009122 -0,7703748 Carotenoid cis-trans isomerase (EC 5.2.-.-)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsCarotenoids

 POC 0,009122 -0,7703748 LSU ribosomal protein P0 (L10p)Protein Metabolism Protein biosynthesisRibosome LSU eukaryotic and archaeal

 POC 0,009122 -0,7703748 Mlr7403 proteinClustering-based subsystems- CBSS-290633.1.peg.1906

 POC 0,009122 -0,7703748 Putative TEGT family carrier/transport proteinClustering-based subsystemsTranslation CBSS-326442.4.peg.1852

 POC 0,009122 -0,7703748 ThiJ/PfpI family proteinClustering-based subsystems- CBSS-176280.1.peg.1561

 Si 0,009274 0,7693447 Biosynthetic Aromatic amino acid aminotransferase alpha (EC 2.6.1.57)Amino Acids and DerivativesAromatic amino acids and derivativesPhenylalanine and Tyrosine Branches from Chorismate

 TotalBacteria 0,009274 -0,7693447 Cytochrome b6-f complex subunit IV (PetD)Respiration - Cytochrome B6-F complex

 DOC 0,009274 0,7693447 DNA-directed RNA polymerase subunit A'' (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase archaeal

 Si 0,009274 0,7693447 DNA-directed RNA polymerase subunit B' (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase archaeal

 TotalBacteria 0,009274 -0,7693447 Flagellar regulatory protein FleQMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellum

 DOC 0,009274 0,7693447 Glutathione reductase (EC 1.8.1.7)Stress Response Oxidative stressGlutathione: Redox cycle

 Si 0,009274 0,7693447 Glutathione reductase (EC 1.8.1.7)Stress Response Oxidative stressGlutathione: Redox cycle

 DOC 0,009274 0,7693447 Ribonucleotide reductase transcriptional regulator NrdRNucleosides and Nucleotides- Ribonucleotide reduction

 TotalProtists 0,009286 0,7692635 ATP-dependent protease HslV (EC 3.4.25.-)Protein Metabolism Protein degradationProteasome bacterial

 Z 0,009286 -0,7692635 Methylisocitrate lyase (EC 4.1.3.30)Carbohydrates Organic acidsMethylcitrate cycle

 Chla 0,009307 -0,7691256 Glutamate formiminotransferase (EC 2.1.2.5)Amino Acids and DerivativesHistidine MetabolismHistidine Degradation

 TN 0,009307 -0,7691256 HtrA protease/chaperone proteinCell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 TN 0,009307 0,7691256 Predicted nucleoside ABC transporter, permease 1 componentCarbohydrates MonosaccharidesDeoxyribose and Deoxynucleoside Catabolism

 POC 0,009426 -0,7683309 ATP phosphoribosyltransferase catalytic subunit (EC 2.4.2.17)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 Salinity 0,009454 -0,7681426 Methylthioribose-1-phosphate isomerase (EC 5.3.1.23)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Salvage

 TN 0,00947 0,7680368 Acetylaminoadipate kinase (EC 2.7.2.-)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine biosynthesis AAA pathway 2

 Si 0,00947 0,7680368 Ferritin-like protein 2Miscellaneous Plant-Prokaryote DOE projectIron-sulfur cluster assembly

 DOC 0,00947 0,7680368 Glutamate Aspartate transport ATP-binding protein GltL (TC 3.A.1.3.4)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamate and Aspartate uptake in Bacteria

 DOC 0,00947 0,7680368 N-acetylgalactosamine 6-sulfate sulfatase (GALNS)Carbohydrates AminosugarsN-Acetyl-Galactosamine and Galactosamine Utilization

 Si 0,00947 0,7680368 Nucleoside triphosphate pyrophosphohydrolase MazGDormancy and Sporulation - Sporulation Cluster

 TotalBacteria 0,00947 0,7680368 Oligopeptide ABC transporter, periplasmic oligopeptide-binding protein OppA (TC 3.A.1.5.1)Membrane Transport ABC transportersABC transporter oligopeptide (TC 3.A.1.5.1)

 DOC 0,00947 0,7680368 Succinyl-CoA ligase [GDP-forming] alpha chain (EC 6.2.1.4)Carbohydrates Central carbohydrate metabolismTCA Cycle

 POC 0,00962 -0,7670513 Aspartokinase (EC 2.7.2.4)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 POC 0,00962 -0,7670513 Phosphate starvation-inducible protein PhoHPhosphorus Metabolism - P uptake (cyanobacteria)

 POC 0,00962 -0,7670513 Phosphate starvation-inducible protein PhoH, predicted ATPaseClustering-based subsystems- CBSS-56780.10.peg.1536

 Z 0,00962 -0,7670513 TRAP-type C4-dicarboxylate transport system, possibly of alkanesulfonates, small permease componentMiscellaneous Plant-Prokaryote DOE projectAt4g17370



 TotalProtists 0,009638 0,7669289 ATP-dependent Clp protease ATP-binding subunit ClpXProtein Metabolism Protein degradationProteasome bacterial

 TN 0,009638 -0,7669289 Phenylacetate-coenzyme A ligase (EC 6.2.1.30) PaaFMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 NO2.NO3 0,009638 -0,7669289 tolB protein precursor, periplasmic protein involved in the tonb-independent uptake of group A colicinsMembrane Transport - Ton and Tol transport systems

 Salinity 0,009726 0,7663589 RNA polymerase sigma factor RpoH-related proteinRNA Metabolism TranscriptionTranscription initiation, bacterial sigma factors

 POC 0,009787 0,765961 NAD-dependent glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12)Carbohydrates Central carbohydrate metabolismEntner-Doudoroff Pathway

 DOC 0,009844 -0,7939394 Glycyl-tRNA synthetase alpha chain (EC 6.1.1.14)Protein Metabolism Protein biosynthesistRNA aminoacylation, Gly

 NO2.NO3 0,009844 -0,7939394 Omega-amino acid--pyruvate aminotransferase (EC 2.6.1.18)Carbohydrates Central carbohydrate metabolismPyruvate Alanine Serine Interconversions

 DOC 0,009979 0,7647234 carbon monoxide dehydrogenase E proteinClustering-based subsystems- CBSS-314269.3.peg.1840

 Chla 0,009979 -0,7647234 Cytochrome c heme lyase subunit CcmLRespiration - Biogenesis of c-type cytochromes

 PO4 0,009979 -0,7647234 Eukaryotic translation initiation factor 2 gamma subunitProtein Metabolism Protein biosynthesisTranslation initiation factors eukaryotic and archaeal

 Si 0,009979 0,7647234 Flagellar biosynthesis protein FliQMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellum

 Chla 0,009979 -0,7647234 Mesaconyl-CoA hydrataseCarbohydrates Central carbohydrate metabolismEthylmalonyl-CoA pathway of C2 assimilation

 Chla 0,009979 -0,7647234 Nitrate ABC transporter, permease proteinNitrogen Metabolism - Nitrate and nitrite ammonification

 DOC 0,009979 0,7647234 Phosphonoacetate hydrolase (EC 3.11.1.2)Phosphorus Metabolism - Phosphonate metabolism

 TotalBacteria 0,009979 -0,7647234 Ribosomal large subunit pseudouridine synthase E (EC 4.2.1.70)RNA Metabolism RNA processing and modificationRNA pseudouridine syntheses

 TotalProtists 0,010097 0,7639752 LSU ribosomal protein L6p (L9e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 POC 0,010152 -0,763627 Alpha-glucosidase AglAMembrane Transport ABC transportersPeriplasmic-Binding-Protein-Dependent Transport System for &#945;-Glucosides

 POC 0,010152 -0,763627 UPF0129 protein MJ1474Respiration - Methanogenesis strays

 POC 0,010234 -0,7631094 ABC-type polar amino acid transport system, ATPase componentClustering-based subsystemsTranslation CBSS-326442.4.peg.1852

 POC 0,010234 -0,7631094 Glutamate--cysteine ligase (EC 6.3.2.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 Z 0,010234 -0,7631094 Phospholipase/carboxylesterase family protein (EC 3.1.-.-)Miscellaneous Plant-Prokaryote DOE projectAt2g23840

 DOC 0,010272 0,7628726 Fe-S-cluster-containing hydrogenase components 1Respiration Electron accepting reactionsAnaerobic respiratory reductases

 TotalProtists 0,010344 0,7624216 Nucleotide sugar epimeraseClustering-based subsystems- CBSS-296591.1.peg.2330

 Z 0,010381 -0,7621951 Succinyl-CoA ligase [ADP-forming] alpha chain (EC 6.2.1.5)Carbohydrates Central carbohydrate metabolismTCA Cycle

 Z 0,010403 -0,7620588 Integration host factor beta subunitDNA Metabolism - DNA structural proteins, bacterial

 POC 0,010951 -0,7587172 6-pyruvoyl tetrahydrobiopterin synthase (EC 4.2.3.12)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesMethanopterin biosynthesis2

 DOC 0,011089 0,7578955 Ferric iron ABC transporter, permease proteinIron acquisition and metabolism- Campylobacter Iron Metabolism

 DOC 0,011089 0,7578955 Flagellar motor switch protein FliNMotility and Chemotaxis - Bacterial Chemotaxis

 Z 0,011249 -0,7569553 ABC-type multidrug transport system, permease componentClustering-based subsystemsCytochrome biogenesisCBSS-196164.1.peg.1690

 Z 0,011249 -0,7569553 GTP pyrophosphokinase (EC 2.7.6.5), (p)ppGpp synthetase IIClustering-based subsystemsProbably GTP or GMP signaling relatedCBSS-176299.4.peg.1292

 Z 0,011249 -0,7569553 Sulfite oxidaseSulfur Metabolism - Sulfur oxidation

 POC 0,011279 -0,7567783 Glycolate dehydrogenase (EC 1.1.99.14), iron-sulfur subunit GlcFCarbohydrates Central carbohydrate metabolismGlycolate, glyoxylate interconversions

 POC 0,011279 -0,7567783 Inositol transport system permease proteinCarbohydrates Sugar alcoholsInositol catabolism

 POC 0,011279 -0,7567783 Probable component of the lipoprotein assembly complex (forms a complex with YaeT, YfgL, and NlpB)Cell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 NO2.NO3 0,011306 0,7566195 3-dehydroquinate dehydratase II (EC 4.2.1.10)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 TotalBacteria 0,011306 0,7566195 Na+/H+ antiporter NhaD typeMembrane Transport Uni- Sym- and AntiportersNhaA, NhaD and Sodium-dependent phosphate transporters

 TotalBacteria 0,011306 -0,7566195 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 Chla 0,011341 -0,7564146 DNA-directed RNA polymerase subunit A'' (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase archaeal

 TotalBacteria 0,011341 -0,7564146 Ferredoxin--NADP(+) reductase, actinobacterial (eukaryote-like) type (EC 1.18.1.2)Sulfur Metabolism Inorganic sulfur assimilationInorganic Sulfur Assimilation

 Chla 0,011341 -0,7564146 Heme biosynthesis protein related to NirDCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme biosynthesis orphans

 Chla 0,011341 -0,7564146 Heme biosynthesis protein related to NirD and NirGCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme biosynthesis orphans

 PO4 0,011341 -0,7564146 Translation elongation factor PProtein Metabolism Protein biosynthesisTranslation elongation factors bacterial

 Z 0,011396 -0,7560976 DNA-directed RNA polymerase subunit A (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase archaeal

 Z 0,011396 -0,7560976 LSU ribosomal protein L2p (L8e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 POC 0,011513 -0,755416 Alternative cytochrome c oxidase polypeptide CoxM (EC 1.9.3.1)Respiration Electron accepting reactionsTerminal cytochrome C oxidases

 POC 0,011513 -0,755416 Functional role page for Anaerobic nitric oxide reductase transcription regulator NorRNitrogen Metabolism - Nitrosative stress

 POC 0,011513 -0,755416 Integral membrane protein YggT, involved in response to extracytoplasmic stress (osmotic shock)Clustering-based subsystems- CBSS-630.2.peg.3360



 POC 0,011513 -0,755416 Leucine-responsive regulatory protein, regulator for leucine (or lrp) regulon and high-affinity branched-chain amino acid transport systemAmino Acids and DerivativesBranched-chain amino acidsBranched-Chain Amino Acid Biosynthesis

 Z 0,011513 -0,755416 RNA polymerase sigma factor RpoERNA Metabolism TranscriptionTranscription initiation, bacterial sigma factors

 POC 0,011513 -0,755416 TcuA: flavoprotein used to oxidize tricarballylate to cis-aconitateCarbohydrates Organic acidsTricarballylate Utilization

 POC 0,011513 -0,755416 tRNA pseudouridine 55 synthase (EC 4.2.1.70)RNA Metabolism RNA processing and modificationrRNA modification Archaea

 POC 0,011513 -0,755416 V-type ATP synthase subunit K (EC 3.6.3.14)Miscellaneous Plant-Prokaryote DOE projectIojap

 TN 0,011645 -0,754658 Homoserine O-succinyltransferase (EC 2.3.1.46)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 NO2.NO3 0,011651 0,7818182 Membrane alanine aminopeptidase N (EC 3.4.11.2)Protein Metabolism Protein degradationAminopeptidases (EC 3.4.11.-)

 NO2.NO3 0,011651 -0,7818182 Pyruvate,phosphate dikinase (EC 2.7.9.1)Carbohydrates Central carbohydrate metabolismGlycolysis and Gluconeogenesis

 TN 0,011795 -0,7538029 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)Cell Division and Cell Cycle - Macromolecular synthesis operon

 NO2.NO3 0,011795 -0,7538029 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)Cell Division and Cell Cycle - Macromolecular synthesis operon

 POC 0,011795 0,7538029 Transcription termination factor RhoRNA Metabolism TranscriptionTranscription factors bacterial

 POC 0,011874 -0,753354 Oxidoreductase, NAD(P)-dependent, weak similarity to Myo-inositol 2-dehydrogenaseMiscellaneous Plant-Prokaryote DOE projectAt4g17370

 PO4 0,011915 -0,7531234 Collagen alpha 1(I) chain precursorProtein Metabolism Protein biosynthesisNucleolar protein complex

 TotalBacteria 0,011915 0,7531234 Cytochrome d ubiquinol oxidase subunit I (EC 1.10.3.-)Respiration Electron accepting reactionsTerminal cytochrome d ubiquinol oxidases

 Chla 0,011915 -0,7531234 DNA-binding protein MTH1615RNA Metabolism RNA processing and modificationtRNA modification Archaea

 PO4 0,011915 -0,7531234 Inner membrane protein translocase component YidC, short form OxaI-likeClustering-based subsystems- Cluster with second YidC in Bacilli

 Si 0,011915 0,7531234 Membrane-bound lytic murein transglycosylase A precursor (EC 3.2.1.-)Cell Wall and Capsule - Murein Hydrolases

 NO2.NO3 0,011915 0,7531234 Metal-dependent hydrolases of the beta-lactamase superfamily I; PhnP proteinPhosphorus Metabolism - Alkylphosphonate utilization

 NO2.NO3 0,011915 -0,7531234 Metallo-beta-lactamase family protein, RNA-specificClustering-based subsystems- Bacterial RNA-metabolizing Zn-dependent hydrolases

 TotalBacteria 0,011915 -0,7531234 Nicotinate-nucleotide adenylyltransferase (EC 2.7.7.18)Cofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 TotalBacteria 0,011915 0,7531234 N-methylhydantoinase A (EC 3.5.2.14)Amino Acids and Derivatives- Creatine and Creatinine Degradation

 DOC 0,011915 0,7531234 Protein YicC Clustering-based subsystems- CBSS-323097.3.peg.2594

 NO2.NO3 0,011915 0,7531234 Protein-export membrane protein SecF (TC 3.A.5.1.1)Membrane Transport Protein translocation across cytoplasmic membraneHtrA and Sec secretion

 DOC 0,011915 0,7531234 Pyridine nucleotide-disulphide oxidoreductase associated with reductive pyrimidine catabolismNucleosides and NucleotidesPyrimidinesPyrimidine utilization

 PO4 0,011915 -0,7531234 SSU ribosomal protein S6eProtein Metabolism Protein biosynthesisRibosome SSU eukaryotic and archaeal

 Salinity 0,01203 0,7524758 NADPH-dependent methylglyoxal reductase (D-lactaldehyde dehydrogenase)Carbohydrates Central carbohydrate metabolismMethylglyoxal Metabolism

 POC 0,012074 -0,7522324 Dihydroorotase (EC 3.5.2.3)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 DOC 0,012283 0,7510676 3-oxoadipate CoA-transferase subunit A (EC 2.8.3.6)Metabolism of Aromatic CompoundsMetabolism of central aromatic intermediatesCatechol branch of beta-ketoadipate pathway

 DOC 0,012283 0,7510676 Clavaminate synthase-like protein At3g21360 (EC 1.-.-.-)Miscellaneous Plant-Prokaryote DOE projectAt4g17370

 Si 0,012283 0,7510676 Cyanophycin synthase (EC 6.3.2.29)(EC 6.3.2.30)Amino Acids and DerivativesArginine; urea cycle, polyaminesCyanophycin Metabolism

 Chla 0,012283 -0,7510676 General secretion pathway protein AMembrane Transport Protein secretion system, Type IIGeneral Secretion Pathway

 DOC 0,012283 0,7510676 Hemoprotein HemQ, essential component of heme biosynthetic pathway in Gram-positive bacteriaCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesHeme and Siroheme Biosynthesis

 NO2.NO3 0,012283 -0,7510676 N-acetylglucosamine-1-phosphate uridyltransferase eukaryotic (EC 2.7.7.23)Cell Wall and Capsule - Peptidoglycan Biosynthesis

 DOC 0,012283 0,7510676 Phosphonate ABC transporter ATP-binding protein (TC 3.A.1.9.1)Membrane Transport ABC transportersABC transporter alkylphosphonate (TC 3.A.1.9.1)

 DOC 0,012283 0,7510676 Pup ligase PafA, possible component of postulated heterodimer PafA-PafA'Clustering-based subsystemsproteosome relatedCluster-based Subsystem Grouping Hypotheticals - perhaps Proteosome Related

 Chla 0,012283 -0,7510676 Queuosine biosynthesis QueD, PTPS-ICofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesMethanopterin biosynthesis2

 DOC 0,012283 0,7510676 Rubredoxin-NAD(+) reductase (EC 1.18.1.1)Stress Response Oxidative stressRubrerythrin

 DOC 0,012283 -0,7510676 Succinate dehydrogenase hydrophobic membrane anchor proteinRespiration Electron donating reactionsSuccinate dehydrogenase

 Z 0,012332 -0,7508012 Ribosomal protein S12p Asp88 (E. coli) methylthiotransferaseProtein Metabolism Protein processing and modificationRibosomal protein S12p Asp methylthiotransferase

 Z 0,012332 -0,7508012 tRNA-(ms[2]io[6]A)-hydroxylase (EC 1.-.-.-)RNA Metabolism RNA processing and modificationtRNA modification Bacteria

 Si 0,012411 0,7503665 tRNA (cytosine34-2'-O-)-methyltransferase (EC 2.1.1.-)RNA Metabolism RNA processing and modificationRNA methylation

 Z 0,012478 0,75 Peptide methionine sulfoxide reductase MsrB (EC 1.8.4.12)Carbohydrates - Unknown carbohydrate utilization ( cluster Ydj )

 Z 0,012567 -0,7495147 Chromosome (plasmid) partitioning protein ParACell Division and Cell Cycle - Bacterial Cytoskeleton

 Z 0,012567 -0,7495147 Ribonuclease T (EC 3.1.13.-)RNA Metabolism RNA processing and modificationtRNA processing

 POC 0,012567 -0,7495147 Trehalose phosphorylase (EC 2.4.1.64)Carbohydrates Di- and oligosaccharidesTrehalose Biosynthesis

 DOC 0,0129 0,7477238 Branched-chain alpha-keto acid dehydrogenase, E1 component, beta subunit (EC 1.2.4.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 POC 0,0129 0,7477238 NADH-ubiquinone oxidoreductase chain D (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I



 POC 0,0129 0,7477238 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 POC 0,0129 0,7477238 Translation elongation factor 1 alpha subunitProtein Metabolism Protein biosynthesisTranslation elongation factors eukaryotic and archaeal

 TotalProtists 0,012975 0,7473241 Aconitate hydratase X, predictedCarbohydrates Central carbohydrate metabolismTCA Cycle

 TotalProtists 0,012975 -0,7473241 FIG000875: Thioredoxin domain-containing protein EC-YbbNMiscellaneous Plant-Prokaryote DOE projectCOG3760

 TotalProtists 0,012975 -0,7473241 intein-containingProtein Metabolism Protein processing and modificationInteins

 TotalProtists 0,012975 -0,7473241 Legionaminic acid synthase (EC 2.5.1.56)Cell Wall and Capsule Capsular and extracellular polysacchridesLegionaminic Acid Biosynthesis

 TotalProtists 0,012975 -0,7473241 Mannose-1-phosphate guanylyltransferase (GDP) (EC 2.7.7.22)Carbohydrates MonosaccharidesMannose Metabolism

 TotalProtists 0,012975 -0,7473241 NG,NG-dimethylarginine dimethylaminohydrolase 1 (EC 3.5.3.18)Stress Response - Dimethylarginine metabolism

 TotalProtists 0,012975 -0,7473241 Periplasmic beta-glucosidase (EC 3.2.1.21)Carbohydrates Di- and oligosaccharidesBeta-Glucoside Metabolism

 TotalProtists 0,012975 -0,7473241 RNA binding methyltransferase FtsJ likeRNA Metabolism RNA processing and modificationrRNA modification Bacteria

 TotalProtists 0,012975 -0,7473241 Xylose ABC transporter, permease protein XylHCarbohydrates MonosaccharidesXylose utilization

 Salinity 0,013042 0,7469705 Methylmalonate-semialdehyde dehydrogenase [inositol] (EC 1.2.1.27)Carbohydrates Sugar alcoholsInositol catabolism

 TotalProtists 0,013042 -0,7469701 3-hydroxybutyryl-CoA epimerase (EC 5.1.2.3)Carbohydrates FermentationAcetyl-CoA fermentation to Butyrate

 TotalProtists 0,013042 0,7469701 DNA polymerase III beta subunit (EC 2.7.7.7)Clustering-based subsystems- DNA replication cluster 1

 TotalProtists 0,013128 -0,746516 Respiratory nitrate reductase alpha chain (EC 1.7.99.4)Nitrogen Metabolism - Nitrate and nitrite ammonification

 Z 0,013154 0,7463786 Lipid A export ATP-binding/permease protein MsbA (EC 3.6.3.25)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 Z 0,013154 -0,7463786 Uncharacterized monothiol glutaredoxin ycf64-likeStress Response Oxidative stressGlutaredoxins

 POC 0,013274 -0,7457477 Acetoacetyl-CoA synthetase [leucine] (EC 6.2.1.16)Amino Acids and DerivativesBranched-chain amino acidsHMG CoA Synthesis

 POC 0,013274 -0,7457477 ATP-dependent DNA helicase RecG (EC 3.6.1.-)Clustering-based subsystemsRibosomal Protein L28P relates to a set of uncharacterized proteinsA Gram-positive cluster that relates ribosomal protein L28P to a set of uncharacterized proteins

 Z 0,013274 -0,7457477 Plasmid replication protein RepADNA Metabolism DNA replicationPlasmid replication

 Z 0,013274 -0,7457477 putative methylasePhages, Prophages, Transposable elements, PlasmidsPhages, Prophagesr1t-like streptococcal phages

 POC 0,013274 -0,7457477 Ribosomal RNA large subunit methyltransferase N (EC 2.1.1.-)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 Salinity 0,013475 -0,7447035 ABC transport system, sugar-binding proteinMiscellaneous Plant-Prokaryote DOE projectCOG3533

 Chla 0,013565 -0,7442397 Eukaryotic translation initiation factor 5Protein Metabolism Protein biosynthesisTranslation initiation factors eukaryotic and archaeal

 TotalBacteria 0,013565 -0,7442397 Propionate catabolism operon transcriptional regulator of GntR family [predicted]Carbohydrates Organic acidsMethylcitrate cycle

 Chla 0,013565 -0,7442397 Thymidylate kinase (EC 2.7.4.9)Clustering-based subsystems- CBSS-393133.3.peg.2787

 DOC 0,013589 0,7441134 L-alanine-DL-glutamate epimeraseCell Wall and Capsule - Recycling of Peptidoglycan Amino Acids

 TN 0,013589 -0,7441134 Pseudaminic acid synthase (EC 4.1.3.-)Cell Wall and Capsule Capsular and extracellular polysacchridesPseudaminic Acid Biosynthesis

 Z 0,01363 -0,7439024 Ferric uptake regulation proteinIron acquisition and metabolism- Campylobacter Iron Metabolism

 Z 0,01363 -0,7439024 Ferric uptake regulation protein FURClustering-based subsystems- Bacterial RNA-metabolizing Zn-dependent hydrolases

 POC 0,01363 -0,7439024 Imidazole glycerol phosphate synthase cyclase subunit (EC 4.1.3.-)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 Chla 0,013672 0,769697 Argininosuccinate lyase (EC 4.3.2.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 NO2.NO3 0,013672 -0,769697 Cysteine synthase B (EC 2.5.1.47)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 NO2.NO3 0,013672 -0,769697 Enolase (EC 4.2.1.11)Carbohydrates Central carbohydrate metabolismEntner-Doudoroff Pathway

 DOC 0,013672 -0,769697 MoxR-like ATPase in aerotolerance operonClustering-based subsystems- Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

 PO4 0,013672 0,769697 Translation elongation factor G paralogProtein Metabolism Protein biosynthesisTranslation elongation factor G family

 DOC 0,013712 0,7434844 3-ketoacyl-CoA thiolase [isoleucine degradation] (EC 2.3.1.16)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 DOC 0,013712 0,7434844 Chaperone protein HtpGProtein Metabolism Protein foldingProtein chaperones

 TN 0,013712 0,7434844 Formate dehydrogenase-O, iron-sulfur subunit (EC 1.2.1.2)Respiration - Formate hydrogenase

 DOC 0,013712 0,7434844 Glycerol-3-phosphate regulon repressor, DeoR familyCarbohydrates Sugar alcoholsGlycerol and Glycerol-3-phosphate Uptake and Utilization

 NO2.NO3 0,013712 -0,7434844 HydantoinaseNucleosides and Nucleotides- Hydantoin metabolism

 TN 0,013712 0,7434844 Putative formate dehydrogenase iron-sulfur subunit (EC 1.2.1.2)Respiration - Formate hydrogenase

 Z 0,013759 -0,7432426 Coupling protein VirD4, ATPase required for T-DNA transferMembrane Transport Protein and nucleoprotein secretion system, Type IVpVir Plasmid of Campylobacter

 Z 0,013759 -0,7432426 Gamma-aminobutyrate:alpha-ketoglutarate aminotransferase (EC 2.6.1.19)Amino Acids and DerivativesArginine; urea cycle, polyaminesPutrescine utilization pathways

 POC 0,013791 -0,743081 Nitrogenase (molybdenum-iron)-specific transcriptional regulator NifANitrogen Metabolism - Nitrogen fixation

 TotalBacteria 0,013928 -0,7423872 Beta-ketoadipyl CoA thiolase (EC 2.3.1.-)Metabolism of Aromatic CompoundsMetabolism of central aromatic intermediatesProtocatechuate branch of beta-ketoadipate pathway

 Chla 0,013928 -0,7423872 Electron transport complex protein RnfARespiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes



 Salinity 0,014022 0,7419115 Periplasmic thiol:disulfide oxidoreductase DsbB, required for DsbA reoxidationMiscellaneous Plant-Prokaryote DOE projectAt2g23840

 TN 0,014075 -0,7416448 Aldehyde dehydrogenase A (EC 1.2.1.22)Carbohydrates Central carbohydrate metabolismMethylglyoxal Metabolism

 Salinity 0,014245 -0,7407972 Acetyl-coenzyme A carboxyl transferase alpha chain (EC 6.4.1.2)Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty Acid Biosynthesis FASII

 POC 0,014313 -0,7404573 DNA polymerase-like protein PA0670DNA Metabolism DNA repair DNA repair, bacterial

 POC 0,014313 -0,7404573 Glycerol-3-phosphate dehydrogenase (EC 1.1.5.3)Carbohydrates - Sugar utilization in Thermotogales

 POC 0,014313 -0,7404573 Histidinol-phosphatase [alternative form] (EC 3.1.3.15)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 POC 0,014313 -0,7404573 Predicted sialic acid transporterCell Wall and Capsule Capsular and extracellular polysacchridesSialic Acid Metabolism

 Z 0,014384 -0,7401065 Orotate phosphoribosyltransferase (EC 2.4.2.10)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 TotalProtists 0,014486 0,7396039 Ethanolamine ammonia-lyase heavy chain (EC 4.3.1.7)Carbohydrates Sugar alcoholsEthanolamine utilization

 TotalProtists 0,014492 0,7395738 N-acetyl-L,L-diaminopimelate deacetylase (EC 3.5.1.47)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 Z 0,014555 0,7392629 Dihydrodipicolinate reductase (EC 1.3.1.26)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 TotalProtists 0,014583 0,7391304 5-deoxy-glucuronate isomerase (EC 5.3.1.-)Carbohydrates Sugar alcoholsInositol catabolism

 TotalProtists 0,014583 0,7391304 Ribose ABC transporter, periplasmic ribose-binding protein RbsB (TC 3.A.1.2.1)Motility and Chemotaxis - Bacterial Chemotaxis

 Z 0,014713 -0,738493 Lactoylglutathione lyase (EC 4.4.1.5)Carbohydrates Central carbohydrate metabolismMethylglyoxal Metabolism

 Z 0,014713 -0,738493 tRNA (Guanine37-N1) -methyltransferase (EC 2.1.1.31)Protein Metabolism Protein biosynthesisRibosome biogenesis bacterial

 Z 0,014713 -0,738493 tRNA-i(6)A37 methylthiotransferaseClustering-based subsystems- tRNA-methylthiotransferase containing cluster

 TotalBacteria 0,014771 0,7382101 2-Oxobutyrate dehydrogenase E1 (EC:1.2.4.1)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Degradation

 TotalBacteria 0,014771 0,7382101 ATP-dependent protease La (EC 3.4.21.53) LonB Type IProtein Metabolism Protein degradationProteasome bacterial

 TotalBacteria 0,014771 0,7382101 Carbon monoxide dehydrogenase form I, large chain( EC:1.2.99.2 )Clustering-based subsystems- CBSS-314269.3.peg.1840

 Si 0,014771 0,7382101 Deoxyribodipyrimidine photolyase, single-strand-specificDNA Metabolism DNA repair DNA repair, bacterial photolyase

 TotalBacteria 0,014771 -0,7382101 Hypothetical protein involved in heavy metal exportVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsCobalt-zinc-cadmium resistance

 TotalBacteria 0,014771 0,7382101 LL-diaminopimelate aminotransferase, predicted alternativeAmino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 TotalBacteria 0,014771 0,7382101 Pedicted L-rhamnose permease, NCS1 FamilyCarbohydrates MonosaccharidesL-rhamnose utilization

 TotalBacteria 0,014771 0,7382101 Predicted beta-glucoside transporter, GPH familyCarbohydrates Di- and oligosaccharidesBeta-Glucoside Metabolism

 NO2.NO3 0,014771 -0,7382101 Predicted cobalt transporter CbtACofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 NO2.NO3 0,014771 -0,7382101 proteasome regulatory subunit Rpt2Protein Metabolism Protein degradationProteasome eukaryotic

 TotalBacteria 0,014771 0,7382101 Pyruvate:ferredoxin oxidoreductase, alpha subunit (EC 1.2.7.1)Carbohydrates Central carbohydrate metabolismPyruvate:ferredoxin oxidoreductase

 Chla 0,014771 -0,7382101 STRUCTURAL ELEMENTS; Cell Exterior; surface polysaccharides/antigensClustering-based subsystemsBiosynthesis of galactoglycans and related lipopolysacharidesCBSS-258594.1.peg.3339

 NO2.NO3 0,014771 -0,7382101 Sulfite reductase beta subunit (EC 1.8.99.1)Respiration Electron accepting reactionsAnaerobic respiratory reductases

 TN 0,014771 -0,7382101 Thermostable carboxypeptidase 1 (EC 3.4.17.19)Protein Metabolism Protein degradationMetallocarboxypeptidases (EC 3.4.17.-)

 Chla 0,014771 -0,7382101 tmRNA-binding protein SmpBMiscellaneous Plant-Prokaryote DOE projectCompetence or DNA damage-inducible protein CinA and related protein families

 TotalBacteria 0,014771 0,7382101 Transcriptional regulator FrcR for fructose utilization, ROK familyCarbohydrates MonosaccharidesFructose utilization

 TotalBacteria 0,014771 0,7382101 transcriptional regulator SoxRSulfur Metabolism - Sulfur oxidation

 TN 0,014844 -0,7378604 Sensor histidine kinase ChvG (EC 2.7.3.-)Regulation and Cell signaling- The Chv regulatory system of Alphaproteobacteria

 Z 0,014855 -0,7378049 3-oxoacyl-[acyl-carrier-protein] synthase, KASI (EC 2.3.1.41)Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty Acid Biosynthesis FASII

 Z 0,014855 -0,7378049 Acetyl-CoA acetyltransferase (EC 2.3.1.9)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine fermentation

 DOC 0,014937 -0,7374118 Protein RtcB RNA Metabolism RNA processing and modificationRNA 3'-terminal phosphate cyclase

 POC 0,015028 -0,7369705 Maleylacetoacetate isomerase (EC 5.2.1.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesPterin carbinolamine dehydratase

 POC 0,015323 0,7355657 Aspartyl-tRNA(Asn) synthetase (EC 6.1.1.23)Protein Metabolism Protein biosynthesistRNA aminoacylation, Asp and Asn

 POC 0,015323 0,7355657 Methylcrotonyl-CoA carboxylase carboxyl transferase subunit (EC 6.4.1.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 PO4 0,015921 -0,7575758 Enolase (EC 4.2.1.11)Carbohydrates Central carbohydrate metabolismEntner-Doudoroff Pathway

 Chla 0,015921 0,7575758 Glutamate synthase [NADPH] putative GlxC chain (EC 1.4.1.13)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 TN 0,015921 -0,7575758 Lipopolysaccharide ABC transporter, ATP-binding protein LptBCell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 DOC 0,015921 -0,7575758 Scaffold protein for [4Fe-4S] cluster assembly ApbC, MRP-likeMiscellaneous Plant-Prokaryote DOE projectIron-sulfur cluster assembly

 DOC 0,015921 0,7575758 tungsten-containing formate dehydrogenase alpha subunitRespiration - Formate hydrogenase

 Z 0,015921 -0,7327782 Predicted reductase RutE in novel pyrimidine catabolism pathwayNucleosides and NucleotidesPyrimidinesPyrimidine utilization

 TotalProtists 0,016016 0,7323389 Serine-pyruvate aminotransferase/archaeal aspartate aminotransferaseCarbohydrates One-carbon MetabolismSerine-glyoxylate cycle



 Si 0,016177 0,7316073 Adenylylsulfate reductase beta-subunit (EC 1.8.99.2)Respiration Electron accepting reactionsAnaerobic respiratory reductases

 Si 0,016177 0,7316073 Phosphogluconate dehydratase (EC 4.2.1.12)Carbohydrates Central carbohydrate metabolismEntner-Doudoroff Pathway

 Si 0,016177 -0,7316073 photosystem I subunit II (PsaD)Photosynthesis Electron transport and photophosphorylationPhotosystem I

 Chla 0,016177 -0,7316073 Sulfur oxidation molybdopterin C proteinSulfur Metabolism - Sulfur oxidation

 Z 0,016377 -0,7306984 Acetyl-CoA C-acyltransferase (EC 2.3.1.16)Metabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsBenzoate catabolism

 Z 0,016377 -0,7306984 D-Lactate dehydrogenase (EC 1.1.2.5)Carbohydrates Organic acidsLactate utilization

 TotalBacteria 0,016402 -0,730584 ABC-type tungstate transport system, permease proteinMembrane Transport ABC transportersABC transporter tungstate (TC 3.A.1.6.2)

 Chla 0,016402 0,730584 L-seryl-tRNA(Sec) selenium transferase (EC 2.9.1.1)Protein Metabolism SelenoproteinsSelenocysteine metabolism

 PO4 0,016402 0,730584 Spermidine Putrescine ABC transporter permease component PotB (TC 3.A.1.11.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesPolyamine Metabolism

 Chla 0,016409 -0,7305542 Aspartate ammonia-lyase (EC 4.3.1.1)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 Chla 0,016409 -0,7305542 Chaperone protein HtpGProtein Metabolism Protein foldingProtein chaperones

 Si 0,016409 0,7305542 Enoyl-CoA hydratase [isoleucine degradation] (EC 4.2.1.17)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 TotalBacteria 0,016409 0,7305542 Glutamate 5-kinase (EC 2.7.2.11)Amino Acids and DerivativesProline and 4-hydroxyprolineProline Synthesis

 Chla 0,016409 -0,7305542 Glycerol-3-phosphate regulon repressor, DeoR familyCarbohydrates Sugar alcoholsGlycerol and Glycerol-3-phosphate Uptake and Utilization

 Chla 0,016409 -0,7305542 Pyruvate carboxyl transferase subunit B (EC 6.4.1.1)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 DOC 0,016409 0,7305542 SOS-response repressor and protease LexA (EC 3.4.21.88)DNA Metabolism DNA repair DNA repair, bacterial

 Salinity 0,016476 0,7302507 Cobalt-precorrin-6y C5-methyltransferase (EC 2.1.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 TotalProtists 0,016506 -0,7301163 Aconitate hydratase 2 (EC 4.2.1.3)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 TotalProtists 0,016506 0,7301163 ATP-dependent RNA helicase RhlERNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 TotalProtists 0,016506 -0,7301163 Dihydrolipoamide succinyltransferase component (E2) of 2-oxoglutarate dehydrogenase complex (EC 2.3.1.61)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 TN 0,016506 -0,7301163 DNA mismatch repair protein MutSDNA Metabolism DNA repair DNA repair, bacterial MutL-MutS system

 NO2.NO3 0,016506 -0,7301163 Predicted nucleoside ABC transporter, substrate-binding componentCarbohydrates MonosaccharidesDeoxyribose and Deoxynucleoside Catabolism

 DOC 0,016506 0,7301163 Succinylarginine dihydrolase (EC 3.5.3.23)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 DOC 0,016647 -0,7294867 Aldehyde dehydrogenase A (EC 1.2.1.22)Carbohydrates Central carbohydrate metabolismMethylglyoxal Metabolism

 POC 0,016647 0,7294867 Aspartyl-tRNA synthetase (EC 6.1.1.12)Miscellaneous Plant-Prokaryote DOE projectAt5g37530

 DOC 0,016647 -0,7294867 Lipoprotein releasing system transmembrane protein LolCCell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 POC 0,016647 0,7294867 Thiamin biosynthesis protein ThiCCofactors, Vitamins, Prosthetic Groups, Pigments- Thiamin biosynthesis

 POC 0,016647 0,7294867 Urease alpha subunit (EC 3.5.1.5)Amino Acids and DerivativesArginine; urea cycle, polyaminesUrea decomposition

 POC 0,01667 -0,7293836 5-keto-2-deoxy-D-gluconate-6 phosphate aldolase (EC 4.1.2.29)Carbohydrates Sugar alcoholsInositol catabolism

 POC 0,01667 -0,7293836 Capsular polysaccharide biosynthesis protein CapDCell Wall and Capsule Capsular and extracellular polysacchridesCapsular Polysaccharides Biosynthesis and Assembly

 POC 0,01667 -0,7293836 LSU ribosomal protein L13Ae (L13p)Protein Metabolism Protein biosynthesisRibosome LSU eukaryotic and archaeal

 TotalProtists 0,017277 -0,7267081 Helicase PriA essential for oriC/DnaA-independent DNA replicationClustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 TotalProtists 0,017329 0,726484 Cell division protein BolAClustering-based subsystems- Bacterial Cell Division

 POC 0,017373 -0,7262934 Mll7752 proteinClustering-based subsystemsProbably GTP or GMP signaling relatedCBSS-176299.4.peg.1292

 TotalProtists 0,017492 0,7257795 3,7-dideoxy-D-threo-hepto-2, 6-diulosonate synthase (EC 4.2.3.-)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 TotalProtists 0,017492 0,7257795 DNA/RNA-binding protein AlbaMiscellaneous Plant-Prokaryote DOE projectAt1g69340 At2g40600

 POC 0,017557 0,7254986 NG,NG-dimethylarginine dimethylaminohydrolase 1 (EC 3.5.3.18)Stress Response - Dimethylarginine metabolism

 POC 0,017557 -0,7254986 Protein of unknown function SmgClustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 POC 0,017557 -0,7254986 Protocatechuate 3,4-dioxygenase beta chain (EC 1.13.11.3)Metabolism of Aromatic CompoundsMetabolism of central aromatic intermediatesProtocatechuate branch of beta-ketoadipate pathway

 POC 0,017557 -0,7254986 Transcriptional regulator of rhamnose utilization, DeoR familyCarbohydrates MonosaccharidesL-rhamnose utilization

 POC 0,017557 -0,7254986 Type cbb3 cytochrome oxidase biogenesis protein CcoIRespiration - Biogenesis of cbb3-type cytochrome c oxidases

 Chla 0,017591 -0,7253543 Cobalt-precorrin-3b C17-methyltransferaseCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCobalamin synthesis

 Salinity 0,017772 -0,7245771 ATP-dependent DNA helicase, RecQ familyDNA Metabolism DNA repair DNA repair, bacterial RecFOR pathway

 DOC 0,017965 0,7237561 B12 binding domain of Methylmalonyl-CoA mutase (EC 5.4.99.2)Carbohydrates Organic acidsPropionyl-CoA to Succinyl-CoA Module

 NO2.NO3 0,017965 -0,7237561 Organic solvent tolerance protein precursorClustering-based subsystems- EC49-61

 NO2.NO3 0,017965 -0,7237561 Outer membrane protein Imp, required for envelope biogenesisCell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 NO2.NO3 0,017965 -0,7237561 Two-component system response regulator OmpRCell Wall and Capsule Gram-Negative cell wall componentsMajor Outer Membrane Proteins



 Si 0,017965 0,7237561 Xanthine-guanine phosphoribosyltransferase (EC 2.4.2.22)Nucleosides and NucleotidesPurines Purine conversions

 DOC 0,018074 0,7232967 Chemotaxis protein CheV (EC 2.7.3.-)Motility and Chemotaxis - Bacterial Chemotaxis

 TotalBacteria 0,018074 0,7232967 COG1272: Predicted membrane protein hemolysin III homologCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ-Iron

 NO2.NO3 0,018074 -0,7232967 Proton/glutamate symport proteinMiscellaneous - ZZ gjo need homes

 DOC 0,018074 0,7232967 Resolvase/integrase BinPhages, Prophages, Transposable elements, PlasmidsTransposable elementsTn552

 PO4 0,018074 0,7232967 Ribosomal large subunit pseudouridine synthase A (EC 4.2.1.70)Clustering-based subsystems- EC49-61

 NO2.NO3 0,018074 -0,7232967 Tetraacyldisaccharide 4'-kinase (EC 2.7.1.130)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 POC 0,018255 -0,722535 glutamyl-Q-tRNA synthetaseMiscellaneous Plant-Prokaryote DOE projectAt2g23840

 Salinity 0,018317 -0,7222773 Octanoate-[acyl-carrier-protein]-protein-N-octanoyltransferaseCofactors, Vitamins, Prosthetic Groups, PigmentsLipoic acid Lipoic acid metabolism

 Si 0,018414 0,7454545 Adenosylhomocysteinase (EC 3.3.1.1)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 NO2.NO3 0,018414 -0,7454545 Aerobic cobaltochelatase CobS subunit (EC 6.6.1.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 NO2.NO3 0,018414 -0,7454545 ATP-dependent Clp protease ATP-binding subunit ClpAClustering-based subsystems- CBSS-176299.4.peg.1996B

 Chla 0,018414 0,7454545 Digeranylgeranylglycerophospholipid reductaseFatty Acids, Lipids, and IsoprenoidsIsoprenoidsArchaeal lipids

 Chla 0,018414 0,7454545 HNH endonuclease family proteinMiscellaneous Plant-Prokaryote DOE projectAt2g23840

 NO2.NO3 0,018414 -0,7454545 NADH-ubiquinone oxidoreductase chain B (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 TotalProtists 0,018468 0,7216491 Heme O synthase, protoheme IX farnesyltransferase (EC 2.5.1.-) COX10-CtaBClustering-based subsystems- CBSS-316057.3.peg.563

 Salinity 0,018598 0,7211103 LSU ribosomal protein L36pMiscellaneous Plant-Prokaryote DOE projectCOG0523

 Salinity 0,018598 0,7211103 Muconate cycloisomerase (EC 5.5.1.1)Metabolism of Aromatic CompoundsMetabolism of central aromatic intermediatesCatechol branch of beta-ketoadipate pathway

 POC 0,01886 -0,7200307 Glucose-6-phosphate 1-dehydrogenase (EC 1.1.1.49)Carbohydrates - Sugar utilization in Thermotogales

 POC 0,01886 0,7200307 Helicase PriA essential for oriC/DnaA-independent DNA replicationClustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 Z 0,01886 -0,7200307 Isocitrate dehydrogenase [NAD] (EC 1.1.1.41)Carbohydrates Central carbohydrate metabolismTCA Cycle

 Z 0,018915 -0,7198086 Cob(I)alamin adenosyltransferase (EC 2.5.1.17)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCobalamin synthesis

 Z 0,018915 -0,7198086 Cold shock protein CspCStress Response Cold shock Cold shock, CspA family of proteins

 Z 0,018987 0,7195122 2-keto-3-deoxy-D-arabino-heptulosonate-7-phosphate synthase I alpha (EC 2.5.1.54)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 DOC 0,019088 0,7191012 Di-/tripeptide transporterMembrane Transport Uni- Sym- and AntiportersProton-dependent Peptide Transporters

 TotalBacteria 0,019088 -0,7191012 Endonuclease III (EC 4.2.99.18)Cell Division and Cell Cycle - Control of cell elongation - division cycle in Bacilli

 Si 0,019088 0,7191012 Stage 0 sporulation protein JCell Division and Cell Cycle - Bacterial Cytoskeleton

 TotalProtists 0,019146 -0,7188673 Aspartate 1-decarboxylase (EC 4.1.1.11)Cofactors, Vitamins, Prosthetic Groups, PigmentsCoenzyme ACoenzyme A Biosynthesis

 TotalProtists 0,019146 -0,7188673 Magnesium and cobalt efflux protein CorCClustering-based subsystems- CBSS-56780.10.peg.1536

 POC 0,019322 -0,7181542 Cyclohexadienyl dehydratase (EC 4.2.1.51)(EC 4.2.1.91)Amino Acids and DerivativesAromatic amino acids and derivativesPhenylalanine and Tyrosine Branches from Chorismate

 Z 0,019322 -0,7181542 Xylulose kinase (EC 2.7.1.17)Carbohydrates - Sugar utilization in Thermotogales

 Chla 0,019399 0,7178454 DNA mismatch repair protein MutSDNA Metabolism DNA repair DNA repair, bacterial MutL-MutS system

 DOC 0,019399 -0,7178454 ubiquinol cytochrome C oxidoreductase, cytochrome C1 subunitRespiration Electron accepting reactionsUbiquinone Menaquinone-cytochrome c reductase complexes

 PO4 0,019454 -0,7176241 Carbonic anhydrases/acetyltransferases, isoleucine patch superfamilyMiscellaneous Plant-Prokaryote DOE projectAt5g04520 AT1G06240

 PO4 0,019454 -0,7176241 Cobalt-precorrin-6y C15-methyltransferase [decarboxylating] (EC 2.1.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 TotalBacteria 0,019454 0,7176241 Peptidyl-prolyl cis-trans isomerase ppiA precursor (EC 5.2.1.8)Protein Metabolism Protein foldingPeptidyl-prolyl cis-trans isomerase

 Chla 0,019454 -0,7176241 Phosphoribosyl-ATP pyrophosphatase (EC 3.6.1.31)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 TN 0,019454 0,7176241 RNA polymerase sigma factor RpoSClustering-based subsystems- CBSS-211586.1.peg.3133

 NO2.NO3 0,019454 0,7176241 RNA polymerase sigma factor RpoSClustering-based subsystems- CBSS-211586.1.peg.3133

 POC 0,019528 0,7173285 Argininosuccinate synthase (EC 6.3.4.5)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 POC 0,019528 0,7173285 NAD-dependent malic enzyme (EC 1.1.1.38)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 TN 0,019528 -0,7173285 NADH-ubiquinone oxidoreductase chain L (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 NO2.NO3 0,019528 -0,7173285 Succinyl-CoA ligase [ADP-forming] beta chain (EC 6.2.1.5)Carbohydrates Central carbohydrate metabolismTCA Cycle

 Si 0,019528 0,7173285 UDP-N-acetylglucosamine 1-carboxyvinyltransferase (EC 2.5.1.7)Cell Wall and Capsule - Peptidoglycan Biosynthesis

 TN 0,019629 0,7169282 Arsenate reductase (EC 1.20.4.1)Respiration Electron accepting reactionsAnaerobic respiratory reductases

 Si 0,019629 -0,7169282 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)Amino Acids and DerivativesBranched-chain amino acidsKetoisovalerate oxidoreductase

 Si 0,019629 0,7169282 Phosphatidylglycerophosphatase A (EC 3.1.3.27)Fatty Acids, Lipids, and IsoprenoidsPhospholipidsGlycerolipid and Glycerophospholipid Metabolism in Bacteria



 Si 0,019629 -0,7169282 Phosphoserine phosphatase (EC 3.1.3.3)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 Salinity 0,019733 -0,7165144 3-hydroxyisobutyrate dehydrogenase (EC 1.1.1.31)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Salinity 0,019733 0,7165144 YciO family Miscellaneous Plant-Prokaryote DOE projectYrdC-YciO-Sua5 protein family

 POC 0,019942 -0,7156863 Enoyl-[acyl-carrier-protein] reductase [FMN] (EC 1.3.1.9), inferred for PFA pathwayFatty Acids, Lipids, and IsoprenoidsFatty acids Polyunsaturated Fatty Acids synthesis

 POC 0,019942 -0,7156863 L-asparaginase I, cytoplasmic (EC 3.5.1.1)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 Salinity 0,019959 0,7156201 Monofunctional biosynthetic peptidoglycan transglycosylase (EC 2.4.2.-)Cell Wall and Capsule - Peptidoglycan Biosynthesis

 TotalProtists 0,020036 0,7153188 Phenylacetate-CoA oxygenase, PaaH subunitMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 Salinity 0,020277 0,7143757 Probable acyl-CoA dehydrogenase (EC 1.3.99.3)Amino Acids and DerivativesBranched-chain amino acidsIsoleucine degradation

 Salinity 0,020392 0,7139306 LSU ribosomal protein L13p (L13Ae)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 TotalProtists 0,020405 -0,7138766 Ribosome recycling factorClustering-based subsystems- CBSS-176299.4.peg.1996B

 Z 0,020525 -0,7134146 Translation elongation factor 2Protein Metabolism Protein biosynthesisTranslation elongation factor G family

 POC 0,020548 -0,7133239 Arginine/ornithine ABC transporter, ATP-binding protein AotPAmino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 Z 0,020548 -0,7133239 Biosynthetic Aromatic amino acid aminotransferase alpha (EC 2.6.1.57)Amino Acids and DerivativesAromatic amino acids and derivativesPhenylalanine and Tyrosine Branches from Chorismate

 POC 0,020548 -0,7133239 DNA-directed RNA polymerase II second largest subunit (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase II

 POC 0,020548 -0,7133239 NAD synthetase (EC 6.3.1.5)Cofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 POC 0,020548 -0,7133239 PF00070 family, FAD-dependent NAD(P)-disulphide oxidoreductaseMiscellaneous Plant-Prokaryote DOE projectCOG0398

 POC 0,020548 -0,7133239 Pseudouridine 5'-phosphate glycosidaseNucleosides and Nucleotides- Pseudouridine catabolism

 DOC 0,020672 -0,7128482 DNA replication helicase protein MCMDNA Metabolism DNA replicationDNA replication, archaeal

 TotalProtists 0,020905 0,7119551 Rhodanese domain protein, Enterobacterial subgroup, YceA homologMiscellaneous Plant-Prokaryote DOE projectSingle-Rhodanese-domain proteins

 POC 0,020924 -0,7118821 Carboxyl-terminal protease (EC 3.4.21.102)Clustering-based subsystems- CBSS-224911.1.peg.435

 POC 0,020924 -0,7118821 Iron-sulfur cluster-binding proteinMiscellaneous Plant-Prokaryote DOE projectScaffold proteins for [4Fe-4S] cluster assembly (MRP family)

 POC 0,021091 0,7112495 Adenylosuccinate synthetase (EC 6.3.4.4)Clustering-based subsystemsClustering-based subsystemsCBSS-262719.3.peg.410

 Si 0,021091 -0,7112495 GMP synthase [glutamine-hydrolyzing] (EC 6.3.5.2)Nucleosides and NucleotidesPurines Purine conversions

 Si 0,021091 -0,7112495 Lipid A export ATP-binding/permease protein MsbAMiscellaneous - ZZ gjo need homes

 NO2.NO3 0,021166 -0,7333333 Glycyl-tRNA synthetase (EC 6.1.1.14)Protein Metabolism Protein biosynthesistRNA aminoacylation, Gly

 TN 0,021166 -0,7333333 Isocitrate dehydrogenase [NADP] (EC 1.1.1.42)Carbohydrates Central carbohydrate metabolismTCA Cycle

 TN 0,021166 -0,7333333 Omega-amino acid--pyruvate aminotransferase (EC 2.6.1.18)Carbohydrates Central carbohydrate metabolismPyruvate Alanine Serine Interconversions

 TN 0,021166 -0,7333333 Sulfate adenylyltransferase subunit 1 (EC 2.7.7.4)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 DOC 0,021166 -0,7333333 V-type ATP synthase subunit B (EC 3.6.3.14)Respiration ATP synthasesV-Type ATP synthase

 DOC 0,021396 0,7101003 Alcohol dehydrogenase, zinc-containingCarbohydrates - Sugar utilization in Thermotogales

 DOC 0,021396 0,7101003 Aldehyde dehydrogenase in Methylamine utilization clusterClustering-based subsystemsMethylamine utilizationCBSS-265072.7.peg.546

 DOC 0,021396 0,7101003 Allantoicase (EC 3.5.3.4)Nitrogen Metabolism - Allantoin Utilization

 DOC 0,021396 0,7101003 Anaerobic dehydrogenases, typically selenocysteine-containingRespiration Electron accepting reactionsAnaerobic respiratory reductases

 TotalBacteria 0,021396 0,7101003 Dna binding response regulator PrrA (RegA)Regulation and Cell signaling- Global Two-component Regulator PrrBA in Proteobacteria

 DOC 0,021396 0,7101003 Glucose-6-phosphate isomerase (EC 5.3.1.9)Carbohydrates Central carbohydrate metabolismGlycolysis and Gluconeogenesis

 DOC 0,021396 0,7101003 ISPsy4, transposasePhages, Prophages, Transposable elements, PlasmidsTransposable elementsCBSS-203122.12.peg.188

 NO2.NO3 0,021396 -0,7101003 Membrane-bound lytic murein transglycosylase B (EC 3.2.1.-)Cell Wall and Capsule - Murein Hydrolases

 Chla 0,021396 -0,7101003 Membrane-bound lytic murein transglycosylase D precursor (EC 3.2.1.-)Cell Wall and Capsule - Murein Hydrolases

 DOC 0,021396 0,7101003 Respiratory nitrate reductase beta chain (EC 1.7.99.4)Nitrogen Metabolism - Nitrate and nitrite ammonification

 DOC 0,021396 0,7101003 S-adenosyl-L-methionine dependent methyltransferase, similar to cyclopropane-fatty-acyl-phospholipid synthaseClustering-based subsystems- CBSS-291331.3.peg.3674

 DOC 0,021396 0,7101003 Transcriptional regulatory protein RstARegulation and Cell signaling- Orphan regulatory proteins

 NO2.NO3 0,021396 -0,7101003 tRNA-specific adenosine-34 deaminase (EC 3.5.4.-)RNA Metabolism RNA processing and modificationtRNA modification Bacteria

 TotalProtists 0,02161 0,7092994 Endonuclease VIIIClustering-based subsystems- EC699-706

 TotalProtists 0,02161 0,7092994 Phosphate:acyl-ACP acyltransferase PlsXClustering-based subsystemsFatty acid metabolic clusterCOG1399

 TotalProtists 0,021693 0,7089886 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6), chloroplastRNA Metabolism TranscriptionRNA polymerase chloroplast

 Salinity 0,022021 0,7077761 SSU ribosomal protein S10p (S20e)Protein Metabolism Protein biosynthesisRibosome SSU bacterial

 Z 0,022036 -0,7077225 Ferredoxin--sulfite reductase (EC 1.8.7.1)Sulfur Metabolism Inorganic sulfur assimilationInorganic Sulfur Assimilation



 Z 0,022146 -0,7073171 Homoserine O-acetyltransferase (EC 2.3.1.31)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 Z 0,022277 -0,7068391 Galactonate dehydratase (EC 4.2.1.6)Carbohydrates MonosaccharidesD-galactonate catabolism

 Z 0,022277 -0,7068391 Methylated-DNA--protein-cysteine methyltransferase (EC 2.1.1.63)Clustering-based subsystems- CBSS-393124.3.peg.2657

 Z 0,022277 -0,7068391 Nitrate ABC transporter, ATP-binding proteinNitrogen Metabolism - Nitrate and nitrite ammonification

 Z 0,022277 -0,7068391 RND efflux system, inner membrane transporter CmeBVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsMultidrug efflux pump in Campylobacter jejuni (CmeABC operon)

 TN 0,022344 -0,7065951 Adenylate kinase (EC 2.7.4.3)Nucleosides and NucleotidesPurines Purine conversions

 PO4 0,022344 -0,7065951 DNA replication helicase protein MCMDNA Metabolism DNA replicationDNA replication, archaeal

 TotalBacteria 0,022344 -0,7065951 GDP-L-fucose synthetase (EC 1.1.1.271)Cell Wall and Capsule Capsular and extracellular polysacchridesCapsular heptose biosynthesis

 Si 0,022344 -0,7065951 N-acetyl-gamma-aminoadipyl-phosphate reductase (EC 1.2.1.-)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine biosynthesis AAA pathway 2

 POC 0,022616 -0,70561 L-fuconate dehydratase (EC 4.2.1.68)Carbohydrates MonosaccharidesL-fucose utilization

 TN 0,022626 0,7055746 Guanine deaminase (EC 3.5.4.3)Nucleosides and NucleotidesPurines Purine conversions

 NO2.NO3 0,022626 0,7055746 NAD(FAD)-utilizing dehydrogenase, sll0175 homologMiscellaneous Plant-Prokaryote DOE projectCOG2509

 DOC 0,022626 -0,7055746 Phosphoglucomutase (EC 5.4.2.2)Clustering-based subsystemsChromosome ReplicationSeqA and Co-occurring Genes

 Chla 0,022626 -0,7055746 Succinylarginine dihydrolase (EC 3.5.3.23)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 Chla 0,022626 0,7055746 V-type ATP synthase subunit I (EC 3.6.3.14)Respiration ATP synthasesV-Type ATP synthase

 Z 0,02267 -0,7054133 archaeosine tRNA-ribosyltransferase (EC 2.4.2.-) PUA domainRNA Metabolism RNA processing and modificationtRNA modification Archaea

 POC 0,022738 0,7051704 Acetyl-coenzyme A synthetase (EC 6.2.1.1)Amino Acids and DerivativesBranched-chain amino acidsKetoisovalerate oxidoreductase

 TN 0,022738 0,7051704 Betaine aldehyde dehydrogenase (EC 1.2.1.8)Miscellaneous Plant-Prokaryote DOE projectNiacin-Choline transport and metabolism

 Chla 0,022738 -0,7051704 Branched-chain alpha-keto acid dehydrogenase, E1 component, beta subunit (EC 1.2.4.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 PO4 0,022738 0,7051704 Serine--pyruvate aminotransferase (EC 2.6.1.51)Carbohydrates One-carbon MetabolismSerine-glyoxylate cycle

 POC 0,022738 0,7051704 TRAP-type C4-dicarboxylate transport system, periplasmic componentClustering-based subsystemsTricarboxylate transporterCBSS-49338.1.peg.459

 Si 0,02287 0,7046939 Galactonate dehydratase (EC 4.2.1.6)Carbohydrates MonosaccharidesD-galactonate catabolism

 NO2.NO3 0,02287 -0,7046939 Glucose-methanol-choline (GMC) oxidoreductase:NAD binding siteRespiration Electron donating reactionsRespiratory dehydrogenases 1

 TotalBacteria 0,02287 -0,7046939 Putative stomatin/prohibitin-family membrane protease subunit YbbKClustering-based subsystemsProbably Ybbk-related hypothetical membrane proteinsCBSS-316057.3.peg.659

 Si 0,02287 0,7046939 S-formylglutathione hydrolase (EC 3.1.2.12)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 NO2.NO3 0,02287 -0,7046939 Shwachman-Bodian-Diamond syndrome proteinClustering-based subsystemsProteasome related clustersProteasome subunit alpha archaeal cluster

 Si 0,02287 -0,7046939 Tol biopolymer transport system, TolR proteinMembrane Transport - Ton and Tol transport systems

 Salinity 0,02305 0,7040533 HflK protein Miscellaneous Plant-Prokaryote DOE projectScaffold proteins for [4Fe-4S] cluster assembly (MRP family)

 Salinity 0,023133 -0,7037573 tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase (EC 2.1.1.61)Miscellaneous Plant-Prokaryote DOE projectAt5g37530

 DOC 0,02327 0,7032724 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase (EC 4.6.1.12)Clustering-based subsystems- CBSS-211586.1.peg.3133

 PO4 0,02327 -0,7032724 Aspartate 1-decarboxylase (EC 4.1.1.11)Cofactors, Vitamins, Prosthetic Groups, PigmentsCoenzyme ACoenzyme A Biosynthesis

 DOC 0,02327 0,7032724 Cobalamin synthaseCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCobalamin synthesis

 DOC 0,02327 -0,7032724 L-seryl-tRNA(Sec) selenium transferase (EC 2.9.1.1)Protein Metabolism SelenoproteinsSelenocysteine metabolism

 PO4 0,02327 -0,7032724 Magnesium and cobalt efflux protein CorCClustering-based subsystems- CBSS-56780.10.peg.1536

 NO2.NO3 0,02327 0,7032724 Phosphate transport system permease protein PstA (TC 3.A.1.7.1)Phosphorus Metabolism - High affinity phosphate transporter and control of PHO regulon

 DOC 0,02327 0,7032724 Putative glutathione transporter, ATP-binding componentSulfur Metabolism Organic sulfur assimilationUtilization of glutathione as a sulphur source

 TN 0,02327 0,7032724 Queuosine Biosynthesis QueE Radical SAMMiscellaneous Plant-Prokaryote DOE projectExperimental-PTPS

 NO2.NO3 0,02327 -0,7032724 Succinate dehydrogenase hydrophobic membrane anchor proteinRespiration Electron donating reactionsSuccinate dehydrogenase

 POC 0,023408 -0,7027819 2-dehydro-3-deoxyglucarate aldolase (EC 4.1.2.20)Carbohydrates MonosaccharidesD-galactarate, D-glucarate and D-glycerate catabolism

 POC 0,023408 0,7027819 acyl-acyl carrier protein synthetase (EC 6.2.1.20)Virulence, Disease and Defense- C jejuni colonization of chick caeca

 POC 0,023408 0,7027819 ATP synthase B chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 POC 0,023408 -0,7027819 ATP-dependent RNA helicase VVA0939RNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 POC 0,023408 -0,7027819 Benzoate transport, extracellular ligand-binding receptorMetabolism of Aromatic Compounds- Benzoate transport and degradation cluster

 POC 0,023408 -0,7027819 carbon monoxide dehydrogenase operon C proteinClustering-based subsystems- CBSS-314269.3.peg.1840

 POC 0,023408 -0,7027819 Cytochrome c-type biogenesis protein DsbD, protein-disulfide reductase (EC 1.8.1.8)Protein Metabolism Protein foldingPeriplasmic disulfide interchange

 POC 0,023408 -0,7027819 Homolog of fucose/glucose/galactose permeasesCarbohydrates MonosaccharidesHexose Phosphate Uptake System

 POC 0,023408 -0,7027819 Intramembrane protease RasP/YluC, implicated in cell division based on FtsL cleavageClustering-based subsystemsIsoprenoid/cell wall biosynthesis: PREDICTED UNDECAPRENYL DIPHOSPHATE PHOSPHATASECBSS-83331.1.peg.3039



 POC 0,023408 -0,7027819 isobutyryl-CoA dehydrogenaseCarbohydrates One-carbon MetabolismSerine-glyoxylate cycle

 POC 0,023408 0,7027819 Phenylacetate-CoA oxygenase, PaaJ subunitMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 POC 0,023408 -0,7027819 PTS system, fructose-specific IIA component (EC 2.7.1.69)Carbohydrates - Sugar utilization in Thermotogales

 POC 0,023408 -0,7027819 Thiol peroxidase, Tpx-type (EC 1.11.1.15)Clustering-based subsystems- CBSS-257314.1.peg.752

 POC 0,023408 -0,7027819 TldD family protein, Beta/Gamma-proteobacterial subgroupProtein Metabolism Protein degradationPutative TldE-TldD proteolytic complex

 POC 0,023408 -0,7027819 UDP-glucose:(heptosyl) LPS alpha1,3-glucosyltransferase WaaG (EC 2.4.1.-)Cell Wall and Capsule Gram-Negative cell wall componentsLOS core oligosaccharide biosynthesis

 POC 0,023408 -0,7027819 Uracil permeaseNucleosides and NucleotidesPyrimidinesDe Novo Pyrimidine Synthesis

 POC 0,023408 -0,7027819 Valine--pyruvate aminotransferase (EC 2.6.1.66)Amino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 Salinity 0,023491 0,7024894 Carnitine racemase (EC 5.-.-.-)Fatty Acids, Lipids, and IsoprenoidsFatty acids Carnitine Metabolism in Microorganisms

 Salinity 0,023491 0,7024894 Carnitinyl-CoA dehydratase (EC 4.2.1.-)Fatty Acids, Lipids, and IsoprenoidsFatty acids Carnitine Metabolism in Microorganisms

 Z 0,023496 -0,702474 Alpha-1,2-mannosidaseCarbohydrates MonosaccharidesMannose Metabolism

 POC 0,023496 -0,702474 Aspartyl-tRNA(Asn) amidotransferase subunit A (EC 6.3.5.6)Miscellaneous Plant-Prokaryote DOE projectAt3g21300

 POC 0,023496 -0,702474 Glutamyl-tRNA(Gln) amidotransferase subunit A (EC 6.3.5.7)Miscellaneous Plant-Prokaryote DOE projectAt3g21300

 TotalProtists 0,023622 0,7020318 acyl-CoA synthetaseCell Wall and Capsule Cell wall of Mycobacteriamycolic acid synthesis

 TotalProtists 0,023622 0,7020318 Biosynthetic Aromatic amino acid aminotransferase beta (EC 2.6.1.57)Amino Acids and DerivativesAromatic amino acids and derivativesPhenylalanine and Tyrosine Branches from Chorismate

 TotalProtists 0,023622 0,7020318 Coenzyme F(420)H(2) dehydrogenase (methanophenazine) subunit FpoLRespiration Electron donating reactionsCoenzyme F420-H2 dehydrogenase (methanophenazine)

 TotalProtists 0,023622 0,7020318 Cyclomaltodextrin glucanotransferase (EC 2.4.1.19)Carbohydrates PolysaccharidesAlpha-Amylase locus in Streptocococcus

 TotalProtists 0,023622 0,7020318 SSU ribosomal protein S12p (S23e), chloroplastProtein Metabolism Protein biosynthesisRibosome SSU chloroplast

 TotalProtists 0,02367 0,7018634 Epi-inositol hydrolase (EC 3.7.1.-)Carbohydrates Sugar alcoholsInositol catabolism

 TotalProtists 0,02367 0,7018634 Naphthoate synthase (EC 4.1.3.36)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone and Phylloquinone Biosynthesis

 Salinity 0,023739 0,7016215 2-methylcitrate dehydratase FeS dependent (EC 4.2.1.79)Carbohydrates Organic acidsMethylcitrate cycle

 Z 0,023754 -0,7015684 3-polyprenyl-4-hydroxybenzoate carboxy-lyase (EC 4.1.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone Biosynthesis via Futalosine -- gjo

 TotalProtists 0,023754 -0,7015684 ATP-dependent hsl protease ATP-binding subunit HslUProtein Metabolism Protein degradationProteasome bacterial

 POC 0,023854 -0,7012195 Septum site-determining protein MinDCell Division and Cell Cycle - Bacterial Cytoskeleton

 Salinity 0,024012 0,7006707 Phosphoribosylglycinamide formyltransferase 2 (EC 2.1.2.-)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 Chla 0,024019 0,700649 2-keto-3-deoxy-D-arabino-heptulosonate-7-phosphate synthase II PhzC (EC 2.5.1.54)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 NO2.NO3 0,024019 0,700649 ABC transporter, periplasmic spermidine putrescine-binding protein PotD (TC 3.A.1.11.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesPolyamine Metabolism

 TotalBacteria 0,024019 -0,700649 ABC-type tungstate transport system, periplasmic binding proteinMembrane Transport ABC transportersABC transporter tungstate (TC 3.A.1.6.2)

 TotalBacteria 0,024019 -0,700649 Alkylated DNA repair protein AlkBDNA Metabolism DNA repair DNA repair, bacterial

 TotalBacteria 0,024019 -0,700649 Allophanate hydrolase (EC 3.5.1.54)Amino Acids and DerivativesArginine; urea cycle, polyaminesUrea carboxylase and Allophanate hydrolase cluster

 TotalBacteria 0,024019 -0,700649 BarA sensory histidine kinase (= VarS = GacS)Membrane Transport Protein secretion system, Type IIIType III secretion system orphans

 TotalBacteria 0,024019 -0,700649 BatE Clustering-based subsystems- Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

 TotalBacteria 0,024019 -0,700649 Benzoate transport proteinMetabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsBenzoate degradation

 DOC 0,024019 0,700649 Capsular polysaccharide export system periplasmic protein KpsDCell Wall and Capsule Capsular and extracellular polysacchridesCapsular Polysaccharide (CPS) of Campylobacter

 TotalBacteria 0,024019 -0,700649 Capsular polysaccharide synthesis enzyme CpsA, sugar transferaseCell Wall and Capsule Capsular and extracellular polysacchridesExopolysaccharide Biosynthesis

 DOC 0,024019 -0,700649 Cell division protein ZipACell Division and Cell Cycle - Bacterial Cytoskeleton

 NO2.NO3 0,024019 -0,700649 Cell division protein ZipACell Division and Cell Cycle - Bacterial Cytoskeleton

 DOC 0,024019 0,700649 conserved protein with predicted RNA binding PUA domainMiscellaneous Plant-Prokaryote DOE projectDOE COG2016

 TotalBacteria 0,024019 -0,700649 DamX, an inner membrane protein involved in bile resistanceClustering-based subsystems- Shikimate kinase containing cluster

 Chla 0,024019 0,700649 D-galactonate transporterCarbohydrates MonosaccharidesD-galactonate catabolism

 TotalBacteria 0,024019 -0,700649 diguanylate cyclase/phosphodiesterase (GGDEF & EAL domains) with PAS/PAC sensor(s)Stress Response - Bacterial hemoglobins

 PO4 0,024019 0,700649 Dihydroneopterin aldolase (EC 4.1.2.25)Clustering-based subsystems- CBSS-235.1.peg.567

 Si 0,024019 0,700649 Dihydroneopterin aldolase (EC 4.1.2.25)Clustering-based subsystems- CBSS-235.1.peg.567

 DOC 0,024019 0,700649 DNA helicase, phage-associatedPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage replication

 PO4 0,024019 0,700649 DNA recombination and repair protein RecFClustering-based subsystems- DNA replication cluster 1

 Si 0,024019 0,700649 DNA recombination and repair protein RecFClustering-based subsystems- DNA replication cluster 1

 Chla 0,024019 0,700649 DNA topoisomerase, phage-associatedPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage replication



 PO4 0,024019 -0,700649 DnaJ-class molecular chaperone CbpAProtein Metabolism Protein foldingProtein chaperones

 TotalBacteria 0,024019 0,700649 Endonuclease VIIIClustering-based subsystems- EC699-706

 DOC 0,024019 0,700649 Error-prone repair protein UmuDDNA Metabolism DNA repair DNA repair, bacterial UmuCD system

 DOC 0,024019 0,700649 Erythritol phosphate dehydrogenase EryBCarbohydrates Sugar alcoholsErythritol utilization

 DOC 0,024019 0,700649 FIG001590: Putative conserved exported protein precursorClustering-based subsystems- CBSS-87626.3.peg.3639

 Chla 0,024019 0,700649 FIG022199: FAD-binding proteinFatty Acids, Lipids, and IsoprenoidsFatty acids Phospholipid and Fatty acid biosynthesis related cluster

 DOC 0,024019 0,700649 FKBP-type peptidyl-prolyl cis-trans isomerase FkpA precursor (EC 5.2.1.8)Potassium metabolism - Potassium homeostasis

 TotalBacteria 0,024019 -0,700649 Flagellar motor rotation protein MotAMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellar motility

 DOC 0,024019 0,700649 Flagellar motor switch protein FliMMotility and Chemotaxis - Bacterial Chemotaxis

 DOC 0,024019 0,700649 High-affinity branched-chain amino acid transport system permease protein LivH (TC 3.A.1.4.1)Membrane Transport ABC transportersABC transporter branched-chain amino acid (TC 3.A.1.4.1)

 Chla 0,024019 0,700649 Hydrogenase-4 transcriptional activatorRespiration - Formate hydrogenase

 Chla 0,024019 0,700649 Lipid A biosynthesis (KDO) 2-(lauroyl)-lipid IVA acyltransferase (EC 2.3.1.-)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 Chla 0,024019 0,700649 LSU ribosomal protein L2p (L8e), chloroplastProtein Metabolism Protein biosynthesisRibosome LSU chloroplast

 DOC 0,024019 0,700649 Membrane protein containing HD superfamily hydrolase domain, YQFF orthologClustering-based subsystems- CBSS-56780.10.peg.1536

 DOC 0,024019 0,700649 Methyl-directed repair DNA adenine methylase (EC 2.1.1.72)Clustering-based subsystems- Shikimate kinase containing cluster

 DOC 0,024019 0,700649 Negative transcriptional regulatorRegulation and Cell signalingRegulation of virulenceStreptococcus pyogenes virulence regulators

 DOC 0,024019 0,700649 N-methylhydantoinase (ATP-hydrolyzing) (EC 3.5.2.14)Amino Acids and Derivatives- Creatine and Creatinine Degradation

 Chla 0,024019 0,700649 Phenazine biosynthesis protein PhzCSecondary Metabolism Bacterial cytostatics, differentiation factors and antibioticsPhenazine biosynthesis

 DOC 0,024019 0,700649 Phenylacetaldehyde dehydrogenase (EC 1.2.1.39)Metabolism of Aromatic Compounds- Aromatic Amin Catabolism

 TotalBacteria 0,024019 -0,700649 Phosphatase, Ppx/GppA familyPhosphorus Metabolism - Phosphate metabolism

 TotalBacteria 0,024019 0,700649 Phosphate:acyl-ACP acyltransferase PlsXClustering-based subsystemsFatty acid metabolic clusterCOG1399

 DOC 0,024019 0,700649 Phytoene/squalene synthetase-like proteinMiscellaneous Plant-Prokaryote DOE projectAt2g23840

 DOC 0,024019 0,700649 Probable VANILLIN dehydrogenase oxidoreductase protein (EC 1.-.-.-)Metabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsPhenylpropanoid compound degradation

 TotalBacteria 0,024019 -0,700649 Protein of avirulence locus ImpEClustering-based subsystems- USS-DB-7

 DOC 0,024019 0,700649 Putative glutathione transporter, permease componentSulfur Metabolism Organic sulfur assimilationUtilization of glutathione as a sulphur source

 DOC 0,024019 0,700649 Putative NADP-dependent oxidoreductase PA1648Respiration - Quinone oxidoreductase family

 DOC 0,024019 0,700649 Putative oxidoreductase in putrescine utilization clusterAmino Acids and DerivativesArginine; urea cycle, polyaminesPutrescine utilization pathways

 DOC 0,024019 0,700649 Putative phosphatase YqaBDNA Metabolism DNA repair 2-phosphoglycolate salvage

 DOC 0,024019 0,700649 Putative sodium:solute symporter, similarity with yeast urea transporter DUR3Miscellaneous Plant-Prokaryote DOE projectAt5g38900

 PO4 0,024019 0,700649 RecD-like DNA helicase Atu2026DNA Metabolism DNA repair DNA repair, bacterial RecBCD pathway

 Si 0,024019 0,700649 RecD-like DNA helicase Atu2026DNA Metabolism DNA repair DNA repair, bacterial RecBCD pathway

 DOC 0,024019 0,700649 Ribulokinase (EC 2.7.1.16)Carbohydrates MonosaccharidesL-Arabinose utilization

 DOC 0,024019 0,700649 RNA polymerase sigma-70 factorClustering-based subsystemsPutative asociate of RNA polymerase sigma-54 factor rpoNCBSS-316057.3.peg.1308

 PO4 0,024019 -0,700649 Sarcosine oxidase gamma subunit (EC 1.5.3.1)Clustering-based subsystemsMethylamine utilizationGlutamate-mediated methylamine utilization pathway

 DOC 0,024019 0,700649 Similar to ribosomal large subunit pseudouridine synthase AProtein Metabolism Protein biosynthesisRibosome biogenesis bacterial

 TotalBacteria 0,024019 -0,700649 Structure-specific tRNA-binding proteinProtein Metabolism Protein biosynthesistRNA aminoacylation, Met

 TotalBacteria 0,024019 -0,700649 Structure-specific tRNA-binding protein trbp111Protein Metabolism Protein biosynthesistRNA aminoacylation, Met

 DOC 0,024019 0,700649 TonB-dependent receptorIron acquisition and metabolism- Iron acquisition in Vibrio

 Chla 0,024019 0,700649 TPR repeat containing exported proteinMembrane Transport - Ton and Tol transport systems

 Chla 0,024019 0,700649 Transport ATP-binding protein CydCRespiration Electron accepting reactionsTerminal cytochrome d ubiquinol oxidases

 TotalBacteria 0,024019 -0,700649 Uncharacterized ABC transporter, permease component YrbECell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 Chla 0,024019 0,700649 Uronate isomerase, family BH0493 (EC 5.3.1.12)Carbohydrates MonosaccharidesD-Galacturonate and D-Glucuronate Utilization

 DOC 0,024019 0,700649 Xanthosine/inosine triphosphate pyrophosphataseStress Response Heat shock Heat shock dnaK gene cluster extended

 POC 0,024104 -0,7003543 Glutathione-regulated potassium-efflux system ATP-binding proteinPotassium metabolism - Glutathione-regulated potassium-efflux system and associated functions

 POC 0,024104 -0,7003543 Phenylacetic acid degradation protein PaaN, ring-opening aldehyde dehydrogenase (EC 1.2.1.3)Metabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 POC 0,024104 -0,7003543 RNA polymerase sigma-H factor AlgTCell Wall and Capsule Capsular and extracellular polysacchridesAlginate metabolism

 DOC 0,024107 0,700342 Cell division protein FtsACell Division and Cell Cycle - Bacterial Cytoskeleton



 DOC 0,024107 -0,700342 Pseudaminic acid synthase (EC 4.1.3.-)Cell Wall and Capsule Capsular and extracellular polysacchridesPseudaminic Acid Biosynthesis

 NO2.NO3 0,024195 -0,7212121 Adenine deaminase (EC 3.5.4.2)Nucleosides and NucleotidesPurines Purine conversions

 TN 0,024195 -0,7212121 Cysteine synthase B (EC 2.5.1.47)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 Chla 0,024195 0,7212121 Excinuclease ABC subunit BDNA Metabolism DNA repair DNA repair, UvrABC system

 DOC 0,024195 -0,7212121 NADH-ubiquinone oxidoreductase chain I (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 Si 0,024195 -0,7212121 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 Chla 0,024195 0,7212121 Ubiquinol--cytochrome c reductase, cytochrome B subunit (EC 1.10.2.2)Respiration Electron accepting reactionsUbiquinone Menaquinone-cytochrome c reductase complexes

 POC 0,024471 0,6990914 2-oxoglutarate dehydrogenase E1 component (EC 1.2.4.2)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 Chla 0,024471 -0,6990914 3'-to-5' exoribonuclease RNase RRNA Metabolism RNA processing and modificationRNA processing and degradation, bacterial

 NO2.NO3 0,024471 -0,6990914 Alkyl hydroperoxide reductase subunit C-like proteinStress Response Oxidative stressOxidative stress

 NO2.NO3 0,024471 0,6990914 Glucosamine--fructose-6-phosphate aminotransferase [isomerizing] (EC 2.6.1.16)Cell Wall and Capsule - UDP-N-acetylmuramate from Fructose-6-phosphate Biosynthesis

 Z 0,024625 -0,6985646 Predicted transcriptional regulator LiuR of leucine degradation pathway, MerR familyAmino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Salinity 0,024844 -0,6978227 Beta-galactosidase (EC 3.2.1.23)Carbohydrates - Sugar utilization in Thermotogales

 Salinity 0,024844 0,6978227 Trk system potassium uptake protein TrkAClustering-based subsystems- Bacterial RNA-metabolizing Zn-dependent hydrolases

 Chla 0,025253 -0,6964445 Cell division protein MraZCell Division and Cell Cycle - Bacterial Cytoskeleton

 TotalBacteria 0,025253 0,6964445 Iron-sulfur cluster regulator IscRAmino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 PO4 0,025253 0,6964445 NusA protein homolog 2, archaealRNA Metabolism TranscriptionTranscription elongation factors, archaeal

 Si 0,025253 0,6964445 Spermidine Putrescine ABC transporter permease component PotB (TC 3.A.1.11.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesPolyamine Metabolism

 Si 0,025253 0,6964445 Transcriptional regulator containing an amidase domain and an AraC-type DNA-binding HTH domainClustering-based subsystemsMethylamine utilizationCBSS-265072.7.peg.546

 TotalProtists 0,025288 0,6963281 Photosystem II CP47 protein (PsbB)Photosynthesis Electron transport and photophosphorylationPhotosystem II

 POC 0,025512 -0,6955811 LSU ribosomal protein L23e (L14p)Protein Metabolism Protein biosynthesisRibosome LSU eukaryotic and archaeal

 POC 0,025512 -0,6955811 Menaquinone via futalosine step 3Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone Biosynthesis via Futalosine -- gjo

 POC 0,025512 -0,6955811 Pantoate kinase, archaeal (EC 2.7.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsCoenzyme ACoenzyme A Biosynthesis

 POC 0,025512 -0,6955811 Phage prohead core proteinPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage capsid proteins

 Z 0,025512 -0,6955811 Queuosine Biosynthesis QueC ATPaseCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 Z 0,025562 -0,6954142 DNA polymerase III subunits gamma and tau (EC 2.7.7.7)DNA Metabolism DNA replicationDNA-replication

 Z 0,025562 0,6954142 Fumarylacetoacetase (EC 3.7.1.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesPterin carbinolamine dehydratase

 Z 0,025562 0,6954142 Segregation and condensation protein ACell Division and Cell Cycle - Two cell division clusters relating to chromosome partitioning

 POC 0,025562 -0,6954142 Sulfite reduction-associated complex DsrMKJOP protein DsrK (=HmeD)Sulfur Metabolism - Sulfate reduction-associated complexes

 Salinity 0,025589 -0,6953257 Penicillin-binding protein 2 (PBP-2)Cell Wall and Capsule - Peptidoglycan Biosynthesis

 Z 0,02565 -0,695122 Glutamine synthetase type II, eukaryotic (EC 6.3.1.2)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine synthetases

 Z 0,02565 -0,695122 Isoleucyl-tRNA synthetase (EC 6.1.1.5)Clustering-based subsystemsCell DivisionCell Division Cluster

 NO2.NO3 0,025964 -0,694089 Alpha-galactosidase (EC 3.2.1.22)Carbohydrates - Sugar utilization in Thermotogales

 Chla 0,025964 -0,694089 Dihydroorotate dehydrogenase (EC 1.3.3.1)Clustering-based subsystemsHypothetical Related to Dihydroorate DehydrogenaseHypothetical Related to Dihydroorotate dehydrogenase

 Salinity 0,026008 -0,6939443 Iojap protein Clustering-based subsystems- CBSS-316279.3.peg.746

 Salinity 0,026008 -0,6939443 Protein gp47, recombination-related [Bacteriophage A118]Phages, Prophages, Transposable elements, PlasmidsPhages, ProphagesListeria phi-A118-like prophages

 Salinity 0,026008 -0,6939443 Type III restriction-modification system methylation subunit (EC 2.1.1.72)DNA Metabolism - Restriction-Modification System

 POC 0,026031 -0,6938696 6-phosphogluconate dehydrogenase, decarboxylating (EC 1.1.1.44)Carbohydrates - Sugar utilization in Thermotogales

 POC 0,026031 -0,6938696 carbon monoxide dehydrogenase D proteinClustering-based subsystems- CBSS-314269.3.peg.1840

 Z 0,026031 -0,6938696 Chromate transport protein ChrAVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsResistance to chromium compounds

 POC 0,026031 0,6938696 Inner membrane protein YrbG, predicted calcium/sodium:proton antiporterCell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 Z 0,026031 -0,6938696 V-type ATP synthase subunit C (EC 3.6.3.14)Respiration ATP synthasesV-Type ATP synthase

 POC 0,026031 -0,6938696 Xanthine dehydrogenase iron-sulfur subunit (EC 1.17.1.4)Clustering-based subsystemsClustering-based subsystemsPutative diaminopropionate ammonia-lyase cluster

 PO4 0,026153 -0,6934701 Alanine racemase, catabolic (EC 5.1.1.1)Amino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 DOC 0,026153 0,6934701 Capsular polysaccharide synthesis enzyme CpsD, exopolysaccharide synthesisCell Wall and Capsule Capsular and extracellular polysacchridesExopolysaccharide Biosynthesis

 NO2.NO3 0,026153 -0,6934701 COG2106 MethylaseRNA Metabolism RNA processing and modificationrRNA modification Archaea

 NO2.NO3 0,026153 -0,6934701 Exodeoxyribonuclease III (EC 3.1.11.2)DNA Metabolism DNA repair DNA repair, bacterial



 PO4 0,026153 0,6934701 Ferritin-like protein 2Miscellaneous Plant-Prokaryote DOE projectIron-sulfur cluster assembly

 DOC 0,026153 0,6934701 Formaldehyde dehydrogenase MscR, NAD/mycothiol-dependent (EC 1.2.1.66)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 DOC 0,026153 0,6934701 Formate hydrogenlyase transcriptional activatorRespiration - Formate hydrogenase

 DOC 0,026153 0,6934701 Fructose ABC transporter, ATP-binding component FrcACarbohydrates MonosaccharidesFructose utilization

 Chla 0,026153 -0,6934701 Glutaredoxin-related proteinStress Response Oxidative stressGlutaredoxins

 TotalBacteria 0,026153 0,6934701 Hexuronate transporterCarbohydrates MonosaccharidesD-Galacturonate and D-Glucuronate Utilization

 Chla 0,026153 -0,6934701 IncF plasmid conjugative transfer protein TraNClustering-based subsystems- Conjugative transfer related cluster

 NO2.NO3 0,026153 0,6934701 L-2-keto-3-deoxyarabonate dehydratase (EC 4.2.1.43)Carbohydrates MonosaccharidesL-Arabinose utilization

 Chla 0,026153 -0,6934701 Lipid carrier : UDP-N-acetylgalactosaminyltransferase (EC 2.4.1.-)Clustering-based subsystems- CBSS-296591.1.peg.2330

 Si 0,026153 0,6934701 LSU ribosomal protein L17e (L22p)Protein Metabolism Protein biosynthesisRibosome LSU eukaryotic and archaeal

 Chla 0,026153 -0,6934701 Membrane-bound lytic murein transglycosylase A precursor (EC 3.2.1.-)Cell Wall and Capsule - Murein Hydrolases

 DOC 0,026153 0,6934701 Methionine ABC transporter substrate-binding proteinAmino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 TN 0,026153 0,6934701 Periplasmic aromatic aldehyde oxidoreductase, molybdenum binding subunit YagRCofactors, Vitamins, Prosthetic Groups, Pigments- Molybdopterin cytosine dinucleotide

 DOC 0,026153 0,6934701 Phosphoribosylglycinamide formyltransferase (EC 2.1.2.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterines5-FCL-like protein

 Chla 0,026153 0,6934701 Predicted cobalt transporter CbtACofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 DOC 0,026153 0,6934701 Predicted mannose transporter, GGP familyCarbohydrates MonosaccharidesMannose Metabolism

 Chla 0,026153 0,6934701 proteasome regulatory subunit Rpt2Protein Metabolism Protein degradationProteasome eukaryotic

 Chla 0,026153 -0,6934701 Protein ImpG/VasAClustering-based subsystems- USS-DB-7

 DOC 0,026153 0,6934701 Protein YidD Clustering-based subsystems- RNA modification cluster

 TotalBacteria 0,026153 -0,6934701 Pyrimidine-nucleoside phosphorylase (EC 2.4.2.2)Carbohydrates MonosaccharidesDeoxyribose and Deoxynucleoside Catabolism

 PO4 0,026153 -0,6934701 Ribonucleotide reductase of class Ib (aerobic), alpha subunit (EC 1.17.4.1)Nucleosides and Nucleotides- Ribonucleotide reduction

 Chla 0,026153 0,6934701 Sulfite reductase beta subunit (EC 1.8.99.1)Respiration Electron accepting reactionsAnaerobic respiratory reductases

 DOC 0,026153 0,6934701 Sulfur oxidation protein SoxXSulfur Metabolism - Sulfur oxidation

 Si 0,026203 -0,6933037 AmpG permeaseCell Wall and Capsule - Recycling of Peptidoglycan Amino Acids

 Chla 0,026203 -0,6933037 Crotonyl-CoA carboxylase/reductase, ethylmalonyl-CoA producingCarbohydrates Central carbohydrate metabolismEthylmalonyl-CoA pathway of C2 assimilation

 TN 0,026203 -0,6933037 Cysteine desulfurase (EC 2.8.1.7), SufS subfamilyAmino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 NO2.NO3 0,026203 -0,6933037 Cysteine desulfurase (EC 2.8.1.7), SufS subfamilyAmino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 TotalProtists 0,026203 -0,6933037 Cytochrome c oxidase polypeptide I (EC 1.9.3.1)Respiration Electron accepting reactionsTerminal cytochrome C oxidases

 Si 0,026203 0,6933037 Electron transport complex protein RnfARespiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 NO2.NO3 0,026203 0,6933037 Tryptophan synthase beta chain like (EC 4.2.1.20)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 POC 0,026276 -0,6930659 4-hydroxythreonine-4-phosphate dehydrogenase (EC 1.1.1.262)Clustering-based subsystems- EC49-61

 POC 0,026276 -0,6930659 Succinate dehydrogenase cytochrome b-556 subunitRespiration Electron donating reactionsSuccinate dehydrogenase

 POC 0,026293 0,6930123 Excinuclease ABC subunit ADNA Metabolism DNA repair DNA repair, UvrABC system

 NO2.NO3 0,026293 -0,6930123 Imidazole glycerol phosphate synthase cyclase subunit (EC 4.1.3.-)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 Z 0,026293 0,6930123 Peptide chain release factor 1Clustering-based subsystems- LMPTP YwlE cluster

 PO4 0,026293 -0,6930123 Succinyl-CoA ligase [ADP-forming] beta chain (EC 6.2.1.5)Carbohydrates Central carbohydrate metabolismTCA Cycle

 TotalProtists 0,026671 0,6917858 ABC transporter ATP-binding protein YvcRVirulence, Disease and DefenseBacteriocins, ribosomally synthesized antibacterial peptidesBacitracin Stress Response

 TotalProtists 0,026671 0,6917858 Gluconate permeaseCarbohydrates MonosaccharidesD-gluconate and ketogluconates metabolism

 TotalProtists 0,026671 0,6917858 Glutathione S-transferase, zeta (EC 2.5.1.18)Stress Response Oxidative stressGlutathione: Non-redox reactions

 TotalProtists 0,026671 0,6917858 Inositol oxygenase (EC 1.13.99.1)Carbohydrates Sugar alcoholsInositol catabolism

 TotalProtists 0,026671 0,6917858 Maltose O-acetyltransferase (EC 2.3.1.79)Carbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization

 TotalProtists 0,026671 0,6917858 Outer membrane receptor for ferric coprogen and ferric-rhodotorulic acidMembrane Transport - Ton and Tol transport systems

 TotalProtists 0,026671 0,6917858 Probable poly(beta-D-mannuronate) O-acetylase (EC 2.3.1.-)Cell Wall and Capsule Capsular and extracellular polysacchridesAlginate metabolism

 TotalProtists 0,026671 0,6917858 Protein YaiI Clustering-based subsystems- CBSS-562.2.peg.5158 SK3 including

 TotalProtists 0,026671 0,6917858 Similar to coproporphyrinogen III oxidase, oxygen-independent (EC 1.3.99.22)Clustering-based subsystems- CBSS-630.2.peg.3360

 TotalProtists 0,026671 0,6917858 Soluble lytic murein transglycosylase and related regulatory proteins (some contain LysM/invasin domains)Miscellaneous Plant-Prokaryote DOE projectCOG0451

 TotalProtists 0,026671 0,6917858 SSU ribosomal protein S8p (S15Ae), chloroplastProtein Metabolism Protein biosynthesisRibosome SSU chloroplast



 NO2.NO3 0,026678 -0,6917638 Aminotransferase involved in DMSP breakdownSulfur Metabolism Organic sulfur assimilationDMSP breakdown

 TN 0,026678 -0,6917638 Benzoate 1,2-dioxygenase alpha subunit (EC 1.14.12.10)Metabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsBenzoate degradation

 TN 0,026678 0,6917638 Crossover junction endodeoxyribonuclease RuvC (EC 3.1.22.4)DNA Metabolism DNA recombinationRuvABC plus a hypothetical

 PO4 0,026678 0,6917638 Crossover junction endodeoxyribonuclease RuvC (EC 3.1.22.4)DNA Metabolism DNA recombinationRuvABC plus a hypothetical

 DOC 0,026678 0,6917638 DNA primase large subunit (EC 2.7.7.-)DNA Metabolism DNA replicationDNA replication, archaeal

 Si 0,026678 0,6917638 DNA-directed RNA polymerase subunit A'' (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase archaeal

 TotalBacteria 0,026678 -0,6917638 Glucose ABC transport system, periplasmic sugar-binding proteinCarbohydrates Central carbohydrate metabolismPeripheral Glucose Catabolism Pathways

 Chla 0,026678 0,6917638 Glucose-methanol-choline (GMC) oxidoreductase:NAD binding siteRespiration Electron donating reactionsRespiratory dehydrogenases 1

 PO4 0,026678 -0,6917638 Putrescine transport system permease protein PotI (TC 3.A.1.11.2)Amino Acids and DerivativesArginine; urea cycle, polyaminesPolyamine Metabolism

 POC 0,026693 -0,6917159 Malonate transporter, MadM subunitCarbohydrates Organic acidsMalonate decarboxylase

 TotalProtists 0,02723 -0,6899978 tRNA (guanine46-N7-)-methyltransferase (EC 2.1.1.33)Miscellaneous Plant-Prokaryote DOE projectYggW

 Chla 0,02735 -0,6896166 Acetoacetyl-CoA reductase (EC 1.1.1.36)Carbohydrates FermentationAcetyl-CoA fermentation to Butyrate

 NO2.NO3 0,02735 -0,6896166 Acetoin dehydrogenase E1 component alpha-subunit (EC 1.2.4.-)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 TN 0,02735 -0,6896166 Cobalt-precorrin-6 synthase, anaerobicCofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCobalamin synthesis

 TN 0,02735 0,6896166 Glutamate N-acetyltransferase (EC 2.3.1.35)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 NO2.NO3 0,02735 -0,6896166 Protein RtcB RNA Metabolism RNA processing and modificationRNA 3'-terminal phosphate cyclase

 NO2.NO3 0,02735 0,6896166 Response regulator of zinc sigma-54-dependent two-component systemVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsZinc resistance

 DOC 0,02735 0,6896166 Spermidine Putrescine ABC transporter permease component PotB (TC 3.A.1.11.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesPolyamine Metabolism

 PO4 0,02735 0,6896166 Two-component system response regulator QseBRegulation and Cell signaling- Orphan regulatory proteins

 TN 0,02735 -0,6896166 Vanillate O-demethylase oxygenase subunit (EC 1.14.13.82)Metabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsPhenylpropanoid compound degradation

 TotalProtists 0,027405 0,689441 Inositol transport system ATP-binding proteinCarbohydrates Sugar alcoholsInositol catabolism

 Salinity 0,027431 0,6893588 Replication factor A (ssDNA-binding protein)DNA Metabolism DNA replicationDNA replication, archaeal

 Salinity 0,027446 0,6893123 Homogentisate 1,2-dioxygenase (EC 1.13.11.5)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesPterin carbinolamine dehydratase

 Salinity 0,027446 -0,6893123 Pyruvate dehydrogenase E1 component beta subunit (EC 1.2.4.1)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 Salinity 0,027446 0,6893123 SSU ribosomal protein S11p (S14e)Protein Metabolism Protein biosynthesisRibosome SSU bacterial

 POC 0,027463 -0,6892601 Glycerol-3-phosphate ABC transporter, permease protein UgpE (TC 3.A.1.1.3)Carbohydrates - Sugar utilization in Thermotogales

 Z 0,027463 -0,6892601 Guanosine-3',5'-bis(diphosphate) 3'-pyrophosphohydrolase (EC 3.1.7.2)Clustering-based subsystemsProbably GTP or GMP signaling relatedCBSS-176299.4.peg.1292

 DOC 0,027514 -0,7090909 Acetate permease ActP (cation/acetate symporter)Carbohydrates Central carbohydrate metabolismPyruvate metabolism II: acetyl-CoA, acetogenesis from pyruvate

 Chla 0,027514 0,7090909 ATP-dependent Clp protease, ATP-binding subunit ClpCProtein Metabolism Protein degradationProteolysis in bacteria, ATP-dependent

 DOC 0,027514 -0,7090909 Glycine dehydrogenase [decarboxylating] (glycine cleavage system P protein) (EC 1.4.4.2)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 Chla 0,027514 0,7090909 LSU ribosomal protein L10p (P0)Clustering-based subsystems- LSU ribosomal proteins cluster

 Si 0,027514 -0,7090909 MoxR-like ATPase in aerotolerance operonClustering-based subsystems- Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

 Si 0,027514 -0,7090909 Transketolase (EC 2.2.1.1)Carbohydrates - Sugar utilization in Thermotogales

 NO2.NO3 0,027514 -0,7090909 Xylonate dehydratase (EC 4.2.1.82)Carbohydrates MonosaccharidesXylose utilization

 Salinity 0,02752 -0,6890776 DNA-directed RNA polymerase subunit H (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase archaeal

 Z 0,027537 -0,6890244 GTP-binding protein TypA/BipAProtein Metabolism Protein biosynthesisUniversal GTPases

 Salinity 0,027553 -0,6889757 Xaa-Pro aminopeptidase (EC 3.4.11.9)Clustering-based subsystems- CBSS-87626.3.peg.3639

 TotalBacteria 0,027916 -0,6878359 GMP reductase (EC 1.7.1.7)Nucleosides and NucleotidesPurines Purine conversions

 NO2.NO3 0,027916 -0,6878359 Vanillate O-demethylase oxidoreductase (EC 1.14.13.-)Metabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsPhenylpropanoid compound degradation

 POC 0,02806 -0,6873848 2-methylaconitate racemaseCarbohydrates Organic acids2-methylcitrate to 2-methylaconitate metabolism cluster

 POC 0,02806 -0,6873848 DNA polymerase IV (EC 2.7.7.7)DNA Metabolism DNA repair DNA repair, bacterial

 POC 0,02806 -0,6873848 TRAP-type C4-dicarboxylate transport system, possibly of alkanesulfonates, large permease componentMiscellaneous Plant-Prokaryote DOE projectAt4g17370

 POC 0,02806 -0,6873848 Uronate isomerase (EC 5.3.1.12)Carbohydrates - Sugar utilization in Thermotogales

 TotalProtists 0,028115 0,6872146 4-hydroxybenzoyl-CoA thioesterase family active siteMembrane Transport - Ton and Tol transport systems

 TotalProtists 0,028115 -0,6872146 Possible hypoxanthine oxidase XdhD (EC 1.-.-.-)Clustering-based subsystemsClustering-based subsystemsPutative diaminopropionate ammonia-lyase cluster

 TotalProtists 0,028115 -0,6872146 Replication factor A (ssDNA-binding protein)DNA Metabolism DNA replicationDNA replication, archaeal

 TotalProtists 0,028205 0,6869343 Alpha-amylase (EC 3.2.1.1)Carbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization



 DOC 0,028206 0,6869333 Excinuclease ABC subunit A paralog in greater Bacteroides groupDNA Metabolism DNA repair DNA repair, UvrABC system

 Z 0,028206 -0,6869333 Sulfate adenylyltransferase, dissimilatory-type (EC 2.7.7.4)Sulfur Metabolism Inorganic sulfur assimilationInorganic Sulfur Assimilation

 Z 0,028251 -0,6867938 Maltose/maltodextrin transport ATP-binding protein MalK (EC 3.6.3.19)Carbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization

 POC 0,028251 -0,6867938 Sporulation initiation inhibitor protein SojCell Division and Cell Cycle - Bacterial Cytoskeleton

 Salinity 0,028364 -0,6864415 Adenine-specific methyltransferase (EC 2.1.1.72)Clustering-based subsystems- CBSS-257314.1.peg.752

 Salinity 0,028364 -0,6864415 Ribonuclease HI (EC 3.1.26.4)Clustering-based subsystems- CBSS-228410.1.peg.134

 Z 0,028515 -0,6859756 NADH-ubiquinone oxidoreductase chain C (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 POC 0,028693 -0,6854293 (S)-2-hydroxy-acid oxidase (EC 1.1.3.15)Carbohydrates Central carbohydrate metabolismGlycolate, glyoxylate interconversions

 POC 0,028693 -0,6854293 1-deoxy-D-xylulose 5-phosphate reductoisomerase (EC 1.1.1.267)Clustering-based subsystemsIsoprenoid/cell wall biosynthesis: PREDICTED UNDECAPRENYL DIPHOSPHATE PHOSPHATASECBSS-83331.1.peg.3039

 Z 0,028693 -0,6854293 Arsenical pump-driving ATPase (EC 3.6.3.16)Virulence, Disease and DefenseResistance to antibiotics and toxic compoundsArsenic resistance

 POC 0,028693 -0,6854293 BatB Clustering-based subsystems- Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

 POC 0,028693 -0,6854293 CDP-glycerol: N-acetyl-beta-D-mannosaminyl-1,4-N-acetyl-D-glucosaminyldiphosphoundecaprenyl glycerophosphotransferaseCell Wall and Capsule Gram-Positive cell wall componentsTeichoic and lipoteichoic acids biosynthesis

 Z 0,028693 -0,6854293 Cell division protein FtsBCell Division and Cell Cycle - Bacterial Cytoskeleton

 Z 0,028693 -0,6854293 DNA methyl transferase, phage-associatedPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage DNA synthesis

 Z 0,028693 -0,6854293 DNA-directed RNA polymerase subunit D (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase archaeal

 POC 0,028693 -0,6854293 D-xylose proton-symporter XylECarbohydrates MonosaccharidesXylose utilization

 POC 0,028693 -0,6854293 Electron transport complex protein RnfDRespiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 POC 0,028693 -0,6854293 FIG003620: Proteophosphoglycan precursor (Fragment)Clustering-based subsystemsalpha-proteobacterial cluster of hypotheticalsCBSS-52598.3.peg.2843

 Z 0,028693 -0,6854293 Glutamine synthetase family protein in hypothetical Actinobacterial gene clusterAmino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 POC 0,028693 -0,6854293 Glutamine-dependent 2-keto-4-methylthiobutyrate transaminaseAmino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Salvage

 POC 0,028693 -0,6854293 Glycyl-tRNA synthetase (EC 6.1.1.14), mitochondrialProtein Metabolism Protein biosynthesistRNA aminoacylation, Gly

 POC 0,028693 -0,6854293 Hydroxypyruvate isomerase (EC 5.3.1.22)Carbohydrates Organic acidsGlycerate metabolism

 Z 0,028693 -0,6854293 LSU ribosomal protein L29p (L35e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 Z 0,028693 -0,6854293 Metal-dependent hydrolase YbeY, involved in rRNA and/or ribosome maturation and assemblyClustering-based subsystems- CBSS-56780.10.peg.1536

 POC 0,028693 -0,6854293 N-acetylmuramoyl-L-alanine amidase (EC 3.5.1.28) AmpDCell Wall and Capsule - Recycling of Peptidoglycan Amino Acids

 POC 0,028693 -0,6854293 NAD-dependent protein deacetylase of SIR2 familyCarbohydrates Central carbohydrate metabolismPyruvate metabolism II: acetyl-CoA, acetogenesis from pyruvate

 Z 0,028693 -0,6854293 Phage lysin Phages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage entry and exit

 POC 0,028693 -0,6854293 PlcB, ORFX, ORFP, ORFB, ORFA, ldh geneClustering-based subsystemsMethylamine utilizationCBSS-265072.7.peg.546

 POC 0,028693 -0,6854293 Polysaccharide export lipoprotein WzaCell Wall and Capsule Capsular and extracellular polysacchridesCapsular Polysaccharides Biosynthesis and Assembly

 POC 0,028693 -0,6854293 S-nitrosomycothiol reductase MscRStress Response Oxidative stressGlutathione analogs: mycothiol

 POC 0,028693 -0,6854293 Sodium/glycine symporter GlyPAmino Acids and DerivativesAlanine, serine, and glycineGlycine cleavage system

 Z 0,028693 -0,6854293 SSU ribosomal protein S26eProtein Metabolism Protein biosynthesisRibosome SSU eukaryotic and archaeal

 Z 0,028693 -0,6854293 Sulfite reductase alpha subunit (EC 1.8.99.1)Respiration Electron accepting reactionsAnaerobic respiratory reductases

 Z 0,028693 -0,6854293 thioredoxin SoxWSulfur Metabolism - Sulfur oxidation

 POC 0,028693 -0,6854293 Thiosulfate reductase cytochrome B subunitRespiration Electron accepting reactionsAnaerobic respiratory reductases

 POC 0,028693 -0,6854293 Transcription initiation factor IIH p90 subunitRNA Metabolism TranscriptionRNA polymerase II initiation factors

 POC 0,028693 -0,6854293 Transcriptional regulatory protein PhoPCell Wall and Capsule Gram-Negative cell wall componentsLipid A modifications

 POC 0,028693 -0,6854293 Translation elongation factor 1 beta subunitProtein Metabolism Protein biosynthesisTranslation elongation factors eukaryotic and archaeal

 POC 0,028693 -0,6854293 Tricarboxylate porin OpdHMembrane Transport - Tricarboxylate transport system

 Z 0,028693 0,6854293 UDP-N-acetylmuramoylalanine--D-glutamate ligase (EC 6.3.2.9)Cell Wall and Capsule - Peptidoglycan Biosynthesis

 POC 0,028693 -0,6854293 Uncharacterized protein COG3461Iron acquisition and metabolism- Encapsulating protein for DyP-type peroxidase and ferritin-like protein oligomers

 POC 0,028693 -0,6854293 Universal stress protein family COG0589Stress Response - Universal stress protein family

 POC 0,028693 -0,6854293 VgrG protein Clustering-based subsystems- USS-DB-7

 POC 0,028693 -0,6854293 Xylan oligosaccharide ABC transporter, ATP-binding protein 2Carbohydrates - Sugar utilization in Thermotogales

 TotalProtists 0,029061 0,6843064 NADH:ubiquinone oxidoreductase 17.2 kD subunitRespiration Electron donating reactionsRespiratory Complex I

 TotalProtists 0,029061 0,6843064 Phosphoribulokinase (EC 2.7.1.19) homolog, function unknownCarbohydrates CO2 fixationCalvin-Benson cycle

 TN 0,029377 0,6833491 2,3-dihydroxybiphenyl 1,2-dioxygenaseMetabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsBiphenyl Degradation



 PO4 0,029377 -0,6833491 2-hydroxy-6-oxo-6-phenylhexa-2,4-dienoate hydrolase (EC 3.7.1.-)Metabolism of Aromatic Compounds- carbazol degradation cluster

 DOC 0,029377 -0,6833491 2-keto-3-deoxy-D-arabino-heptulosonate-7-phosphate synthase II PhzC (EC 2.5.1.54)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 NO2.NO3 0,029377 -0,6833491 2-keto-3-deoxy-D-arabino-heptulosonate-7-phosphate synthase II PhzC (EC 2.5.1.54)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 PO4 0,029377 -0,6833491 2-Oxobutyrate oxidase, putativeAmino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Degradation

 Chla 0,029377 -0,6833491 4-keto-6-deoxy-N-Acetyl-D-hexosaminyl-(Lipid carrier) aminotransferaseProtein Metabolism Protein processing and modificationN-linked Glycosylation in Bacteria

 PO4 0,029377 -0,6833491 5-methylthioribose kinase (EC 2.7.1.100)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Salvage

 TotalBacteria 0,029377 0,6833491 ABC transporter ATP-binding protein YvcRVirulence, Disease and DefenseBacteriocins, ribosomally synthesized antibacterial peptidesBacitracin Stress Response

 PO4 0,029377 0,6833491 ADP-L-glycero-D-manno-heptose-6-epimerase (EC 5.1.3.20)Cell Wall and Capsule Gram-Negative cell wall componentsLOS core oligosaccharide biosynthesis

 Si 0,029377 0,6833491 ADP-L-glycero-D-manno-heptose-6-epimerase (EC 5.1.3.20)Cell Wall and Capsule Gram-Negative cell wall componentsLOS core oligosaccharide biosynthesis

 TN 0,029377 0,6833491 Asp-X dipeptidaseProtein Metabolism Protein degradationProtein degradation

 Chla 0,029377 -0,6833491 ATP-dependent DNA ligase (EC 6.5.1.1) clustered with Ku protein, LigDDNA Metabolism DNA repair DNA Repair Base Excision

 PO4 0,029377 0,6833491 capsular polysaccharide biosynthesis proteinCell Wall and Capsule Capsular and extracellular polysacchridesRhamnose containing glycans

 Si 0,029377 0,6833491 capsular polysaccharide biosynthesis proteinCell Wall and Capsule Capsular and extracellular polysacchridesRhamnose containing glycans

 PO4 0,029377 0,6833491 Capsular polysaccharide synthesis enzyme Cap8GCell Wall and Capsule Capsular and extracellular polysacchridesSerotype determining Capsular polysaccharide biosynthesis in Staphylococcus

 Si 0,029377 0,6833491 Capsular polysaccharide synthesis enzyme Cap8GCell Wall and Capsule Capsular and extracellular polysacchridesSerotype determining Capsular polysaccharide biosynthesis in Staphylococcus

 DOC 0,029377 0,6833491 Carbamoyl-phosphate synthase large chain A (EC 6.3.5.5)Nucleosides and NucleotidesPyrimidinesDe Novo Pyrimidine Synthesis

 PO4 0,029377 0,6833491 CDP-6-deoxy-delta-3,4-glucoseen reductase-likeMiscellaneous Plant-Prokaryote DOE projectCOG0451

 Si 0,029377 0,6833491 CDP-6-deoxy-delta-3,4-glucoseen reductase-likeMiscellaneous Plant-Prokaryote DOE projectCOG0451

 Chla 0,029377 0,6833491 Cell division protein ZipACell Division and Cell Cycle - Bacterial Cytoskeleton

 DOC 0,029377 0,6833491 COG2110, Macro domain, possibly ADP-ribose binding moduleMiscellaneous Plant-Prokaryote DOE projectAt1g69340 At2g40600

 Chla 0,029377 -0,6833491 Cold shock protein CspBStress Response Cold shock Cold shock, CspA family of proteins

 TN 0,029377 0,6833491 Dethiobiotin synthetase (EC 6.3.3.3)Cofactors, Vitamins, Prosthetic Groups, PigmentsBiotin Biotin biosynthesis

 DOC 0,029377 -0,6833491 D-galactonate transporterCarbohydrates MonosaccharidesD-galactonate catabolism

 NO2.NO3 0,029377 -0,6833491 D-galactonate transporterCarbohydrates MonosaccharidesD-galactonate catabolism

 DOC 0,029377 0,6833491 Dihydrofolate synthase (EC 6.3.2.12)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesFolate Biosynthesis

 DOC 0,029377 0,6833491 DNA polymerase III epsilon subunit (EC 2.7.7.7)Clustering-based subsystems- CBSS-228410.1.peg.134

 DOC 0,029377 -0,6833491 DNA topoisomerase, phage-associatedPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage replication

 NO2.NO3 0,029377 -0,6833491 DNA topoisomerase, phage-associatedPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage replication

 TN 0,029377 -0,6833491 Endonuclease IV (EC 3.1.21.2)DNA Metabolism DNA repair DNA repair, bacterial

 TN 0,029377 -0,6833491 Feruloyl-CoA synthetaseMetabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsPhenylpropanoid compound degradation

 TotalBacteria 0,029377 -0,6833491 FIG004453: protein YceG likeClustering-based subsystems- CBSS-281090.3.peg.464

 PO4 0,029377 0,6833491 FIG004454: RNA binding proteinMiscellaneous Plant-Prokaryote DOE projectAt4g10620 At3g57180 At3g47450

 Si 0,029377 0,6833491 FIG004454: RNA binding proteinMiscellaneous Plant-Prokaryote DOE projectAt4g10620 At3g57180 At3g47450

 DOC 0,029377 -0,6833491 FIG022199: FAD-binding proteinFatty Acids, Lipids, and IsoprenoidsFatty acids Phospholipid and Fatty acid biosynthesis related cluster

 NO2.NO3 0,029377 -0,6833491 FIG022199: FAD-binding proteinFatty Acids, Lipids, and IsoprenoidsFatty acids Phospholipid and Fatty acid biosynthesis related cluster

 DOC 0,029377 0,6833491 Folylpolyglutamate synthase (EC 6.3.2.17)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesFolate Biosynthesis

 TN 0,029377 0,6833491 Glucarate dehydratase (EC 4.2.1.40)Carbohydrates MonosaccharidesD-galactarate, D-glucarate and D-glycerate catabolism

 TotalBacteria 0,029377 0,6833491 Gluconate permeaseCarbohydrates MonosaccharidesD-gluconate and ketogluconates metabolism

 TotalBacteria 0,029377 0,6833491 Glutathione S-transferase, zeta (EC 2.5.1.18)Stress Response Oxidative stressGlutathione: Non-redox reactions

 TN 0,029377 0,6833491 Glycine oxidase ThiO (EC 1.4.3.19)Cofactors, Vitamins, Prosthetic Groups, Pigments- Thiamin biosynthesis

 DOC 0,029377 0,6833491 HTH-type transcriptional regulator IlvYAmino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 PO4 0,029377 -0,6833491 Hydantoin racemase (EC 5.1.99.-)Nucleosides and Nucleotides- Hydantoin metabolism

 DOC 0,029377 -0,6833491 Hydrogenase-4 transcriptional activatorRespiration - Formate hydrogenase

 NO2.NO3 0,029377 -0,6833491 Hydrogenase-4 transcriptional activatorRespiration - Formate hydrogenase

 TotalBacteria 0,029377 -0,6833491 Inner membrane protein forms channel for type IV secretion of T-DNA complex, VirB8Membrane Transport Protein and nucleoprotein secretion system, Type IVpVir Plasmid of Campylobacter

 TotalBacteria 0,029377 0,6833491 Inositol oxygenase (EC 1.13.99.1)Carbohydrates Sugar alcoholsInositol catabolism

 Si 0,029377 -0,6833491 Iojap protein Clustering-based subsystems- CBSS-316279.3.peg.746



 TN 0,029377 0,6833491 Isoaspartyl aminopeptidase (EC 3.4.19.5)Protein Metabolism Protein degradationOmega peptidases (EC 3.4.19.-)

 PO4 0,029377 -0,6833491 Isohexenylglutaconyl-CoA hydrataseFatty Acids, Lipids, and IsoprenoidsIsoprenoidsAcyclic terpenes utilization

 PO4 0,029377 -0,6833491 Isopentenyl phosphate kinaseFatty Acids, Lipids, and IsoprenoidsIsoprenoidsArchaeal lipids

 PO4 0,029377 0,6833491 Light-independent protochlorophyllide reductase subunit N (EC 1.18.-.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesChlorophyll Biosynthesis

 Si 0,029377 0,6833491 Light-independent protochlorophyllide reductase subunit N (EC 1.18.-.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesChlorophyll Biosynthesis

 DOC 0,029377 -0,6833491 Lipid A biosynthesis (KDO) 2-(lauroyl)-lipid IVA acyltransferase (EC 2.3.1.-)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 NO2.NO3 0,029377 -0,6833491 Lipid A biosynthesis (KDO) 2-(lauroyl)-lipid IVA acyltransferase (EC 2.3.1.-)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 TotalBacteria 0,029377 -0,6833491 LSU m3Psi1915 methyltransferase RlmHMiscellaneous Plant-Prokaryote DOE projectIojap

 TN 0,029377 0,6833491 LSU ribosomal protein L25pProtein Metabolism Protein biosynthesisRibosome LSU bacterial

 DOC 0,029377 -0,6833491 LSU ribosomal protein L2p (L8e), chloroplastProtein Metabolism Protein biosynthesisRibosome LSU chloroplast

 NO2.NO3 0,029377 -0,6833491 LSU ribosomal protein L2p (L8e), chloroplastProtein Metabolism Protein biosynthesisRibosome LSU chloroplast

 PO4 0,029377 0,6833491 LSU ribosomal protein L32pClustering-based subsystemsFatty acid metabolic clusterCOG1399

 Si 0,029377 0,6833491 LSU ribosomal protein L32pClustering-based subsystemsFatty acid metabolic clusterCOG1399

 TotalBacteria 0,029377 0,6833491 Maltose O-acetyltransferase (EC 2.3.1.79)Carbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization

 DOC 0,029377 0,6833491 Mannonate dehydratase (EC 4.2.1.8)Carbohydrates - Sugar utilization in Thermotogales

 Chla 0,029377 -0,6833491 Methionyl-tRNA formyltransferase (EC 2.1.2.9)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 PO4 0,029377 0,6833491 NADH-ubiquinone oxidoreductase chain N (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 Si 0,029377 0,6833491 NADH-ubiquinone oxidoreductase chain N (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 PO4 0,029377 0,6833491 NAD-reducing hydrogenase subunit HoxH (EC 1.12.1.2)Respiration Electron donating reactionsHydrogenases

 Si 0,029377 0,6833491 NAD-reducing hydrogenase subunit HoxH (EC 1.12.1.2)Respiration Electron donating reactionsHydrogenases

 Chla 0,029377 -0,6833491 Niacin transporter NiaPCofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 PO4 0,029377 -0,6833491 Nitrite transporter from formate/nitrite familyNitrogen Metabolism - Nitrate and nitrite ammonification

 PO4 0,029377 0,6833491 N-Ribosylnicotinamide phosphorylase (EC 2.4.2.1)Cofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 Si 0,029377 0,6833491 N-Ribosylnicotinamide phosphorylase (EC 2.4.2.1)Cofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 TotalBacteria 0,029377 0,6833491 Outer membrane receptor for ferric coprogen and ferric-rhodotorulic acidMembrane Transport - Ton and Tol transport systems

 PO4 0,029377 -0,6833491 Periplasmic chorismate mutase I precursor (EC 5.4.99.5)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 DOC 0,029377 0,6833491 Perosamine synthetaseCell Wall and Capsule Gram-Negative cell wall componentsPerosamine Synthesis Vibrio

 DOC 0,029377 -0,6833491 Phenazine biosynthesis protein PhzCSecondary Metabolism Bacterial cytostatics, differentiation factors and antibioticsPhenazine biosynthesis

 NO2.NO3 0,029377 -0,6833491 Phenazine biosynthesis protein PhzCSecondary Metabolism Bacterial cytostatics, differentiation factors and antibioticsPhenazine biosynthesis

 PO4 0,029377 0,6833491 Phenylacetic acid degradation protein PaaD, thioesteraseMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 Si 0,029377 0,6833491 Phenylacetic acid degradation protein PaaD, thioesteraseMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 DOC 0,029377 0,6833491 Poly(A) polymerase (EC 2.7.7.19)RNA Metabolism RNA processing and modificationPolyadenylation bacterial

 TotalBacteria 0,029377 -0,6833491 Predicted maltose transporter MalTCarbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization

 TotalBacteria 0,029377 -0,6833491 Predicted signal-transduction protein containing cAMP-binding and CBS domainsClustering-based subsystemsDNA polymerase III epsilon clusterCBSS-342610.3.peg.1536

 PO4 0,029377 -0,6833491 Probable carboxyvinyl-carboxyphosphonate phosphorylmutase (EC 2.7.8.23)Clustering-based subsystems- CBSS-393124.3.peg.2657

 Chla 0,029377 -0,6833491 probable cytochrome oxidase (cbb3-type)Respiration Electron accepting reactionsTerminal cytochrome C oxidases

 TotalBacteria 0,029377 0,6833491 Probable poly(beta-D-mannuronate) O-acetylase (EC 2.3.1.-)Cell Wall and Capsule Capsular and extracellular polysacchridesAlginate metabolism

 PO4 0,029377 -0,6833491 Protein export cytoplasm chaperone protein (SecB, maintains protein to be exported in unfolded state)Clustering-based subsystems- Glutaredoxin 3 containing cluster

 Si 0,029377 -0,6833491 Protein gp47, recombination-related [Bacteriophage A118]Phages, Prophages, Transposable elements, PlasmidsPhages, ProphagesListeria phi-A118-like prophages

 TotalBacteria 0,029377 0,6833491 Protein YaiI Clustering-based subsystems- CBSS-562.2.peg.5158 SK3 including

 PO4 0,029377 0,6833491 Putative Dimethylglycine oxidaseMiscellaneous Plant-Prokaryote DOE projectNiacin-Choline transport and metabolism

 Si 0,029377 0,6833491 Putative Dimethylglycine oxidaseMiscellaneous Plant-Prokaryote DOE projectNiacin-Choline transport and metabolism

 PO4 0,029377 0,6833491 Putative permease PerM (= YfgO)Miscellaneous - ZZ gjo need homes

 Si 0,029377 0,6833491 Putative permease PerM (= YfgO)Miscellaneous - ZZ gjo need homes

 Chla 0,029377 -0,6833491 Putative predicted metal-dependent hydrolaseDNA Metabolism - Restriction-Modification System

 PO4 0,029377 -0,6833491 rRNA biogenesis protein Nop5/Nop56RNA Metabolism RNA processing and modificationRibosome biogenesis archaeal

 PO4 0,029377 -0,6833491 rRNA small subunit methyltransferase IClustering-based subsystems- CBSS-160492.1.peg.550



 TotalBacteria 0,029377 -0,6833491 Serine/threonine protein kinase PrkC, regulator of stationary phaseClustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 Chla 0,029377 -0,6833491 Signal peptidase-like proteinStress Response Heat shock Heat shock dnaK gene cluster extended

 TotalBacteria 0,029377 0,6833491 Similar to coproporphyrinogen III oxidase, oxygen-independent (EC 1.3.99.22)Clustering-based subsystems- CBSS-630.2.peg.3360

 PO4 0,029377 -0,6833491 Sodium-dependent phosphate transporterMembrane Transport Uni- Sym- and AntiportersNhaA, NhaD and Sodium-dependent phosphate transporters

 TotalBacteria 0,029377 0,6833491 Soluble lytic murein transglycosylase and related regulatory proteins (some contain LysM/invasin domains)Miscellaneous Plant-Prokaryote DOE projectCOG0451

 TotalBacteria 0,029377 0,6833491 SSU ribosomal protein S8p (S15Ae), chloroplastProtein Metabolism Protein biosynthesisRibosome SSU chloroplast

 TN 0,029377 -0,6833491 Succinate dehydrogenase cytochrome b subunitRespiration Electron donating reactionsSuccinate dehydrogenase

 TotalBacteria 0,029377 -0,6833491 T7-like phage endonuclease (EC 3.1.21.2)Phages, Prophages, Transposable elements, PlasmidsPhages, ProphagesT7-like phage core proteins

 PO4 0,029377 -0,6833491 Thiol:disulfide oxidoreductase TlpARespiration - Biogenesis of c-type cytochromes

 PO4 0,029377 -0,6833491 TldD family protein, Actinobacterial subgroupClustering-based subsystems- CBSS-316273.3.peg.448

 DOC 0,029377 -0,6833491 TPR repeat containing exported proteinMembrane Transport - Ton and Tol transport systems

 NO2.NO3 0,029377 -0,6833491 TPR repeat containing exported proteinMembrane Transport - Ton and Tol transport systems

 PO4 0,029377 -0,6833491 Transcriptional activator of acetoin dehydrogenase operon AcoRCarbohydrates FermentationAcetoin, butanediol metabolism

 DOC 0,029377 -0,6833491 Transport ATP-binding protein CydCRespiration Electron accepting reactionsTerminal cytochrome d ubiquinol oxidases

 NO2.NO3 0,029377 -0,6833491 Transport ATP-binding protein CydCRespiration Electron accepting reactionsTerminal cytochrome d ubiquinol oxidases

 PO4 0,029377 -0,6833491 tRNA pseudouridine synthase C (EC 4.2.1.70)RNA Metabolism RNA processing and modificationRNA pseudouridine syntheses

 Si 0,029377 -0,6833491 Type III restriction-modification system methylation subunit (EC 2.1.1.72)DNA Metabolism - Restriction-Modification System

 DOC 0,029377 0,6833491 Tyrosine recombinase XerCClustering-based subsystemsHypothetical in Lysine biosynthetic clusterCBSS-323850.3.peg.3269

 PO4 0,029377 0,6833491 UDP-GlcNAc-specific C4,6 dehydratase/C5 epimerase (PseB, first step of pseudaminic acid biosynthesis)Cell Wall and Capsule Capsular and extracellular polysacchridesPseudaminic Acid Biosynthesis

 Si 0,029377 0,6833491 UDP-GlcNAc-specific C4,6 dehydratase/C5 epimerase (PseB, first step of pseudaminic acid biosynthesis)Cell Wall and Capsule Capsular and extracellular polysacchridesPseudaminic Acid Biosynthesis

 TotalBacteria 0,029377 -0,6833491 Uncharacterized ABC transporter, auxiliary component YrbCCell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 PO4 0,029377 0,6833491 Uncharacterized MobA-related proteinClustering-based subsystems- CBSS-314269.3.peg.1840

 Si 0,029377 0,6833491 Uncharacterized MobA-related proteinClustering-based subsystems- CBSS-314269.3.peg.1840

 TotalBacteria 0,029377 -0,6833491 Uncharacterized protein ImpBClustering-based subsystems- USS-DB-7

 PO4 0,029377 0,6833491 Unspecified monosaccharide ABC transport system, permease component Ia (FIG025991)Clustering-based subsystemsMonosaccharidesUnspecified monosaccharide transport cluster

 Si 0,029377 0,6833491 Unspecified monosaccharide ABC transport system, permease component Ia (FIG025991)Clustering-based subsystemsMonosaccharidesUnspecified monosaccharide transport cluster

 PO4 0,029377 0,6833491 Unspecified monosaccharide ABC transport system, permease component Ib (FIG143636)Clustering-based subsystemsMonosaccharidesUnspecified monosaccharide transport cluster

 Si 0,029377 0,6833491 Unspecified monosaccharide ABC transport system, permease component Ib (FIG143636)Clustering-based subsystemsMonosaccharidesUnspecified monosaccharide transport cluster

 DOC 0,029377 0,6833491 Urea carboxylase-related ABC transporter, permease proteinAmino Acids and DerivativesArginine; urea cycle, polyaminesUrea decomposition

 DOC 0,029377 -0,6833491 Uronate isomerase, family BH0493 (EC 5.3.1.12)Carbohydrates MonosaccharidesD-Galacturonate and D-Glucuronate Utilization

 NO2.NO3 0,029377 -0,6833491 Uronate isomerase, family BH0493 (EC 5.3.1.12)Carbohydrates MonosaccharidesD-Galacturonate and D-Glucuronate Utilization

 PO4 0,029377 0,6833491 YgfY COG2938Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 Si 0,029377 0,6833491 YgfY COG2938Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 Z 0,029457 0,683106 Arabinose 5-phosphate isomerase (EC 5.3.1.13)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 TotalProtists 0,029457 0,683106 Taurine transport ATP-binding protein TauBSulfur Metabolism Organic sulfur assimilationTaurine Utilization

 POC 0,029517 -0,6829268 Glutamine amidotransferase protein GlxB (EC 2.4.2.-)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 Si 0,029563 -0,6827887 Phenylpropionate dioxygenase and related ring-hydroxylating dioxygenases, large terminal subunitMetabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsPhenylpropanoid compound degradation

 Salinity 0,029617 0,6826257 Protein similar to polyadenylation specificity factor, MJ1236 typeRNA Metabolism RNA processing and modificationPolyadenylation specificity factor

 NO2.NO3 0,029966 -0,6815829 Chaperone protein DnaJProtein Metabolism Protein foldingProtein chaperones

 Si 0,029966 -0,6815829 Formiminoglutamic iminohydrolase (EC 3.5.3.13)Amino Acids and DerivativesHistidine MetabolismHistidine Degradation

 NO2.NO3 0,029966 0,6815829 Ribonuclease E (EC 3.1.26.12)Clustering-based subsystemsFatty acid metabolic clusterCOG1399

 POC 0,030013 -0,6814429 N-Acetyl-D-glucosamine ABC transport system ATP-binding proteinCarbohydrates AminosugarsChitin and N-acetylglucosamine utilization

 Si 0,030151 0,6810329 Dihydrolipoamide dehydrogenase of branched-chain alpha-keto acid dehydrogenase (EC 1.8.1.4)Amino Acids and DerivativesBranched-chain amino acidsIsoleucine degradation

 DOC 0,030151 -0,6810329 H4MPt-dependent SHMTCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterines5-FCL-like protein

 NO2.NO3 0,030151 -0,6810329 H4MPt-dependent SHMTCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterines5-FCL-like protein

 DOC 0,030151 -0,6810329 Homoserine O-succinyltransferase (EC 2.3.1.46)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 TotalProtists 0,030151 -0,6810329 Oxaloacetate decarboxylase beta chain (EC 4.1.1.3)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP



 Chla 0,030151 -0,6810329 Pyrimidine ABC transporter, ATP-binding proteinNucleosides and NucleotidesPyrimidinesPyrimidine utilization

 DOC 0,030151 0,6810329 Pyrimidine ABC transporter, ATP-binding proteinNucleosides and NucleotidesPyrimidinesPyrimidine utilization

 POC 0,030196 -0,6809001 Acetoacetate metabolism regulatory protein AtoCCarbohydrates FermentationAcetone Butanol Ethanol Synthesis

 POC 0,030196 -0,6809001 Glycine betaine transporter OpuDMiscellaneous Plant-Prokaryote DOE projectNiacin-Choline transport and metabolism

 POC 0,030196 -0,6809001 Leucine dehydrogenase (EC 1.4.1.9)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Z 0,030211 0,6808542 Acetate permease ActP (cation/acetate symporter)Carbohydrates Central carbohydrate metabolismPyruvate metabolism II: acetyl-CoA, acetogenesis from pyruvate

 TN 0,030211 -0,6808542 Cold-shock DEAD-box protein ARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 POC 0,030211 0,6808542 Nucleoside diphosphate kinase (EC 2.7.4.6)Nucleosides and NucleotidesPurines Purine conversions

 Z 0,03029 -0,6806224 BatA (Bacteroides aerotolerance operon)Clustering-based subsystems- Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

 Z 0,03029 -0,6806224 Cytochrome c-type biogenesis protein CcdA (DsbD analog)Clustering-based subsystemsCytochrome biogenesisCBSS-196164.1.peg.461

 Z 0,03029 -0,6806224 D-glycerate 3-kinase (EC 2.7.1.31), plant typeCarbohydrates CO2 fixationPhotorespiration (oxidative C2 cycle)

 POC 0,03029 -0,6806224 FIG006126: DNA helicase, restriction/modification system component YeeBClustering-based subsystems- CBSS-316273.3.peg.2378

 Z 0,03029 -0,6806224 histone acetyltransferase, ELP3 familyRNA Metabolism RNA processing and modificationmcm5s2U biosynthesis in tRNA

 POC 0,03029 -0,6806224 Hydroxymethylglutaryl-CoA lyase (EC 4.1.3.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Z 0,03029 -0,6806224 Nucleoside permease NupCCarbohydrates MonosaccharidesDeoxyribose and Deoxynucleoside Catabolism

 Z 0,03029 -0,6806224 Predicted iron-dependent peroxidase, Dyp-type familyClustering-based subsystems- Conserved cluster around acetyltransferase YpeA in Enterobacteria

 Z 0,03029 -0,6806224 Predicted L-rhamnose ABC transporter, transmembrane component 1Carbohydrates MonosaccharidesL-rhamnose utilization

 Z 0,03029 -0,6806224 Replication factor C large subunitDNA Metabolism DNA replicationDNA replication, archaeal

 Z 0,03029 -0,6806224 SAM-dependent methyltransferase, BioC-likeClustering-based subsystems- Glutaredoxin 3 containing cluster 2

 POC 0,03029 -0,6806224 Thiamin ABC transporter, substrate-binding componentCofactors, Vitamins, Prosthetic Groups, Pigments- Thiamin biosynthesis

 POC 0,03029 -0,6806224 Urease accessory protein UreEAmino Acids and DerivativesArginine; urea cycle, polyaminesUrea decomposition

 POC 0,030324 0,6805217 Iron binding protein IscA for iron-sulfur cluster assemblyAmino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 NO2.NO3 0,030899 -0,6788336 L-allo-threonine aldolaseAmino Acids and DerivativesLysine, threonine, methionine, and cysteineThreonine degradation

 NO2.NO3 0,030899 -0,6788336 L-allo-threonine aldolase (EC 2.1.2.1)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineThreonine degradation

 TN 0,030899 -0,6788336 Lycopene beta cyclase (EC 1.14.-.-)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsCarotenoids

 Si 0,030899 -0,6788336 Methylthioribose-1-phosphate isomerase (EC 5.3.1.23)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Salvage

 Chla 0,030899 -0,6788336 N-acetyl-lysine deacetylase (EC 3.5.1.-)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine biosynthesis AAA pathway 2

 NO2.NO3 0,030899 -0,6788336 N-methylhydantoinase B (EC 3.5.2.14)Amino Acids and Derivatives- Creatine and Creatinine Degradation

 Si 0,030899 0,6788336 Phosphoribosyl-ATP pyrophosphatase (EC 3.6.1.31)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 NO2.NO3 0,030899 -0,6788336 Phosphoribulokinase (EC 2.7.1.19)Carbohydrates CO2 fixationCalvin-Benson cycle

 PO4 0,030899 -0,6788336 Recombination protein RecRDNA Metabolism DNA repair DNA repair, bacterial RecFOR pathway

 PO4 0,030899 0,6788336 Site-specific recombinasePhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage integration and excision

 Chla 0,030899 -0,6788336 SSU ribosomal protein S3p (S3e), chloroplastProtein Metabolism Protein biosynthesisRibosome SSU chloroplast

 Chla 0,030994 -0,6785567 2-dehydro-3-deoxygalactonokinase (EC 2.7.1.58)Carbohydrates MonosaccharidesD-galactonate catabolism

 Chla 0,030994 -0,6785567 Alginate lyase precursor (EC 4.2.2.3)Cell Wall and Capsule Capsular and extracellular polysacchridesAlginate metabolism

 DOC 0,030994 0,6785567 Arylsulfatase (EC 3.1.6.1)Clustering-based subsystemsSulfatases and sulfatase modifying factor 1 (and a hypothetical)Sulfatases and sulfatase modifying factor 1

 NO2.NO3 0,030994 -0,6785567 ATPase with chaperone activity, associated with Flp pilus assemblyMembrane Transport Protein secretion system, Type IIWidespread colonization island

 Si 0,030994 0,6785567 Bacillosamine/Legionaminic acid biosynthesis aminotransferase PglECell Wall and Capsule Capsular and extracellular polysacchridesLegionaminic Acid Biosynthesis

 PO4 0,030994 0,6785567 Deoxyribodipyrimidine photolyase, single-strand-specificDNA Metabolism DNA repair DNA repair, bacterial photolyase

 DOC 0,030994 0,6785567 DNA topoisomerase III (EC 5.99.1.2)Clustering-based subsystems- Conjugative transfer related cluster

 Chla 0,030994 -0,6785567 Ferritin-like protein 2Miscellaneous Plant-Prokaryote DOE projectIron-sulfur cluster assembly

 TotalBacteria 0,030994 0,6785567 Flagellar basal-body rod protein FlgFMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellum

 NO2.NO3 0,030994 0,6785567 Gluconolactonase (EC 3.1.1.17)Carbohydrates Central carbohydrate metabolismEntner-Doudoroff Pathway

 DOC 0,030994 -0,6785567 Glucose ABC transport system, inner membrane component 2Carbohydrates Central carbohydrate metabolismPeripheral Glucose Catabolism Pathways

 Si 0,030994 0,6785567 Glutamate Aspartate transport ATP-binding protein GltL (TC 3.A.1.3.4)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamate and Aspartate uptake in Bacteria

 Si 0,030994 0,6785567 Guanylate kinase (EC 2.7.4.8)Clustering-based subsystems- CBSS-323097.3.peg.2594

 Si 0,030994 0,6785567 L-fuco-beta-pyranose dehydrogenaseCarbohydrates MonosaccharidesL-fucose utilization temp



 DOC 0,030994 0,6785567 LSU ribosomal protein L23e (L14p)Protein Metabolism Protein biosynthesisRibosome LSU eukaryotic and archaeal

 DOC 0,030994 0,6785567 Menaquinone via futalosine step 3Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone Biosynthesis via Futalosine -- gjo

 Chla 0,030994 0,6785567 Metallo-beta-lactamase family protein, RNA-specificClustering-based subsystems- Bacterial RNA-metabolizing Zn-dependent hydrolases

 TN 0,030994 -0,6785567 Molybdenum cofactor biosynthesis protein MoaCCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesMolybdenum cofactor biosynthesis

 NO2.NO3 0,030994 -0,6785567 Molybdenum cofactor biosynthesis protein MoaCCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesMolybdenum cofactor biosynthesis

 PO4 0,030994 -0,6785567 N-acetylglucosamine related transporter, NagXCarbohydrates AminosugarsChitin and N-acetylglucosamine utilization

 PO4 0,030994 0,6785567 Nucleoside triphosphate pyrophosphohydrolase MazGDormancy and Sporulation - Sporulation Cluster

 DOC 0,030994 0,6785567 Pantoate kinase, archaeal (EC 2.7.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsCoenzyme ACoenzyme A Biosynthesis

 DOC 0,030994 0,6785567 Phage prohead core proteinPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage capsid proteins

 TotalBacteria 0,030994 -0,6785567 Phenylacetic acid degradation protein PaaYMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 TotalBacteria 0,030994 -0,6785567 Possible pyrimidine permease in reductive pathwayNucleosides and NucleotidesPyrimidinesNovel non-oxidative pathway of Uracil catabolism

 NO2.NO3 0,030994 -0,6785567 Predicted ATPase with chaperone activity, associated with Flp pilus assemblyMembrane Transport Protein secretion system, Type IIWidespread colonization island

 TN 0,030994 -0,6785567 Putative iron-sulfur cluster assembly scaffold protein for SUF system, SufE2Miscellaneous Plant-Prokaryote DOE projectIron-sulfur cluster assembly

 DOC 0,030994 0,6785567 Quinone oxidoreductase (EC 1.6.5.5)Miscellaneous - ZZ gjo need homes

 Si 0,030994 0,6785567 Succinyl-CoA ligase [GDP-forming] alpha chain (EC 6.2.1.4)Carbohydrates Central carbohydrate metabolismTCA Cycle

 DOC 0,030994 0,6785567 transcriptional regulator, Crp/Fnr familyStress Response Oxidative stressOxidative stress

 PO4 0,030994 -0,6785567 Uroporphyrinogen-III methyltransferase (EC 2.1.1.107)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 TN 0,031141 -0,6969697 Glutamate-1-semialdehyde aminotransferase (EC 5.4.3.8)Clustering-based subsystemsCytochrome biogenesisCBSS-196164.1.peg.461

 TN 0,031141 -0,6969697 Peptide chain release factor 3Protein Metabolism Protein biosynthesisTranslation termination factors bacterial

 TN 0,031141 -0,6969697 Pyruvate,phosphate dikinase (EC 2.7.9.1)Carbohydrates Central carbohydrate metabolismGlycolysis and Gluconeogenesis

 DOC 0,031141 -0,6969697 RecA protein Clustering-based subsystemsTwo related proteasesCBSS-257314.1.peg.676

 Si 0,031141 -0,6969697 Scaffold protein for [4Fe-4S] cluster assembly ApbC, MRP-likeMiscellaneous Plant-Prokaryote DOE projectIron-sulfur cluster assembly

 NO2.NO3 0,031141 -0,6969697 Valyl-tRNA synthetase (EC 6.1.1.9)Protein Metabolism Protein biosynthesistRNA aminoacylation, Val

 TotalProtists 0,031395 -0,6773942 Zinc ABC transporter, inner membrane permease protein ZnuBMembrane Transport - Transport of Zinc

 POC 0,031398 -0,6773856 Chaperone protein DnaJProtein Metabolism Protein foldingProtein chaperones

 TotalProtists 0,031415 0,6773373 TldE/PmbA protein, part of proposed TldE/TldD proteolytic complex (PMID 12029038)Cell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide-related cluster in Alphaproteobacteria

 TotalProtists 0,031415 0,6773373 UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9)Cell Wall and Capsule Capsular and extracellular polysacchridesStreptococcal Hyaluronic Acid Capsule

 TotalProtists 0,031525 0,6770186 Branched-chain amino acid ABC transporter, amino acid-binding protein (TC 3.A.1.4.1)Membrane Transport ABC transportersABC transporter branched-chain amino acid (TC 3.A.1.4.1)

 POC 0,031549 -0,6769519 Branched-chain alpha-keto acid dehydrogenase, E1 component, alpha subunit (EC 1.2.4.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Z 0,031549 -0,6769519 Ribose 5-phosphate isomerase A (EC 5.3.1.6)Carbohydrates Central carbohydrate metabolismPentose phosphate pathway

 Z 0,031591 -0,6768293 GTP-binding proteinClustering-based subsystems- CBSS-235.1.peg.567

 Salinity 0,031801 0,6762281 Carbon monoxide dehydrogenase large chain (EC 1.2.99.2)Clustering-based subsystems- CBSS-314269.3.peg.1840

 TotalBacteria 0,031895 0,6759609 2-keto-4-pentenoate hydratase/2-oxohepta-3-ene-1,7-dioic acid hydratase (catechol pathway)Metabolism of Aromatic Compounds- Benzoate transport and degradation cluster

 TotalBacteria 0,031895 -0,6759609 Flagellar biosynthesis protein FliPMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellum

 PO4 0,031895 0,6759609 General secretion pathway protein AMembrane Transport Protein secretion system, Type IIGeneral Secretion Pathway

 DOC 0,031895 0,6759609 Glutaminase (EC 3.5.1.2)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 Chla 0,031895 -0,6759609 Long-chain-fatty-acid--CoA ligase (EC 6.2.1.3)Cofactors, Vitamins, Prosthetic Groups, PigmentsBiotin Biotin biosynthesis

 DOC 0,031895 0,6759609 prolyl oligopeptidase family proteinMiscellaneous Plant-Prokaryote DOE projectSynechocystis experimental

 TN 0,031895 -0,6759609 Proteasome subunit beta (EC 3.4.25.1), bacterialClustering-based subsystemsproteosome relatedCluster-based Subsystem Grouping Hypotheticals - perhaps Proteosome Related

 TotalBacteria 0,031895 -0,6759609 Selenocysteine-specific translation elongation factorProtein Metabolism SelenoproteinsSelenocysteine metabolism

 DOC 0,031895 0,6759609 Two-component system response regulator QseBRegulation and Cell signaling- Orphan regulatory proteins

 Si 0,032116 0,6753298 Fe-S-cluster-containing hydrogenase components 1Respiration Electron accepting reactionsAnaerobic respiratory reductases

 DOC 0,032116 0,6753298 Sulfur oxidation molybdopterin C proteinSulfur Metabolism - Sulfur oxidation

 POC 0,032312 0,6747752 Amidophosphoribosyltransferase (EC 2.4.2.14)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 Si 0,032312 -0,6747752 RNA polymerase sigma factorPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage regulation of gene expression

 NO2.NO3 0,032312 -0,6747752 Transcription initiation factor BRNA Metabolism TranscriptionRNA polymerase archaeal initiation factors

 POC 0,032439 -0,6744153 L-allo-threonine aldolaseAmino Acids and DerivativesLysine, threonine, methionine, and cysteineThreonine degradation



 POC 0,032439 -0,6744153 L-allo-threonine aldolase (EC 2.1.2.1)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineThreonine degradation

 Z 0,032498 0,6742496 probable iron binding protein from the HesB_IscA_SufA familyClustering-based subsystems- CBSS-316273.3.peg.922

 TotalProtists 0,032542 0,6741248 Dipeptide transport system permease protein DppC (TC 3.A.1.5.2)Membrane Transport ABC transportersABC transporter dipeptide (TC 3.A.1.5.2)

 Salinity 0,03261 0,6739331 membrane c-type cytochrome cyRespiration Electron accepting reactionsTerminal cytochrome C oxidases

 Salinity 0,03261 0,6739331 Pyruvate:ferredoxin oxidoreductase, beta subunit (EC 1.2.7.1)Carbohydrates Central carbohydrate metabolismPyruvate:ferredoxin oxidoreductase

 Z 0,032892 0,673143 Nucleotide sugar epimeraseClustering-based subsystems- CBSS-296591.1.peg.2330

 Salinity 0,032983 0,6728908 Ribosome recycling factorClustering-based subsystems- CBSS-176299.4.peg.1996B

 TotalProtists 0,033362 0,6718368 Acyl-CoA synthetase (AMP-forming)/AMP-acid ligase/Peptide synthaseMiscellaneous Plant-Prokaryote DOE projectAt1g52510 AT4G12830 (COG0596)

 TotalProtists 0,033362 0,6718368 D-arabino-3-hexulose 6-phosphate formaldehyde lyaseCarbohydrates One-carbon MetabolismFormaldehyde assimilation: Ribulose monophosphate pathway

 POC 0,033739 -0,6707978 4-hydroxyproline epimerase (EC 5.1.1.8)Amino Acids and DerivativesProline and 4-hydroxyprolineProline, 4-hydroxyproline uptake and utilization

 TotalProtists 0,033854 0,670482 Pre-mRNA splicing factor PRP8RNA Metabolism RNA processing and modificationSpliceosome

 Salinity 0,034102 0,6698041 Succinyl-CoA ligase [ADP-forming] beta chain (EC 6.2.1.5)Carbohydrates Central carbohydrate metabolismTCA Cycle

 DOC 0,034348 0,669133 5-Enolpyruvylshikimate-3-phosphate synthase (EC 2.5.1.19)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 Si 0,034348 0,669133 ABC-type Fe3+ transport system proteinClustering-based subsystemsMolybdopterin oxidoreductaseCBSS-269799.3.peg.2220

 DOC 0,034348 0,669133 ATP-dependent DNA helicase UvrD/PcrAClustering-based subsystems- CBSS-393121.3.peg.1913

 PO4 0,034348 0,669133 Biotin carboxyl carrier protein of methylmalonyl-CoA decarboxylaseRespiration Sodium Ion-Coupled EnergeticsNa+ translocating decarboxylases and related biotin-dependent enzymes

 NO2.NO3 0,034348 -0,669133 Biotin carboxylase of methylcrotonyl-CoA carboxylase (EC 6.3.4.14)Amino Acids and DerivativesBranched-chain amino acidsHMG CoA Synthesis

 NO2.NO3 0,034348 -0,669133 CTP-dependent archaeal riboflavin kinaseCofactors, Vitamins, Prosthetic Groups, PigmentsRiboflavin, FMN, FADriboflavin to FAD

 Chla 0,034348 -0,669133 DMSP demthylase transcriptional regulatorSulfur Metabolism Organic sulfur assimilationDMSP breakdown

 NO2.NO3 0,034348 -0,669133 DNA-binding HTH domain in riboflavin kinaseCofactors, Vitamins, Prosthetic Groups, PigmentsRiboflavin, FMN, FADRiboflavin, FMN and FAD metabolism

 PO4 0,034348 -0,669133 Flagellar basal-body rod protein FlgCMotility and Chemotaxis Flagellar motility in ProkaryotaFlagellum

 Chla 0,034348 -0,669133 Glutaminase (EC 3.5.1.2)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 DOC 0,034348 -0,669133 Lipoprotein NlpDClustering-based subsystems- CBSS-211586.1.peg.3133

 Si 0,034348 0,669133 Molybdenum transport protein, putativeClustering-based subsystemsMolybdopterin oxidoreductaseCBSS-269799.3.peg.2220

 Chla 0,034348 -0,669133 prolyl oligopeptidase family proteinMiscellaneous Plant-Prokaryote DOE projectSynechocystis experimental

 DOC 0,034348 0,669133 Putative sucrose phosphorylase (EC 2.4.1.7)Carbohydrates Di- and oligosaccharidesMaltose and Maltodextrin Utilization

 Chla 0,034348 -0,669133 Urea carboxylase (EC 6.3.4.6)Amino Acids and DerivativesArginine; urea cycle, polyaminesUrea carboxylase and Allophanate hydrolase cluster

 Chla 0,034369 -0,6690768 Isocitrate dehydrogenase phosphatase (EC 2.7.11.5)/kinase (EC 3.1.3.-)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 DOC 0,034369 0,6690768 Peptidyl-prolyl cis-trans isomerase ppiB (EC 5.2.1.8)Protein Metabolism Protein foldingPeptidyl-prolyl cis-trans isomerase

 TotalBacteria 0,034369 -0,6690768 Ribose 1,5-bisphosphate or 5-ribose-1,2-cyclic phosphate dehydrogenaseCarbohydrates CO2 fixationCalvin-Benson cycle

 TotalBacteria 0,034369 -0,6690768 Thiazole biosynthetic enzyme Thi4Cofactors, Vitamins, Prosthetic Groups, Pigments- Thiamin biosynthesis

 Chla 0,034485 0,668762 Cysteine desulfurase (EC 2.8.1.7), SufS subfamilyAmino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 NO2.NO3 0,034485 -0,668762 Glutaminyl-tRNA synthetase (EC 6.1.1.18)Protein Metabolism Protein biosynthesistRNA aminoacylation, Glu and Gln

 NO2.NO3 0,034485 0,668762 Methylcrotonyl-CoA carboxylase biotin-containing subunit (EC 6.4.1.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 NO2.NO3 0,034485 -0,668762 Phosphoglucomutase (EC 5.4.2.2)Clustering-based subsystemsChromosome ReplicationSeqA and Co-occurring Genes

 DOC 0,034485 0,668762 Predicted nucleoside ABC transporter, ATP-binding componentCarbohydrates MonosaccharidesDeoxyribose and Deoxynucleoside Catabolism

 Si 0,034485 0,668762 tRNA-i(6)A37 methylthiotransferaseClustering-based subsystems- tRNA-methylthiotransferase containing cluster

 Z 0,03451 0,6686961 Argininosuccinate lyase (EC 4.3.2.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 TN 0,03451 0,6686961 F420-dependent N(5),N(10)-methylenetetrahydromethanopterin reductase (EC 1.5.99.11)Carbohydrates One-carbon MetabolismMethanogenesis

 Chla 0,03451 0,6686961 NADH-ubiquinone oxidoreductase chain L (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 TN 0,03451 -0,6686961 Phosphate ABC transporter, periplasmic phosphate-binding protein PstS (TC 3.A.1.7.1)Clustering-based subsystemsPhosphate metabolismPhoR-PhoB two-component regulatory system

 PO4 0,03451 -0,6686961 Phosphoribosylglycinamide formyltransferase 2 (EC 2.1.2.-)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 POC 0,03451 0,6686961 V-type ATP synthase subunit B (EC 3.6.3.14)Respiration ATP synthasesV-Type ATP synthase

 Z 0,034793 -0,6679305 Cytochrome b6-f complex subunit IV (PetD)Respiration - Cytochrome B6-F complex

 Z 0,034793 -0,6679305 D-Lactate dehydrogenase, cytochrome c-dependent (EC 1.1.2.4)Carbohydrates Central carbohydrate metabolismGlycolate, glyoxylate interconversions

 Z 0,034793 -0,6679305 Glutathione-regulated potassium-efflux system ATP-binding proteinPotassium metabolism - Glutathione-regulated potassium-efflux system and associated functions

 POC 0,034793 -0,6679305 NADPH-dependent 7-cyano-7-deazaguanine reductase (EC 1.7.1.-)RNA Metabolism RNA processing and modificationQueuosine-Archaeosine Biosynthesis



 DOC 0,035092 -0,6848485 Dihydropyrimidine dehydrogenase [NADP+] (EC 1.3.1.2)Nucleosides and NucleotidesPyrimidinesNovel non-oxidative pathway of Uracil catabolism

 Chla 0,035092 0,6848485 GDP-mannose 4,6-dehydratase (EC 4.2.1.47)Cell Wall and Capsule Capsular and extracellular polysacchridesCapsular heptose biosynthesis

 NO2.NO3 0,035092 -0,6848485 L-proline glycine betaine ABC transport system permease protein ProW (TC 3.A.1.12.1)Stress Response Osmotic stressCholine and Betaine Uptake and Betaine Biosynthesis

 TN 0,035092 -0,6848485 Pyrophosphate-energized proton pump (EC 3.6.1.1)Phosphorus Metabolism - Phosphate metabolism

 Chla 0,035552 -0,6659034 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)Amino Acids and DerivativesBranched-chain amino acidsIsoleucine degradation

 Si 0,035552 0,6659034 Alpha-glucoside transport ATP-binding protein AglKMembrane Transport ABC transportersPeriplasmic-Binding-Protein-Dependent Transport System for &#945;-Glucosides

 TotalBacteria 0,035552 0,6659034 Cold shock protein CspAStress Response Cold shock Cold shock, CspA family of proteins

 NO2.NO3 0,035552 0,6659034 D-2-hydroxyglutarate dehydrogenaseMiscellaneous Plant-Prokaryote DOE projectCOG0277

 NO2.NO3 0,035552 0,6659034 GTP-binding protein RBG1Miscellaneous - ZZ gjo need homes

 Chla 0,035552 -0,6659034 Histidinol-phosphatase (EC 3.1.3.15)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 DOC 0,035552 0,6659034 Molybdopterin oxidoreductase, iron-sulfur binding subunit (EC 1.2.7.-)Clustering-based subsystemsMolybdopterin oxidoreductaseCBSS-269799.3.peg.2220

 NO2.NO3 0,035552 0,6659034 Na(+)-translocating NADH-quinone reductase subunit C (EC 1.6.5.-)Respiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 NO2.NO3 0,035552 -0,6659034 NAD kinase (EC 2.7.1.23)Clustering-based subsystemsNucleotidyl-phosphate metabolic clusterCBSS-222523.1.peg.1311

 TN 0,035552 -0,6659034 Phage prohead core scaffold protein and proteasePhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage capsid proteins

 TotalBacteria 0,035552 -0,6659034 Phosphate transport regulator (distant homolog of PhoU)Phosphorus Metabolism - Phosphate metabolism

 Chla 0,035552 -0,6659034 UDP-N-acetylglucosamine 4,6-dehydratase (EC 4.2.1.-)Cell Wall and Capsule Capsular and extracellular polysacchridesLegionaminic Acid Biosynthesis

 POC 0,035643 0,6656636 4-hydroxybenzoate polyprenyltransferase (EC 2.5.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone Biosynthesis via Futalosine -- gjo

 POC 0,035643 -0,6656636 Capsular polysaccharide synthesis enzyme CpsD, exopolysaccharide synthesisCell Wall and Capsule Capsular and extracellular polysacchridesExopolysaccharide Biosynthesis

 POC 0,035643 -0,6656636 Formaldehyde dehydrogenase MscR, NAD/mycothiol-dependent (EC 1.2.1.66)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesYgfZ

 POC 0,035643 -0,6656636 Formate hydrogenlyase transcriptional activatorRespiration - Formate hydrogenase

 POC 0,035643 -0,6656636 Fructose ABC transporter, ATP-binding component FrcACarbohydrates MonosaccharidesFructose utilization

 POC 0,035643 -0,6656636 Fumarylacetoacetate hydrolase family proteinCofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterinesPterin carbinolamine dehydratase

 POC 0,035643 -0,6656636 Homocysteine S-methyltransferase (EC 2.1.1.10)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 POC 0,035643 -0,6656636 Methionine ABC transporter substrate-binding proteinAmino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 POC 0,035643 -0,6656636 Phosphoribosylglycinamide formyltransferase (EC 2.1.2.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterines5-FCL-like protein

 POC 0,035643 -0,6656636 Predicted mannose transporter, GGP familyCarbohydrates MonosaccharidesMannose Metabolism

 Z 0,035643 -0,6656636 Protein-N(5)-glutamine methyltransferase PrmB, methylates LSU ribosomal protein L3pMiscellaneous Plant-Prokaryote DOE projectYrdC-YciO-Sua5 protein family

 POC 0,035643 -0,6656636 Ribosylnicotinamide kinase (EC 2.7.1.22)Cofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 POC 0,035643 -0,6656636 SSU ribosomal protein S16pClustering-based subsystems- KH domain RNA binding protein YlqC

 POC 0,035643 -0,6656636 Sulfur oxidation protein SoxXSulfur Metabolism - Sulfur oxidation

 TotalProtists 0,036017 -0,6646768 Gluconate dehydratase (EC 4.2.1.39)Carbohydrates Central carbohydrate metabolismEntner-Doudoroff Pathway

 Z 0,03603 -0,6646437 Branched-chain acyl-CoA dehydrogenase (EC 1.3.99.12)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Z 0,03603 -0,6646437 Glycine cleavage system H proteinAmino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 POC 0,03603 -0,6646437 Phytoene dehydrogenase (EC 1.14.99.-)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsCarotenoids

 POC 0,03603 -0,6646437 Rhodanese domain protein UPF0176Miscellaneous Plant-Prokaryote DOE projectSingle-Rhodanese-domain proteins

 TotalProtists 0,03603 0,6646437 Succinyl-CoA:3-ketoacid-coenzyme A transferase subunit A (EC 2.8.3.5)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Z 0,036033 -0,6646341 Alanyl-tRNA synthetase (EC 6.1.1.7)Clustering-based subsystems- CBSS-281090.3.peg.464

 Z 0,036033 -0,6646341 Iron-sulfur cluster assembly ATPase protein SufCClustering-based subsystemsCytochrome biogenesisCBSS-196164.1.peg.1690

 Z 0,036033 -0,6646341 Phage major capsid proteinPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage capsid proteins

 TotalProtists 0,036048 0,6645963 TRAP-type uncharacterized transport system, fused permease componentClustering-based subsystemsTricarboxylate transporterCBSS-49338.1.peg.459

 Z 0,036152 -0,6643212 5-keto-2-deoxy-D-gluconate-6 phosphate aldolase (EC 4.1.2.29)Carbohydrates Sugar alcoholsInositol catabolism

 Z 0,036152 -0,6643212 Alpha-glucosidase AglAMembrane Transport ABC transportersPeriplasmic-Binding-Protein-Dependent Transport System for &#945;-Glucosides

 Z 0,036152 -0,6643212 Capsular polysaccharide biosynthesis protein CapDCell Wall and Capsule Capsular and extracellular polysacchridesCapsular Polysaccharides Biosynthesis and Assembly

 Z 0,036152 -0,6643212 UPF0129 protein MJ1474Respiration - Methanogenesis strays

 DOC 0,036412 0,6636434 Allophanate hydrolase 2 subunit 1 (EC 3.5.1.54)Amino Acids and DerivativesArginine; urea cycle, polyaminesUrea carboxylase and Allophanate hydrolase cluster

 DOC 0,036412 0,6636434 BarA-associated response regulator UvrY (= GacA = SirA)Membrane Transport Protein secretion system, Type IIIType III secretion system orphans

 Chla 0,036412 -0,6636434 Beta-mannosidase (EC 3.2.1.25)Carbohydrates MonosaccharidesMannose Metabolism



 TN 0,036412 -0,6636434 COG0009 Sua5 subfamily, required for N6-threonylcarbamoyl adenosine t(6)A37 modification in tRNAClustering-based subsystems- LMPTP YwlE cluster

 Chla 0,036412 -0,6636434 Glutaredoxin Phages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage DNA synthesis

 DOC 0,036412 0,6636434 low-specificity D-threonine aldolaseAmino Acids and DerivativesLysine, threonine, methionine, and cysteineThreonine degradation

 TotalBacteria 0,036412 -0,6636434 Low-specificity L-threonine aldolase (EC 4.1.2.5)Amino Acids and DerivativesAlanine, serine, and glycineGlycine Biosynthesis

 PO4 0,036412 0,6636434 Membrane-bound lytic murein transglycosylase A precursor (EC 3.2.1.-)Cell Wall and Capsule - Murein Hydrolases

 NO2.NO3 0,036412 0,6636434 putative Cytochrome bd2, subunit IIRespiration Electron accepting reactionsTerminal cytochrome d ubiquinol oxidases

 DOC 0,036412 0,6636434 Putative oxidoreductase SMc00968Respiration - Quinone oxidoreductase family

 Si 0,036412 -0,6636434 RNA 3'-terminal phosphate cyclase (EC 6.5.1.4)RNA Metabolism RNA processing and modificationRNA 3'-terminal phosphate cyclase

 PO4 0,036412 -0,6636434 Sulfopyruvate decarboxylase - beta subunit (EC 4.1.1.79)Cofactors, Vitamins, Prosthetic Groups, PigmentsCoenzyme Mcoenzyme M biosynthesis

 TotalBacteria 0,036412 -0,6636434 Superoxide dismutase [Cu-Zn] (EC 1.15.1.1)Stress Response Oxidative stressRegulation of Oxidative Stress Response

 Si 0,036412 0,6636434 Transcriptional regulator, MerR family, associated with photolyaseClustering-based subsystems- CBSS-291331.3.peg.3674

 Si 0,036412 0,6636434 Tryptophan 2,3-dioxygenase (EC 1.13.11.11)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 Salinity 0,036438 0,6635757 3-oxoadipate CoA-transferase subunit B (EC 2.8.3.6)Metabolism of Aromatic CompoundsMetabolism of central aromatic intermediatesCatechol branch of beta-ketoadipate pathway

 TotalProtists 0,03644 0,6635698 Heme A synthase, cytochrome oxidase biogenesis protein Cox15-CtaARespiration - Biogenesis of cytochrome c oxidases

 TotalProtists 0,03644 -0,6635698 Phage integrasePhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage integration and excision

 Salinity 0,036621 -0,6630975 Biotin carboxylase (EC 6.3.4.14)Clustering-based subsystems- Allophanate hydrolase 2 and Biotin carboxylase cluster

 Salinity 0,036621 -0,6630975 Enoyl-CoA hydratase [branched-chain amino acid degradation] (EC 4.2.1.17)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 TN 0,036727 0,6628237 3-dehydroquinate dehydratase II (EC 4.2.1.10)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate Synthesis

 TotalBacteria 0,036727 -0,6628237 Biosynthetic arginine decarboxylase (EC 4.1.1.19)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 Chla 0,036727 0,6628237 Pseudaminic acid synthase (EC 4.1.3.-)Cell Wall and Capsule Capsular and extracellular polysacchridesPseudaminic Acid Biosynthesis

 DOC 0,036727 -0,6628237 Similarity to Na+/myo-inositol cotransporterMiscellaneous Plant-Prokaryote DOE projectAt4g17370

 NO2.NO3 0,036727 -0,6628237 Transcription elongation factor GreARNA Metabolism TranscriptionTranscription factors bacterial

 Chla 0,036727 -0,6628237 Xylulose kinase (EC 2.7.1.17)Carbohydrates - Sugar utilization in Thermotogales

 POC 0,036806 0,662617 Dihydropyrimidinase (EC 3.5.2.2)Nucleosides and Nucleotides- Hydantoin metabolism

 Z 0,036806 0,662617 DNA-directed RNA polymerase alpha subunit (EC 2.7.7.6)Miscellaneous Plant-Prokaryote DOE projectAt2g23840

 Si 0,036806 -0,662617 photosystem I P700 chlorophyll a apoprotein subunit Ia (PsaA)Photosynthesis Electron transport and photophosphorylationPhotosystem I

 POC 0,036806 0,662617 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1)Carbohydrates Central carbohydrate metabolismTCA Cycle

 Chla 0,036927 -0,6623051 DNA-directed RNA polymerase omega subunit (EC 2.7.7.6)Clustering-based subsystemsProbably GTP or GMP signaling relatedCBSS-176299.4.peg.1292

 Chla 0,036927 0,6623051 Ethanolamine ammonia-lyase heavy chain (EC 4.3.1.7)Carbohydrates Sugar alcoholsEthanolamine utilization

 TN 0,036927 -0,6623051 Fructose-1,6-bisphosphatase, type V, archaeal (EC 3.1.3.11)Carbohydrates Central carbohydrate metabolismGlycolysis and Gluconeogenesis, including Archaeal enzymes

 Si 0,036927 0,6623051 Oxidoreductase, NAD(P)-dependent, weak similarity to Myo-inositol 2-dehydrogenaseMiscellaneous Plant-Prokaryote DOE projectAt4g17370

 Si 0,036927 0,6623051 Predicted manganese transporter, 11 TMSMembrane Transport - Transport of Manganese

 POC 0,03716 -0,6617054 Cys regulon transcriptional activator CysBAmino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 POC 0,03716 -0,6617054 Membrane protease family protein BA0301Miscellaneous - YbbK

 POC 0,037261 -0,6614458 1-pyrroline-4-hydroxy-2-carboxylate deaminase (EC 3.5.4.22)Amino Acids and DerivativesProline and 4-hydroxyprolineProline, 4-hydroxyproline uptake and utilization

 POC 0,037261 -0,6614458 Phosphonate ABC transporter permease protein phnE2 (TC 3.A.1.9.1)Membrane Transport ABC transportersABC transporter alkylphosphonate (TC 3.A.1.9.1)

 TotalProtists 0,037421 -0,661035 Putrescine transport system permease protein PotI (TC 3.A.1.11.2)Amino Acids and DerivativesArginine; urea cycle, polyaminesPolyamine Metabolism

 TotalProtists 0,037421 -0,661035 Translation elongation factor PProtein Metabolism Protein biosynthesisTranslation elongation factors bacterial

 POC 0,037475 -0,6608969 4-hydroxybenzoyl-CoA reductase, gamma subunit (EC 1.3.99.20)Metabolism of Aromatic Compounds- Benzoate transport and degradation cluster

 POC 0,037475 -0,6608969 Signal peptidase IVirulence, Disease and DefenseAdhesion Streptococcus pyogenes recombinatorial zone

 POC 0,037475 -0,6608969 Signal peptidase I (EC 3.4.21.89)Clustering-based subsystemsProbably GTP or GMP signaling relatedCBSS-176299.4.peg.1292

 POC 0,037475 -0,6608969 Various polyols ABC transporter, ATP-binding componentStress Response DetoxificationUptake of selenate and selenite

 Salinity 0,037654 0,6604393 FIG000859: hypothetical protein YebCDNA Metabolism DNA recombinationRuvABC plus a hypothetical

 Salinity 0,038337 -0,6587065 Arginine N-succinyltransferase (EC 2.3.1.109)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 POC 0,038392 -0,6585694 Branched-chain amino acid transport system permease protein LivM (TC 3.A.1.4.1)Membrane Transport ABC transportersABC transporter branched-chain amino acid (TC 3.A.1.4.1)

 POC 0,038405 -0,6585366 2-amino-3-ketobutyrate coenzyme A ligase (EC 2.3.1.29)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 Z 0,038405 -0,6585366 Gamma-glutamyl phosphate reductase (EC 1.2.1.41)Amino Acids and DerivativesProline and 4-hydroxyprolineProline Synthesis



 POC 0,038423 -0,6584896 Exodeoxyribonuclease I (EC 3.1.11.1)DNA Metabolism DNA repair DNA Repair Base Excision

 POC 0,038423 0,6584896 Nucleoside-diphosphate sugar epimerase/dehydrataseClustering-based subsystems- CBSS-296591.1.peg.2330

 POC 0,038829 -0,6574726 COG2833: uncharacterized proteinMiscellaneous Plant-Prokaryote DOE projectAt5g04520 AT1G06240

 Salinity 0,038928 -0,6572257 Protein secretion chaperonin CsaAMiscellaneous - ZZ gjo need homes

 TotalProtists 0,039156 0,6566576 DNA topoisomerase III, Burkholderia type (EC 5.99.1.2)DNA Metabolism DNA replicationDNA topoisomerases, Type I, ATP-independent

 TotalProtists 0,039156 0,6566576 Rubredoxin Stress Response Oxidative stressRubrerythrin

 Si 0,039191 0,6565707 Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9)Carbohydrates One-carbon MetabolismOne-carbon metabolism by tetrahydropterines

 Si 0,039191 0,6565707 Methylenetetrahydrofolate dehydrogenase (NADP+) (EC 1.5.1.5)Carbohydrates One-carbon MetabolismOne-carbon metabolism by tetrahydropterines

 Si 0,039191 0,6565707 Methylenetetrahydrofolate dehydrogenase (NADP+) (EC 1.5.1.5) / Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9)Cofactors, Vitamins, Prosthetic Groups, PigmentsFolate and pterines5-FCL-like protein

 TN 0,039191 0,6565707 Outer membrane lipoprotein omp16 precursorMembrane Transport - Ton and Tol transport systems

 PO4 0,039204 0,656538 Anthranilate synthase, aminase component (EC 4.1.3.27)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 Z 0,039204 0,656538 ATP-dependent Clp protease, ATP-binding subunit ClpCProtein Metabolism Protein degradationProteolysis in bacteria, ATP-dependent

 PO4 0,039204 0,656538 Glutathione synthetase (EC 6.3.2.3)Clustering-based subsystems- CBSS-320372.3.peg.6046

 Z 0,039204 0,656538 Methylsuccinyl-CoA dehydrogenase, predicted by (Erb et al, 2007)Carbohydrates Central carbohydrate metabolismEthylmalonyl-CoA pathway of C2 assimilation

 POC 0,039204 0,656538 RNA polymerase sigma factor RpoHRNA Metabolism TranscriptionTranscription initiation, bacterial sigma factors

 TN 0,039223 0,6564911 Cytochrome b6-f complex subunit, cytochrome b6Respiration - Cytochrome B6-F complex

 Si 0,039223 0,6564911 DNA polymerase III alpha subunit (EC 2.7.7.7)Clustering-based subsystems- CBSS-350688.3.peg.1509

 NO2.NO3 0,039223 -0,6564911 L-pipecolate dehydrogenase (EC 1.5.99.3)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine degradation

 NO2.NO3 0,039223 -0,6564911 Na+/H+ antiporter NhaBMiscellaneous - ZZ gjo need homes

 Si 0,039223 -0,6564911 Naphthoate synthase (EC 4.1.3.36)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone and Phylloquinone Biosynthesis

 NO2.NO3 0,039223 -0,6564911 Probable exosome complex RNA-binding protein 1Clustering-based subsystemsProteasome related clustersProteasome subunit alpha archaeal cluster

 TotalBacteria 0,039223 -0,6564911 tRNA-(ms[2]io[6]A)-hydroxylase (EC 1.-.-.-)RNA Metabolism RNA processing and modificationtRNA modification Bacteria

 TotalProtists 0,039223 -0,6564911 Tryptophan synthase beta chain (EC 4.2.1.20)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 PO4 0,039223 0,6564911 Urea ABC transporter, permease protein UrtCAmino Acids and DerivativesArginine; urea cycle, polyaminesUrea decomposition

 TN 0,039381 -0,6727273 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase (EC 1.17.7.1)Clustering-based subsystemsIsoprenoid/cell wall biosynthesis: PREDICTED UNDECAPRENYL DIPHOSPHATE PHOSPHATASECBSS-83331.1.peg.3039

 Chla 0,039381 0,6727273 Aconitate hydratase (EC 4.2.1.3)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 TN 0,039381 -0,6727273 Chaperone protein DnaKProtein Metabolism Protein foldingProtein chaperones

 PO4 0,039381 0,6727273 DNA gyrase subunit B (EC 5.99.1.3)Clustering-based subsystems- DNA gyrase subunits

 NO2.NO3 0,039381 -0,6727273 DNA-directed RNA polymerase subunit B (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase archaeal

 PO4 0,039381 0,6727273 L-alanine:glyoxylate aminotransferase (EC 2.6.1.44)Carbohydrates Central carbohydrate metabolismPyruvate Alanine Serine Interconversions

 Chla 0,039381 0,6727273 LSU ribosomal protein L14p (L23e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 NO2.NO3 0,039381 0,6727273 Phenylacetate-CoA oxygenase, PaaG subunitMetabolism of Aromatic Compounds- Phenylacetyl-CoA catabolic pathway (core)

 DOC 0,039381 -0,6727273 Pyruvate dehydrogenase E1 component (EC 1.2.4.1)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Degradation

 Chla 0,039633 -0,6554772 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase (EC 4.6.1.12)Clustering-based subsystems- CBSS-211586.1.peg.3133

 Chla 0,039633 -0,6554772 DNA-binding protein HU-alphaDNA Metabolism - DNA structural proteins, bacterial

 Si 0,039633 0,6554772 General secretion pathway protein AMembrane Transport Protein secretion system, Type IIGeneral Secretion Pathway

 DOC 0,039633 0,6554772 glutamyl-Q-tRNA synthetaseMiscellaneous Plant-Prokaryote DOE projectAt2g23840

 DOC 0,039633 0,6554772 Glycolate dehydrogenase (EC 1.1.99.14), iron-sulfur subunit GlcFCarbohydrates Central carbohydrate metabolismGlycolate, glyoxylate interconversions

 DOC 0,039633 0,6554772 Inositol transport system permease proteinCarbohydrates Sugar alcoholsInositol catabolism

 NO2.NO3 0,039633 -0,6554772 Predicted 2-keto-4-pentenoate hydratase/2-oxohepta-3-ene-1,7-dioic acid hydrataseAmino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 DOC 0,039633 0,6554772 Probable component of the lipoprotein assembly complex (forms a complex with YaeT, YfgL, and NlpB)Cell Wall and Capsule Gram-Negative cell wall componentsLipopolysaccharide assembly

 Chla 0,039633 -0,6554772 Putative glutathione transporter, ATP-binding componentSulfur Metabolism Organic sulfur assimilationUtilization of glutathione as a sulphur source

 Chla 0,039633 -0,6554772 Spermidine Putrescine ABC transporter permease component PotB (TC 3.A.1.11.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesPolyamine Metabolism

 Chla 0,039633 -0,6554772 Two-component system response regulator QseBRegulation and Cell signaling- Orphan regulatory proteins

 Z 0,039651 -0,6554333 ATP phosphoribosyltransferase catalytic subunit (EC 2.4.2.17)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 Z 0,039651 -0,6554333 Pup ligase PafA' paralog, possible component of postulated heterodimer PafA-PafA'Clustering-based subsystemsproteosome relatedCluster-based Subsystem Grouping Hypotheticals - perhaps Proteosome Related

 Salinity 0,03973 -0,6552396 Phenylpropionate dioxygenase and related ring-hydroxylating dioxygenases, large terminal subunitMetabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsPhenylpropanoid compound degradation



 Z 0,039843 -0,654961 Acetoacetyl-CoA synthetase [leucine] (EC 6.2.1.16)Amino Acids and DerivativesBranched-chain amino acidsHMG CoA Synthesis

 POC 0,039843 -0,654961 Cytochrome c-type biogenesis protein CcsA/ResCClustering-based subsystemsCytochrome biogenesisCBSS-196164.1.peg.461

 Z 0,039843 -0,654961 Ribosomal RNA large subunit methyltransferase N (EC 2.1.1.-)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 POC 0,039843 -0,654961 Xylose ABC transporter, periplasmic xylose-binding protein XylFCarbohydrates MonosaccharidesXylose utilization

 Salinity 0,040215 -0,6540507 Beta-carotene hydroxylaseFatty Acids, Lipids, and IsoprenoidsIsoprenoidsCarotenoids

 POC 0,040216 -0,6540482 archaeosine tRNA-ribosyltransferase (EC 2.4.2.-) PUA domainRNA Metabolism RNA processing and modificationtRNA modification Archaea

 DOC 0,040658 0,6529733 3-hydroxyacyl-CoA dehydrogenase [isoleucine degradation] (EC 1.1.1.35)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 Chla 0,040658 -0,6529733 Aminopeptidase S (Leu, Val, Phe, Tyr preference) (EC 3.4.11.24)Clustering-based subsystems- CBSS-176280.1.peg.1561

 Si 0,040658 -0,6529733 Dihydrodipicolinate reductase (EC 1.3.1.26)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 Si 0,040658 0,6529733 DNA primase large subunit (EC 2.7.7.-)DNA Metabolism DNA replicationDNA replication, archaeal

 TotalBacteria 0,040658 -0,6529733 DNA repair and recombination protein RadADNA Metabolism DNA recombinationDNA recombination, archaeal

 NO2.NO3 0,040658 0,6529733 Formate dehydrogenase-O, iron-sulfur subunit (EC 1.2.1.2)Respiration - Formate hydrogenase

 Chla 0,040658 -0,6529733 Glutathione reductase (EC 1.8.1.7)Stress Response Oxidative stressGlutathione: Redox cycle

 Si 0,040658 0,6529733 Histidinol-phosphatase (EC 3.1.3.15)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 TN 0,040658 -0,6529733 Indolepyruvate oxidoreductase subunit IorA (EC 1.2.7.8)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid interconversions with aryl acids

 Si 0,040658 -0,6529733 L-asparaginase (EC 3.5.1.1)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 DOC 0,040658 -0,6529733 Lycopene beta cyclase (EC 1.14.-.-)Fatty Acids, Lipids, and IsoprenoidsIsoprenoidsCarotenoids

 Chla 0,040658 -0,6529733 MiaB family protein, possibly involved in tRNA or rRNA modificationProtein Metabolism Protein processing and modificationRibosomal protein S12p Asp methylthiotransferase

 Si 0,040658 0,6529733 MiaB family protein, possibly involved in tRNA or rRNA modificationProtein Metabolism Protein processing and modificationRibosomal protein S12p Asp methylthiotransferase

 NO2.NO3 0,040658 0,6529733 Putative formate dehydrogenase iron-sulfur subunit (EC 1.2.1.2)Respiration - Formate hydrogenase

 Chla 0,040658 -0,6529733 Ribonucleotide reductase transcriptional regulator NrdRNucleosides and Nucleotides- Ribonucleotide reduction

 DOC 0,040658 0,6529733 RNA polymerase sigma factor RpoSClustering-based subsystems- CBSS-211586.1.peg.3133

 Z 0,040879 -0,652439 4-hydroxyphenylacetate 3-monooxygenase (EC 1.14.13.3)Metabolism of Aromatic Compounds- Aromatic Amin Catabolism

 Z 0,040879 -0,652439 SSU ribosomal protein S19p (S15e)Protein Metabolism Protein biosynthesisRibosome SSU bacterial

 Z 0,040922 -0,6523355 Autoinducer 2 (AI-2) aldolase LsrF (EC 4.2.1.-)Regulation and Cell signalingQuorum sensing and biofilm formationAutoinducer 2 (AI-2) transport and processing (lsrACDBFGE operon)

 Z 0,040922 -0,6523355 Phosphoribosylamine--glycine ligase (EC 6.3.4.13)Nucleosides and NucleotidesPurines De Novo Purine Biosynthesis

 POC 0,040922 -0,6523355 Probable exosome complex RNA-binding protein 1Clustering-based subsystemsProteasome related clustersProteasome subunit alpha archaeal cluster

 Z 0,040938 -0,6522973 Glutathione S-transferase, omega (EC 2.5.1.18)Clustering-based subsystems- Conserved cluster in Enterobacteriaceae downstream from YqjA, a DedA family protein

 TotalProtists 0,040989 -0,6521739 Choline dehydrogenase (EC 1.1.99.1)Miscellaneous Plant-Prokaryote DOE projectNiacin-Choline transport and metabolism

 TotalProtists 0,040989 0,6521739 Uracil-DNA glycosylase, family 1DNA Metabolism DNA repair DNA Repair Base Excision

 Salinity 0,041156 -0,6517727 5-carboxymethyl-2-hydroxymuconate delta-isomerase (EC 5.3.3.10)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 Salinity 0,041156 0,6517727 Phosphoenolpyruvate-protein phosphotransferase of PTS system (EC 2.7.3.9)Carbohydrates Sugar alcoholsMannitol Utilization

 Salinity 0,041156 0,6517727 SSU ribosomal protein S14e (S11p)Protein Metabolism Protein biosynthesisNucleolar protein complex

 Z 0,041602 -0,6507049 ammonium/methylammonium permeaseNitrogen Metabolism - Ammonia assimilation

 POC 0,041602 -0,6507049 Bacterial sugar transferaseClustering-based subsystemsBiosynthesis of galactoglycans and related lipopolysacharidesCBSS-376686.6.peg.291

 POC 0,041602 -0,6507049 Benzoate transport, inner-membrane translocatorMetabolism of Aromatic Compounds- Benzoate transport and degradation cluster

 POC 0,041602 -0,6507049 Dihydrolipoamide acetyltransferase component (E2) of acetoin dehydrogenase complex (EC 2.3.1.-)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 POC 0,041602 -0,6507049 Glutamate decarboxylase (EC 4.1.1.15)Stress Response Acid stress Acid resistance mechanisms

 POC 0,041602 -0,6507049 Malate:quinone oxidoreductase (EC 1.1.99.16)Carbohydrates Central carbohydrate metabolismTCA Cycle

 POC 0,041602 -0,6507049 Nudix-like NDP and NTP phosphohydrolase YmfBNucleosides and NucleotidesDetoxificationNudix proteins (nucleoside triphosphate hydrolases)

 POC 0,041602 -0,6507049 Oligopeptide transport system permease protein OppC (TC 3.A.1.5.1)Membrane Transport ABC transportersABC transporter oligopeptide (TC 3.A.1.5.1)

 POC 0,041602 -0,6507049 Phosphatidylcholine synthase (EC 2.7.8.24)Miscellaneous - ZZ gjo need homes

 POC 0,041602 -0,6507049 response regulator in two-component regulatory system with PhoQPhosphorus Metabolism - Phosphate metabolism

 POC 0,041602 -0,6507049 Shufflon-specific DNA recombinaseMembrane Transport Protein and nucleoprotein secretion system, Type IVType 4 conjugative transfer system, IncI1 type

 Z 0,041602 -0,6507049 Spore maturation protein A-like proteinDormancy and Sporulation - Spore Core Dehydration

 POC 0,041602 -0,6507049 Sulfite reductase [NADPH] flavoprotein alpha-component (EC 1.8.1.2)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 Z 0,041602 -0,6507049 Threonine dehydrogenase and related Zn-dependent dehydrogenasesAmino Acids and DerivativesLysine, threonine, methionine, and cysteineThreonine degradation



 Z 0,041602 -0,6507049 Transcription repressor of multidrug efflux pump acrAB operon, TetR (AcrR) familyVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsMultidrug Resistance Efflux Pumps

 POC 0,041602 -0,6507049 UDP-3-O-[3-hydroxymyristoyl] N-acetylglucosamine deacetylase (EC 3.5.1.-)Cell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 Z 0,041636 -0,6506239 Enoyl-[acyl-carrier-protein] reductase [FMN] (EC 1.3.1.9), inferred for PFA pathwayFatty Acids, Lipids, and IsoprenoidsFatty acids Polyunsaturated Fatty Acids synthesis

 Z 0,041636 -0,6506239 Glucosamine-6-phosphate deaminase (EC 3.5.99.6)Carbohydrates AminosugarsChitin and N-acetylglucosamine utilization

 Z 0,041636 -0,6506239 L-asparaginase I, cytoplasmic (EC 3.5.1.1)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 NO2.NO3 0,041705 0,6504589 tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase (EC 2.1.1.61)Miscellaneous Plant-Prokaryote DOE projectAt5g37530

 DOC 0,041765 0,6503176 Dihydroorotate dehydrogenase (EC 1.3.3.1)Clustering-based subsystemsHypothetical Related to Dihydroorate DehydrogenaseHypothetical Related to Dihydroorotate dehydrogenase

 TN 0,041765 -0,6503176 Uracil-DNA glycosylase, family 4DNA Metabolism DNA repair Uracil-DNA glycosylase

 TotalProtists 0,042006 0,6497454 FIG042796: Hypothetical proteinClustering-based subsystems- EC699-706

 Z 0,042253 -0,6491612 Arsenic resistance protein ArsHVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsArsenic resistance

 POC 0,042253 -0,6491612 Chromosome (plasmid) partitioning protein ParACell Division and Cell Cycle - Bacterial Cytoskeleton

 Z 0,042253 -0,6491612 Peptidyl-prolyl cis-trans isomerase ppiB (EC 5.2.1.8)Protein Metabolism Protein foldingPeptidyl-prolyl cis-trans isomerase

 Z 0,042253 -0,6491612 Translation initiation factor 3Protein Metabolism Protein biosynthesisTranslation initiation factors bacterial

 NO2.NO3 0,042436 -0,6487301 ATP-dependent RNA helicase VCA0061RNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 Chla 0,042436 0,6487301 COG2106 MethylaseRNA Metabolism RNA processing and modificationrRNA modification Archaea

 TN 0,042436 -0,6487301 Exodeoxyribonuclease III (EC 3.1.11.2)DNA Metabolism DNA repair DNA repair, bacterial

 DOC 0,042436 0,6487301 FIG006126: DNA helicase, restriction/modification system component YeeBClustering-based subsystems- CBSS-316273.3.peg.2378

 PO4 0,042436 0,6487301 Gluconolactonase (EC 3.1.1.17)Carbohydrates Central carbohydrate metabolismEntner-Doudoroff Pathway

 DOC 0,042436 0,6487301 Hydroxymethylglutaryl-CoA lyase (EC 4.1.3.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 DOC 0,042436 0,6487301 hypothetical protein sometimes fused to ribosomal protein S6 glutaminyl transferaseProtein Metabolism Protein biosynthesisRibosome biogenesis bacterial

 TotalBacteria 0,042436 0,6487301 LSU ribosomal protein L30p (L7e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 DOC 0,042436 -0,6487301 membrane c-type cytochrome cyRespiration Electron accepting reactionsTerminal cytochrome C oxidases

 PO4 0,042436 -0,6487301 Nicotinate-nucleotide adenylyltransferase (EC 2.7.7.18)Cofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 Chla 0,042436 -0,6487301 Nucleoside triphosphate pyrophosphohydrolase MazGDormancy and Sporulation - Sporulation Cluster

 TotalBacteria 0,042436 0,6487301 Predicted RNA-binding protein COG1491RNA Metabolism RNA processing and modificationtRNA modification Archaea

 TotalBacteria 0,042436 0,6487301 Ribosomal RNA small subunit methyltransferase B (EC 2.1.1.-)Clustering-based subsystems- Conserved gene cluster associated with Met-tRNA formyltransferase

 DOC 0,042436 0,6487301 Thiamin ABC transporter, substrate-binding componentCofactors, Vitamins, Prosthetic Groups, Pigments- Thiamin biosynthesis

 NO2.NO3 0,042436 -0,6487301 UPF0246 protein YaaAMiscellaneous - YaaA

 NO2.NO3 0,04247 -0,6486493 Ketoglutarate semialdehyde dehydrogenase (EC 1.2.1.26)Amino Acids and DerivativesProline and 4-hydroxyprolineProline, 4-hydroxyproline uptake and utilization

 POC 0,042544 -0,6484762 DMSP breakdown hydrolase proteinSulfur Metabolism Organic sulfur assimilationDMSP breakdown

 Salinity 0,042756 -0,6479782 Anthranilate synthase, amidotransferase component (EC 4.1.3.27)Amino Acids and DerivativesAromatic amino acids and derivativesChorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

 Salinity 0,043507 0,6462303 Malate dehydrogenase (EC 1.1.1.37)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 Z 0,043528 -0,6461814 Archaeal DNA polymerase II large subunit (EC 2.7.7.7)DNA Metabolism DNA replicationDNA replication, archaeal

 POC 0,043596 -0,6460252 Aspartate aminotransferase (EC 2.6.1.1)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationAspartate aminotransferase

 Z 0,043596 -0,6460252 Ferredoxin, 2Fe-2SAmino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 POC 0,043596 -0,6460252 Lysine biosynthesis protein LysXAmino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine biosynthesis AAA pathway 2

 TotalProtists 0,043743 0,645686 Aspartate aminotransferase (EC 2.6.1.1)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationAspartate aminotransferase

 NO2.NO3 0,044027 -0,6606061 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase (EC 1.17.7.1)Clustering-based subsystemsIsoprenoid/cell wall biosynthesis: PREDICTED UNDECAPRENYL DIPHOSPHATE PHOSPHATASECBSS-83331.1.peg.3039

 NO2.NO3 0,044027 -0,6606061 ATP-dependent protease La (EC 3.4.21.53) Type IProtein Metabolism Protein degradationProteasome bacterial

 NO2.NO3 0,044027 -0,6606061 Lipopolysaccharide ABC transporter, ATP-binding protein LptBCell Wall and Capsule Gram-Negative cell wall componentsKDO2-Lipid A biosynthesis

 DOC 0,044027 -0,6606061 NADH-ubiquinone oxidoreductase chain B (EC 1.6.5.3)Respiration Electron donating reactionsRespiratory Complex I

 PO4 0,044027 -0,6606061 Omega-amino acid--pyruvate aminotransferase (EC 2.6.1.18)Carbohydrates Central carbohydrate metabolismPyruvate Alanine Serine Interconversions

 Chla 0,044027 0,6606061 photosystem I P700 chlorophyll a apoprotein subunit Ib (PsaB)Photosynthesis Electron transport and photophosphorylationPhotosystem I

 Chla 0,044027 0,6606061 Pyruvate dehydrogenase E1 component (EC 1.2.4.1)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Degradation

 Si 0,044027 -0,6606061 RNA polymerase sigma factor RpoHRNA Metabolism TranscriptionTranscription initiation, bacterial sigma factors

 Chla 0,044027 0,6606061 Scaffold protein for [4Fe-4S] cluster assembly ApbC, MRP-likeMiscellaneous Plant-Prokaryote DOE projectIron-sulfur cluster assembly

 DOC 0,044027 -0,6606061 Thiamin biosynthesis protein ThiCCofactors, Vitamins, Prosthetic Groups, Pigments- Thiamin biosynthesis



 Chla 0,044027 0,6606061 Translation elongation factor LepAMiscellaneous Plant-Prokaryote DOE projectIojap

 TotalBacteria 0,044027 0,6606061 Urocanate hydratase (EC 4.2.1.49)Amino Acids and DerivativesHistidine MetabolismHistidine Degradation

 DOC 0,044027 -0,6606061 V-type ATP synthase subunit A (EC 3.6.3.14)Respiration ATP synthasesV-Type ATP synthase

 Salinity 0,044111 0,644839 Cystathionine gamma-synthase (EC 2.5.1.48)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 POC 0,044312 0,6443799 2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase (EC 2.3.1.117)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 DOC 0,044312 -0,6443799 Aerobic cobaltochelatase CobT subunit (EC 6.6.1.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 TN 0,044312 -0,6443799 Aerobic cobaltochelatase CobT subunit (EC 6.6.1.2)Cofactors, Vitamins, Prosthetic Groups, PigmentsTetrapyrrolesCoenzyme B12 biosynthesis

 NO2.NO3 0,044312 -0,6443799 Cold-shock DEAD-box protein ARNA Metabolism RNA processing and modificationATP-dependent RNA helicases, bacterial

 Z 0,044312 0,6443799 Iron-sulfur cluster assembly protein SufBClustering-based subsystemsCytochrome biogenesisCBSS-196164.1.peg.1690

 TotalBacteria 0,044381 -0,6442203 3-polyprenyl-4-hydroxybenzoate carboxy-lyase (EC 4.1.1.-)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone Biosynthesis via Futalosine -- gjo

 Si 0,044381 0,6442203 5-carboxymethyl-2-oxo-hex-3- ene-1,7-dioate decarboxylase (EC 4.1.1.68)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 TotalBacteria 0,044381 -0,6442203 ATPase, AFG1 familyProtein Metabolism Protein degradationProteolysis in bacteria, ATP-dependent

 Si 0,044381 0,6442203 Delta-1-pyrroline-5-carboxylate dehydrogenase (EC 1.5.1.12)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 TotalProtists 0,044381 0,6442203 DNA-directed RNA polymerase beta' subunit (EC 2.7.7.6)RNA Metabolism TranscriptionRNA polymerase bacterial

 NO2.NO3 0,044381 0,6442203 GTP pyrophosphokinase (EC 2.7.6.5)Clustering-based subsystemsNucleotidyl-phosphate metabolic clusterCBSS-222523.1.peg.1311

 NO2.NO3 0,044381 0,6442203 GTP pyrophosphokinase (EC 2.7.6.5), (p)ppGpp synthetase IClustering-based subsystemsProbably GTP or GMP signaling relatedCBSS-176299.4.peg.1292

 TotalProtists 0,044381 0,6442203 Histidinol dehydrogenase (EC 1.1.1.23)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 NO2.NO3 0,044381 -0,6442203 Homoserine O-succinyltransferase (EC 2.3.1.46)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 TotalProtists 0,044381 0,6442203 LSU ribosomal protein L1p (L10Ae)Clustering-based subsystems- LSU ribosomal proteins cluster

 TotalProtists 0,044381 -0,6442203 LSU ribosomal protein L20pProtein Metabolism Protein biosynthesisRibosome LSU bacterial

 TotalProtists 0,044381 -0,6442203 Malate synthase G (EC 2.3.3.9)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 TotalBacteria 0,04445 -0,6440646 D-malic enzyme (EC 1.1.1.83)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 Si 0,04445 -0,6440646 Ornithine decarboxylase (EC 4.1.1.17)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 Chla 0,04445 0,6440646 Peptide methionine sulfoxide reductase MsrA (EC 1.8.4.11)Clustering-based subsystemsCarbohydratesCluster Ytf and putative sugar transporter

 PO4 0,04445 -0,6440646 Pseudaminic acid synthase (EC 4.1.3.-)Cell Wall and Capsule Capsular and extracellular polysacchridesPseudaminic Acid Biosynthesis

 Si 0,04445 0,6440646 SSU ribosomal protein S8p (S15Ae)Protein Metabolism Protein biosynthesisRibosome SSU bacterial

 TotalBacteria 0,04445 -0,6440646 Tartrate decarboxylase (EC 4.1.1.73)Carbohydrates Organic acidsGlycerate metabolism

 TotalBacteria 0,04445 -0,6440646 Tartrate dehydrogenase (EC 1.1.1.93)Clustering-based subsystemsCholine bitartrate degradation, putativeCBSS-344610.3.peg.2335

 POC 0,044577 -0,6437752 Glutathione S-transferase family proteinMiscellaneous Plant-Prokaryote DOE projectAt3g50560

 Z 0,044577 -0,6437752 Indoleacetamide hydrolase (EC 3.5.1.-)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 Salinity 0,044634 0,6436439 Acetyl-coenzyme A carboxyl transferase of ACAC1 (EC 6.4.1.2)Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty Acid Biosynthesis FASI

 Salinity 0,044634 0,6436439 Biotin carboxyl carrier protein of ACAC1Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty Acid Biosynthesis FASI

 Salinity 0,044634 0,6436439 Biotin carboxylase of ACAC1 (EC 6.3.4.14)Fatty Acids, Lipids, and IsoprenoidsFatty acids Fatty Acid Biosynthesis FASI

 Salinity 0,044634 -0,6436439 D-glycerate transporter (predicted)Carbohydrates MonosaccharidesD-galactarate, D-glucarate and D-glycerate catabolism

 Salinity 0,044634 0,6436439 IncF plasmid conjugative transfer protein TraGClustering-based subsystems- Conjugative transfer related cluster

 Salinity 0,044634 -0,6436439 Microbial collagenase, secreted (EC 3.4.24.3)Amino Acids and DerivativesProline and 4-hydroxyprolineProline, 4-hydroxyproline uptake and utilization

 Salinity 0,044634 0,6436439 Putative transcription antitermination protein NusGRNA Metabolism TranscriptionTranscription elongation factors, archaeal

 Salinity 0,044741 -0,6434015 1,4-alpha-glucan (glycogen) branching enzyme, GH-13-type (EC 2.4.1.18)Carbohydrates Di- and oligosaccharidesTrehalose Biosynthesis

 Salinity 0,044741 -0,6434015 Arsenical-resistance protein ACR3Virulence, Disease and DefenseResistance to antibiotics and toxic compoundsArsenic resistance

 Z 0,044967 -0,6428891 Isoquinoline 1-oxidoreductase alpha subunit (EC 1.3.99.16)Clustering-based subsystemsPutative Isoquinoline 1-oxidoreductase subunitCBSS-314267.3.peg.390

 Z 0,044967 -0,6428891 L-alanine-DL-glutamate epimeraseCell Wall and Capsule - Recycling of Peptidoglycan Amino Acids

 POC 0,044967 -0,6428891 SSU ribosomal protein S8p (S15Ae)Protein Metabolism Protein biosynthesisRibosome SSU bacterial

 Salinity 0,04535 0,6420242 L-arabonate dehydratase (EC 4.2.1.25)Carbohydrates MonosaccharidesL-Arabinose utilization

 Z 0,045365 -0,6419915 Cytochrome c oxidase subunit CcoN (EC 1.9.3.1)Respiration Electron accepting reactionsTerminal cytochrome C oxidases

 TotalBacteria 0,04544 -0,6418214 Copper resistance protein BVirulence, Disease and DefenseResistance to antibiotics and toxic compoundsCopper homeostasis

 NO2.NO3 0,04544 -0,6418214 Cystathionine gamma-synthase (EC 2.5.1.48)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineMethionine Biosynthesis

 TotalBacteria 0,04544 -0,6418214 FKBP-type peptidyl-prolyl cis-trans isomerase fklB (EC 5.2.1.8)Protein Metabolism Protein foldingPeptidyl-prolyl cis-trans isomerase



 NO2.NO3 0,04544 0,6418214 Peptidyl-prolyl cis-trans isomerase ppiC (EC 5.2.1.8)Protein Metabolism Protein foldingPeptidyl-prolyl cis-trans isomerase

 TotalBacteria 0,04544 0,6418214 Stringent starvation protein AStress Response - Carbon Starvation

 Salinity 0,045473 -0,6417477 Naphthoate synthase (EC 4.1.3.36)Cofactors, Vitamins, Prosthetic Groups, PigmentsQuinone cofactorsMenaquinone and Phylloquinone Biosynthesis

 TotalProtists 0,04552 0,6416419 ATP-dependent protease La (EC 3.4.21.53) Type IIProtein Metabolism Protein degradationProteasome bacterial

 Salinity 0,04565 0,6413506 Cell division control protein 6DNA Metabolism DNA replicationDNA replication, archaeal

 Salinity 0,04565 -0,6413506 Cytochrome c oxidase polypeptide III (EC 1.9.3.1)Clustering-based subsystems- CBSS-316057.3.peg.563

 Salinity 0,04565 0,6413506 Origin of replication recognition proteinDNA Metabolism DNA replicationDNA replication, archaeal

 POC 0,046098 -0,6403509 Phosphonoacetate hydrolase (EC 3.11.1.2)Phosphorus Metabolism - Phosphonate metabolism

 NO2.NO3 0,046236 0,6400431 Adenosine deaminase (EC 3.5.4.4)Nucleosides and NucleotidesPurines Purine conversions

 PO4 0,046236 -0,6400431 Alcohol dehydrogenase (EC 1.1.1.1)Carbohydrates FermentationAcetone Butanol Ethanol Synthesis

 TotalBacteria 0,046236 -0,6400431 Aromatic-L-amino-acid decarboxylase (EC 4.1.1.28)Amino Acids and DerivativesAromatic amino acids and derivativesAromatic amino acid degradation

 Chla 0,046236 0,6400431 ATP phosphoribosyltransferase regulatory subunit (EC 2.4.2.17)Amino Acids and DerivativesHistidine MetabolismHistidine Biosynthesis

 Si 0,046236 0,6400431 Branched-chain amino acid transport ATP-binding protein LivG (TC 3.A.1.4.1)Membrane Transport ABC transportersABC transporter branched-chain amino acid (TC 3.A.1.4.1)

 TotalBacteria 0,046236 -0,6400431 D-Lactate dehydrogenase, cytochrome c-dependent (EC 1.1.2.4)Carbohydrates Central carbohydrate metabolismGlycolate, glyoxylate interconversions

 PO4 0,046236 -0,6400431 LSU ribosomal protein L15eClustering-based subsystemsProteasome related clustersProteasome subunit alpha archaeal cluster

 Si 0,046236 0,6400431 Molybdopterin oxidoreductase, iron-sulfur binding subunit (EC 1.2.7.-)Clustering-based subsystemsMolybdopterin oxidoreductaseCBSS-269799.3.peg.2220

 TotalBacteria 0,046236 -0,6400431 PhnI protein Phosphorus Metabolism - Alkylphosphonate utilization

 NO2.NO3 0,046236 -0,6400431 tRNA cytosine methylase Pos56RNA Metabolism RNA processing and modificationtRNA modification Archaea

 POC 0,046243 -0,6400273 Possible sterol desaturaseMiscellaneous Plant-Prokaryote DOE projectCOG0398

 POC 0,046367 -0,6397531 N-succinyl-L,L-diaminopimelate aminotransferase (EC 2.6.1.17)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine Biosynthesis DAP Pathway

 TotalProtists 0,046367 -0,6397516 Serine acetyltransferase (EC 2.3.1.30)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineCysteine Biosynthesis

 TotalProtists 0,046546 0,6393558 Urea ABC transporter, ATPase protein UrtDAmino Acids and DerivativesArginine; urea cycle, polyaminesUrea decomposition

 Z 0,047024 0,6383008 2',3'-cyclic-nucleotide 2'-phosphodiesterase (EC 3.1.4.16)Nucleosides and NucleotidesPurines Purine conversions

 TN 0,047024 -0,6383008 Alkyl hydroperoxide reductase subunit C-like proteinStress Response Oxidative stressOxidative stress

 Z 0,047024 0,6383008 ATP synthase beta chain (EC 3.6.3.14)Respiration ATP synthasesF0F1-type ATP synthase

 Chla 0,047248 0,6378115 Protein similar to polyadenylation specificity factor, MJ0047 typeRNA Metabolism RNA processing and modificationPolyadenylation specificity factor

 Salinity 0,047694 0,6368362 Electron transport complex protein RnfBRespiration Electron donating reactionsNa(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

 Salinity 0,047694 0,6368362 Glucose-methanol-choline (GMC) oxidoreductase:NAD binding siteRespiration Electron donating reactionsRespiratory dehydrogenases 1

 POC 0,047795 -0,6366171 Ribonucleotide reductase of class III (anaerobic), large subunit (EC 1.17.4.2)Nucleosides and Nucleotides- Ribonucleotide reduction

 Z 0,048197 0,6357462 Manganese ABC transporter, inner membrane permease protein SitDMembrane Transport - Transport of Manganese

 Si 0,048546 0,6349935 ATP-dependent DNA helicase RepDNA Metabolism DNA repair DNA repair, bacterial UvrD and related helicases

 DOC 0,048546 0,6349935 DMSP demthylase transcriptional regulatorSulfur Metabolism Organic sulfur assimilationDMSP breakdown

 TN 0,048546 -0,6349935 L-Aspartate dehydrogenase (EC 1.4.1.21)Cofactors, Vitamins, Prosthetic Groups, PigmentsNAD and NADPNAD and NADP cofactor biosynthesis global

 PO4 0,048546 -0,6349935 Phage integrasePhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage integration and excision

 TotalProtists 0,04861 0,6348554 Kynureninase (EC 3.7.1.3)Amino Acids and DerivativesAromatic amino acids and derivativesTryptophan catabolism

 TotalProtists 0,04861 0,6348554 Pyrimidine operon regulatory protein PyrRNucleosides and NucleotidesPyrimidinesDe Novo Pyrimidine Synthesis

 TotalProtists 0,04861 0,6348554 tRNA cytosine methylase Pos56RNA Metabolism RNA processing and modificationtRNA modification Archaea

 Z 0,048941 -0,6341463 Dimethylglycine dehydrogenase (EC 1.5.99.2)Amino Acids and Derivatives- Creatine and Creatinine Degradation

 Z 0,048941 -0,6341463 Inorganic pyrophosphatase (EC 3.6.1.1)Miscellaneous Plant-Prokaryote DOE projectIojap

 Z 0,048941 -0,6341463 Ribonucleotide reductase of class Ia (aerobic), beta subunit (EC 1.17.4.1)Clustering-based subsystems- Ribonucleotide reductase cluster

 Si 0,049043 0,6484848 Aconitate hydratase 2 (EC 4.2.1.3)Carbohydrates Central carbohydrate metabolismGlyoxylate bypass

 DOC 0,049043 -0,6484848 Argininosuccinate lyase (EC 4.3.2.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine Biosynthesis extended

 NO2.NO3 0,049043 -0,6484848 ATP-dependent protease La (EC 3.4.21.53)Protein Metabolism Protein degradationProteolysis in bacteria, ATP-dependent

 Chla 0,049043 0,6484848 Glycyl-tRNA synthetase (EC 6.1.1.14)Protein Metabolism Protein biosynthesistRNA aminoacylation, Gly

 DOC 0,049043 -0,6484848 Iron-sulfur cluster assembly protein SufBClustering-based subsystemsCytochrome biogenesisCBSS-196164.1.peg.1690

 Chla 0,049043 0,6484848 MoxR-like ATPase in aerotolerance operonClustering-based subsystems- Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

 TN 0,049043 -0,6484848 NAD-dependent formate dehydrogenase alpha subunitRespiration - Formate hydrogenase



 DOC 0,049043 -0,6484848 Pyrophosphate-energized proton pump (EC 3.6.1.1)Phosphorus Metabolism - Phosphate metabolism

 Si 0,049043 0,6484848 tungsten-containing formate dehydrogenase alpha subunitRespiration - Formate hydrogenase

 Salinity 0,049046 -0,6339212 Iron-sulfur cluster assembly scaffold protein IscUAmino Acids and DerivativesAlanine, serine, and glycineAlanine biosynthesis

 POC 0,049069 -0,6338732 Butyryl-CoA dehydrogenase (EC 1.3.99.2)Amino Acids and DerivativesBranched-chain amino acidsIsoleucine degradation

 TotalProtists 0,049069 0,6338732 RNA polymerase sigma factorPhages, Prophages, Transposable elements, PlasmidsPhages, ProphagesPhage regulation of gene expression

 Chla 0,049095 0,6338167 Biphenyl-2,3-diol 1,2-dioxygenase (EC 1.13.11.39)Metabolism of Aromatic CompoundsPeripheral pathways for catabolism of aromatic compoundsBiphenyl Degradation

 DOC 0,049095 -0,6338167 Lysine-arginine-ornithine-binding periplasmic protein precursor (TC 3.A.1.3.1)Amino Acids and DerivativesArginine; urea cycle, polyaminesArginine and Ornithine Degradation

 DOC 0,049095 -0,6338167 Mannose-6-phosphate isomerase (EC 5.3.1.8)Carbohydrates - Sugar utilization in Thermotogales

 TN 0,049095 -0,6338167 Oligopeptide ABC transporter, periplasmic oligopeptide-binding protein OppA (TC 3.A.1.5.1)Membrane Transport ABC transportersABC transporter oligopeptide (TC 3.A.1.5.1)

 DOC 0,049095 -0,6338167 omega-3 polyunsaturated fatty acid synthase subunit, PfaBFatty Acids, Lipids, and IsoprenoidsFatty acids Polyunsaturated Fatty Acids synthesis

 DOC 0,049095 -0,6338167 UPF0434 protein YcaRMiscellaneous - Broadly distributed proteins not in subsystems

 POC 0,049243 -0,6335022 FIG003879: Predicted amidohydrolaseClustering-based subsystemsTldD clusterCBSS-354.1.peg.2917

 POC 0,049243 -0,6335022 Possible fucose ABC transporter, ATP-binding componentCarbohydrates MonosaccharidesL-fucose utilization

 Z 0,049253 -0,633481 Adenylylsulfate reductase beta-subunit (EC 1.8.99.2)Respiration Electron accepting reactionsAnaerobic respiratory reductases

 PO4 0,049846 -0,6322218 Aldehyde dehydrogenase A (EC 1.2.1.22)Carbohydrates Central carbohydrate metabolismMethylglyoxal Metabolism

 DOC 0,049846 -0,6322218 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)Cell Division and Cell Cycle - Macromolecular synthesis operon

 NO2.NO3 0,049846 -0,6322218 Glutamate synthase [NADPH] small chain (EC 1.4.1.13)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine, Glutamate, Aspartate and Asparagine Biosynthesis

 Si 0,049846 0,6322218 Glutamine synthetase type II, eukaryotic (EC 6.3.1.2)Amino Acids and DerivativesGlutamine, glutamate, aspartate, asparagine; ammonia assimilationGlutamine synthetases

 POC 0,049846 0,6322218 LSU ribosomal protein L16p (L10e)Protein Metabolism Protein biosynthesisRibosome LSU bacterial

 Z 0,049846 0,6322218 Phosphoenolpyruvate carboxykinase [ATP] (EC 4.1.1.49)Carbohydrates Central carbohydrate metabolismPyruvate metabolism I: anaplerotic reactions, PEP

 POC 0,049846 0,6322218 Propionyl-CoA carboxylase beta chain (EC 6.4.1.3)Carbohydrates One-carbon MetabolismSerine-glyoxylate cycle

 Z 0,049846 0,6322218 Urocanate hydratase (EC 4.2.1.49)Amino Acids and DerivativesHistidine MetabolismHistidine Degradation

 NO2.NO3 0,049975 -0,6319494 Chromosome partition protein smcCell Division and Cell Cycle - Two cell division clusters relating to chromosome partitioning

 TotalProtists 0,049975 0,6319494 Dihydrolipoamide dehydrogenase of 2-oxoglutarate dehydrogenase (EC 1.8.1.4)Carbohydrates Central carbohydrate metabolismDehydrogenase complexes

 DOC 0,049975 -0,6319494 Dipeptide transport ATP-binding protein DppD (TC 3.A.1.5.2)Membrane Transport ABC transportersABC transporter dipeptide (TC 3.A.1.5.2)

 PO4 0,049975 -0,6319494 Glycine dehydrogenase [decarboxylating] (glycine cleavage system P2 protein) (EC 1.4.4.2)Amino Acids and DerivativesAlanine, serine, and glycineGlycine and Serine Utilization

 TN 0,049975 -0,6319494 L-pipecolate dehydrogenase (EC 1.5.99.3)Amino Acids and DerivativesLysine, threonine, methionine, and cysteineLysine degradation

 PO4 0,049975 0,6319494 Methylcrotonyl-CoA carboxylase biotin-containing subunit (EC 6.4.1.4)Amino Acids and DerivativesBranched-chain amino acidsBranched chain amino acid degradation regulons

 NO2.NO3 0,049975 0,6319494 Nucleoside-diphosphate sugar epimerase/dehydrataseClustering-based subsystems- CBSS-296591.1.peg.2330

 Chla 0,049975 -0,6319494 Predicted nucleoside ABC transporter, ATP-binding componentCarbohydrates MonosaccharidesDeoxyribose and Deoxynucleoside Catabolism

 Si 0,049975 0,6319494 Pyrimidine ABC transporter, ATP-binding proteinNucleosides and NucleotidesPyrimidinesPyrimidine utilization

 TotalBacteria 0,049975 -0,6319494 Rubisco activation protein CbbQCarbohydrates CO2 fixationCO2 uptake, carboxysome

 PO4 0,049975 0,6319494 sugar ABC transporter, permease proteinMiscellaneous Plant-Prokaryote DOE projectCOG3533

 TN 0,049975 -0,6319494 V-type ATP synthase subunit I (EC 3.6.3.14)Respiration ATP synthasesV-Type ATP synthase

 NO2.NO3 0,049975 0,6319494 YgjD/Kae1/Qri7 family, required for N6-threonylcarbamoyl adenosine t(6)A37 modification in tRNACell Division and Cell Cycle - Macromolecular synthesis operon



k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__PsychromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Maribacter; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Amphritea; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 



k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Bacteroidetes; c__Sphingobacteriia; o__Sphingobacteriales; f__NS11-12; g__NS11-12FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Maribacter; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Saprospira; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g__ThiohalorhabdalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__OM60; g__OM60FA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__RhodobacteraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Opitutales; f__Opitutaceae; g__Opitutus; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Alteromonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 



k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g__ThiohalorhabdalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Tenacibaculum; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Phaeobacter; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Persicirhabdus; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Sphingobacteriia; o__Sphingobacteriales; f__SphingobacterialesOR; g__SphingobacterialesOR; 

k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

k__Bacteria; p__Firmicutes; c__Bacilli; o__Lactobacillales; f__Carnobacteriaceae; g__Carnobacterium; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Oleispira; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Formosa; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 



k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Maribacter; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__PsychromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g__ThiohalorhabdalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__GN02; c__BD1-5; o__BD1-5CL; f__BD1-5CL; g__BD1-5CL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Alteromonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__Colwellia; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 



k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Moraxellaceae; g__Perlucidibaca; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__TK06; g__TK06FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 



k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Phaeobacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__PsychromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Phaeobacter; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

k__Bacteria; p__Firmicutes; c__Bacilli; o__Lactobacillales; f__Carnobacteriaceae; g__Carnobacterium; 

k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 



k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__Methylotenera; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__Methylotenera; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__Methylotenera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 

k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Roseivirga; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 



k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__Puniceicoccales; f__Puniceicoccaceae; g__Coraliomargarita; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Marinobacter; 

k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR202CL; f__SAR202CL; g__SAR202CL; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Planctomycetes; c__vadinHA49; o__vadinHA49CL; f__vadinHA49CL; g__vadinHA49CL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Saccharospirillaceae; g__SaccharospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Saprospira; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__SUP05; g__SUP05FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Moraxellaceae; g__Psychrobacter; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__CenarchaeaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Curvibacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 



k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__VerrucomicrobiaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__VerrucomicrobiaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Flexibacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__OM60; g__OM60FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter; 

k__Bacteria; p__Bacteroidetes; c__Sphingobacteriia; o__Sphingobacteriales; f__SphingobacterialesOR; g__SphingobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Amphritea; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Owenweeksia; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; 



k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__RhodobacteraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__CenarchaeaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__VerrucomicrobiaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Bacteroidetes; c__Sphingobacteriia; o__Sphingobacteriales; f__SphingobacterialesOR; g__SphingobacterialesOR; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Sva0853; f__JTB36; g__JTB36FA; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Paracoccus; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Methylibium; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Methylophilales; f__Methylophilaceae; g__Methylotenera; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 



k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Loktanella; 

k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Idiomarinaceae; g__Idiomarina; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Schlegelella; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Rubritalea; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingobium; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__Colwellia; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Alteromonas; 

k__Bacteria; p__Gemmatimonadetes; c__Gemm-2; o__Gemm-2CL; f__Gemm-2CL; g__Gemm-2CL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Lentisphaerae; c__[Lentisphaeria]; o__Lentisphaerales; f__Lentisphaeraceae; g__Lentisphaera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhizobiales; f__Bradyrhizobiaceae; g__Bradyrhizobium; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Halomonas; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__SC3-41; g__SC3-41FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 



k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__PB19; f__PB19OR; g__PB19OR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Thiotrichaceae; g__Cocleimonas; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Curvibacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SargSea-WGS; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Halomonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__OCS155; g__OCS155FA; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH; 

k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__TK06; g__TK06FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__[Marinicellales]; f__[Marinicellaceae]; g__Marinicella; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 



k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__AlteromonadalesOR; g__AlteromonadalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Flavobacterium; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Persicirhabdus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhizobiales; f__Rhizobiaceae; g__Mycoplana; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__Psychromonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__TK06; g__TK06FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Amphritea; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__Phycisphaeraceae; g__PhycisphaeraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Sva0853; f__SAR324; g__SAR324FA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__Psychromonas; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__Nisaea; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Coxiellaceae; g__CoxiellaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Actinobacteria; c__Thermoleophilia; o__Solirubrobacterales; f__SolirubrobacteralesOR; g__SolirubrobacteralesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 



k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__ErythrobacteraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__NB1-j; f__JTB38; g__JTB38FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Formosa; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__RS62; 

k__Bacteria; p__GN02; c__GN02PH; o__GN02PH; f__GN02PH; g__GN02PH; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Bdellovibrionales; f__Bacteriovoracaceae; g__BacteriovoracaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Blastomonas; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group III; g__Marine group IIIFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Firmicutes; c__Bacilli; o__Bacillales; f__Paenibacillaceae; g__Paenibacillus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 

k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__[Amoebophilaceae]; g__SC3-56; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__HTCC2207; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Desulfobacterales; f__Nitrospinaceae; g__Nitrospina; 

k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__HTCC2207; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Halomonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Novosphingobium; 



k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingomonas; 

k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Oleispira; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Cryomorpha; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhizobiales; f__Methylobacteriaceae; g__MethylobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__Nisaea; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__GMD14H09; f__GMD14H09OR; g__GMD14H09OR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Loktanella; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Actinobacteria; c__Thermoleophilia; o__Solirubrobacterales; f__SolirubrobacteralesOR; g__SolirubrobacteralesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__MyxococcalesOR; g__MyxococcalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Verrucomicrobia; c__[Pedosphaerae]; o__[Pedosphaerae]CL; f__[Pedosphaerae]CL; g__[Pedosphaerae]CL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 



k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Firmicutes; c__Bacilli; o__Lactobacillales; f__LactobacillalesOR; g__LactobacillalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__BD2-13; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Planctomycetales; f__Planctomycetaceae; g__Planctomyces; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__Rickettsiaceae; g__RickettsiaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingomonas; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Flavobacterium; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; 

k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Verrucomicrobium; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__ErythrobacteraceaeFA; 

k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Shewanellaceae; g__Shewanella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhizobiales; f__Rhizobiaceae; g__Mycoplana; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__PB19; f__PB19OR; g__PB19OR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Tenacibaculum; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__HTCC2188; g__HTCC; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 



k__Bacteria; p__Actinobacteria; c__Thermoleophilia; o__Solirubrobacterales; f__SolirubrobacteralesOR; g__SolirubrobacteralesOR; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__TK06; g__TK06FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Sva0853; f__SAR324; g__SAR324FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Winogradskyella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingomonas; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g__ThiohalorhabdalesOR; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Halomonas; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7; f__A714017; g__SGSH944; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Xanthomonadales; f__Xanthomonadaceae; g__XanthomonadaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 

k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH; 

k__Bacteria; p__Planctomycetes; c__OM190; o__agg27; f__agg27OR; g__agg27OR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__HTCC2207; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__ZA3409c; g__ZA3409cFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__Rickettsiaceae; g__RickettsiaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Tenericutes; c__Mollicutes; o__Anaeroplasmatales; f__Anaeroplasmataceae; g__AnaeroplasmataceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Comamonadaceae; g__Curvibacter; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Planctomycetes; c__OM190; o__agg27; f__agg27OR; g__agg27OR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Flavobacterium; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__Psychromonas; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Bdellovibrionales; f__Bacteriovoracaceae; g__BacteriovoracaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Planctomycetales; f__Planctomycetaceae; g__Planctomyces; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingomonas; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Psychroserpens; 



k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Phaeobacter; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingopyxis; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Erythrobacteraceae; g__ErythrobacteraceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__SphingomonadaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o__[Saprospirales]; f__Saprospiraceae; g__Lewinella; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__OM60; g__OM60FA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Novosphingobium; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL; 

k__Bacteria; p__Chlamydiae; c__Chlamydiia; o__Chlamydiales; f__ChlamydialesOR; g__ChlamydialesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Fluviicola; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__VerrucomicrobiaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__JTB248; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA; 

k__Bacteria; p__Planctomycetes; c__OM190; o__OM190CL; f__OM190CL; g__OM190CL; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Chromatiales; f__ChromatialesOR; g__ChromatialesOR; 

k__Bacteria; p__Firmicutes; c__Bacilli; o__Lactobacillales; f__LactobacillalesOR; g__LactobacillalesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__Rickettsiaceae; g__RickettsiaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__Myxococcales; f__OM27; g__OM27FA; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Sphingomonadales; f__SphingomonadalesOR; g__SphingomonadalesOR; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola; 

k__Bacteria; p__Proteobacteria; c__Epsilonproteobacteria; o__Campylobacterales; f__Campylobacteraceae; g__Arcobacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g__Pseudoalteromonas; 

k__Bacteria; p__Verrucomicrobia; c__Verrucomicrobiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Verrucomicrobium; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera; 

k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Deltaproteobacteria; o__DeltaproteobacteriaCL; f__DeltaproteobacteriaCL; g__DeltaproteobacteriaCL; 



k__Archaea; p__Crenarchaeota; c__Thaumarchaeota; o__Cenarchaeales; f__Cenarchaeaceae; g__Nitrosopumilus; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Planctomycetales; f__Planctomycetaceae; g__Planctomyces; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix; 

k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA; 

k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; o__Flavobacteriales; f__NS9; g__NS9FA; 

k__Bacteria; p__Actinobacteria; c__Thermoleophilia; o__Solirubrobacterales; f__SolirubrobacteralesOR; g__SolirubrobacteralesOR; 

k__Bacteria; p__Planctomycetes; c__Planctomycetia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Legionellales; f__LegionellalesOR; g__LegionellalesOR; 

k__Bacteria; p__Planctomycetes; c__Phycisphaerae; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR; 

k__Bacteria; p__Proteobacteria; c__Alphaproteobacteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA; 

k__Bacteria; p__Actinobacteria; c__Acidimicrobiia; o__Acidimicrobiales; f__C111; g__C111FA; 

k__Bacteria; p__Proteobacteria; c__Betaproteobacteria; o__Burkholderiales; f__Oxalobacteraceae; g__Oxalobacter; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; 

k__Bacteria; p__Proteobacteria; c__Gammaproteobacteria; o__Alteromonadales; f__Psychromonadaceae; g__PsychromonadaceaeFA; 

k__Archaea; p__Euryarchaeota; c__Thermoplasmata; o__E2; f__Marine group II; g__Marine group IIFA; 

Glyoxylate bypass

Arginine and Ornithine Degradation

DNA gyrase subunits

Phosphate metabolism

CBSS-314267.3.peg.390

Methionine Degradation

Macromolecular synthesis operon

De Novo Purine Biosynthesis

Fatty acid degradation regulons

Glycine and Serine Utilization

Isoprenoid Biosynthesis

Chorismate Synthesis

F0F1-type ATP synthase

F0F1-type ATP synthase

A Gram-positive cluster that relates ribosomal protein L28P to a set of uncharacterized proteins

Proteasome bacterial

Bacterial Cell Division

Bacterial Chemotaxis

ATP-dependent RNA helicases, bacterial

Ectoine biosynthesis and regulation

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Sugar utilization in Thermotogales

LSU ribosomal proteins cluster

Inositol catabolism



Molybdenum cofactor biosynthesis

Arginine and Ornithine Degradation

Biotin biosynthesis Experimental

Pyruvate metabolism I: anaplerotic reactions, PEP

Phenylacetyl-CoA catabolic pathway (core)

Purine conversions

Purine conversions

Dehydrogenase complexes

CBSS-176299.4.peg.1996B

Branched chain amino acid degradation regulons

Oxidative stress

Glycine and Serine Utilization

DNA topoisomerases, Type II, ATP-dependent

LSU ribosomal proteins cluster

tRNA-methylthiotransferase containing cluster

Branched-Chain Amino Acid Biosynthesis

Methylcitrate cycle

Dehydrogenase complexes

Branched-Chain Amino Acid Biosynthesis

Ketoisovalerate oxidoreductase

Glyoxylate bypass

Arginine and Ornithine Degradation

Arginine Biosynthesis extended

Arginine Biosynthesis extended

Heme and Siroheme Biosynthesis

dTDP-rhamnose synthesis

dTDP-rhamnose synthesis

Peptidyl-prolyl cis-trans isomerase

CBSS-320372.3.peg.6046

Phosphate metabolism

RuvABC plus a hypothetical

RuvABC plus a hypothetical

Purine conversions

Pyruvate metabolism I: anaplerotic reactions, PEP

Pentose phosphate pathway

Methionine Biosynthesis

Methionine Biosynthesis

DNA Repair Base Excision

CBSS-326442.4.peg.1852

CBSS-326442.4.peg.1852

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Urea decomposition

Chorismate Synthesis

Lysine Biosynthesis DAP Pathway

CBSS-176299.4.peg.1292

De Novo Purine Biosynthesis

Photosystem II



Glycine and Serine Utilization

Protein degradation

Protein degradation

CO2 uptake, carboxysome

Calvin-Benson cycle

Queuosine-Archaeosine Biosynthesis

CBSS-83331.1.peg.3039

Fatty acid degradation regulons

Fatty acid degradation regulons

Aromatic amino acid degradation

Methylcitrate cycle

Branched-Chain Amino Acid Biosynthesis

Maltose and Maltodextrin Utilization

Isoprenoid Biosynthesis

Isoprenoid Biosynthesis

Chorismate Synthesis

Arginine Biosynthesis extended

CBSS-320372.3.peg.6046

F0F1-type ATP synthase

F0F1-type ATP synthase

A Gram-positive cluster that relates ribosomal protein L28P to a set of uncharacterized proteins

Proteasome bacterial

Proteasome bacterial

ATP-dependent RNA helicases, bacterial

Isoleucine degradation

CBSS-235.1.peg.567

Photorespiration (oxidative C2 cycle)

Protein chaperones

ATP-dependent RNA helicases, bacterial

ATP-dependent RNA helicases, bacterial

Cysteine Biosynthesis

Ectoine biosynthesis and regulation

CBSS-350688.3.peg.1509

Flagellar motility

One-carbon metabolism by tetrahydropterines

Sugar utilization in Thermotogales

Capsular heptose biosynthesis

General Secretion Pathway

tRNA aminoacylation, Gly

Scaffold proteins for [4Fe-4S] cluster assembly (MRP family)

Alanine biosynthesis

LSU ribosomal proteins cluster

LSU ribosomal proteins cluster



Inositol catabolism

Inositol catabolism

Molybdenum cofactor biosynthesis

Molybdenum cofactor biosynthesis

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

Arginine and Ornithine Degradation

Biotin biosynthesis Experimental

Biotin biosynthesis Experimental

NAD and NADP cofactor biosynthesis global

CBSS-296591.1.peg.2330

Pyruvate metabolism I: anaplerotic reactions, PEP

Auxin degradation

Phenylacetyl-CoA catabolic pathway (core)

Phenylacetyl-CoA catabolic pathway (core)

PhoR-PhoB two-component regulatory system

Purine conversions

Purine conversions

Dehydrogenase complexes

Peptidoglycan Biosynthesis

Ribonucleotide reductase cluster

Ribonucleotide reduction

CBSS-176299.4.peg.1996B

CBSS-176299.4.peg.1996B

Branched chain amino acid degradation regulons

Branched chain amino acid degradation regulons

Oxidative stress

Glycine and Serine Utilization

DNA topoisomerases, Type II, ATP-dependent

DNA topoisomerases, Type II, ATP-dependent

LSU ribosomal proteins cluster

LSU ribosomal proteins cluster

CBSS-176299.4.peg.1996B

tRNA-methylthiotransferase containing cluster

tRNA-methylthiotransferase containing cluster

Aromatic amino acid degradation

Biogenesis of cbb3-type cytochrome c oxidases

Restriction-Modification System

Urea decomposition

tRNA aminoacylation, Val

Putative diaminopropionate ammonia-lyase cluster

Transport of Zinc

Transport of Zinc

Transport of Zinc



CBSS-262719.3.peg.410

Glyoxylate bypass

Ribosome LSU bacterial

Methionine Degradation

F0F1-type ATP synthase

F0F1-type ATP synthase

F0F1-type ATP synthase

tRNA aminoacylation, Gly

Ribosome LSU bacterial

Branched chain amino acid degradation regulons

De Novo Purine Biosynthesis

Photosystem I

Photosystem II

Photosystem II

CO2 uptake, carboxysome

CO2 uptake, carboxysome

Calvin-Benson cycle

Entner-Doudoroff Pathway

Phenylacetyl-CoA catabolic pathway (core)

Phenylacetyl-CoA catabolic pathway (core)

Branched-Chain Amino Acid Biosynthesis

Branched-Chain Amino Acid Biosynthesis

Branched-Chain Amino Acid Biosynthesis

N-linked Glycosylation in Bacteria

Glutathione: Biosynthesis and gamma-glutamyl cycle

Glutathione: Biosynthesis and gamma-glutamyl cycle

Glutathione: Biosynthesis and gamma-glutamyl cycle

Dehydrogenase complexes

Fatty Acid Biosynthesis FASII

Cysteine Biosynthesis

Coenzyme B12 biosynthesis

Arginine and Ornithine Degradation

Arginine and Ornithine Degradation

Arginine and Ornithine Degradation

Methylglyoxal Metabolism

Methylglyoxal Metabolism

Amidase clustered with urea and nitrile hydratase functions

Glycine and Serine Utilization

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Arsenic resistance

Arsenic resistance



Arsenic resistance

Arsenic resistance

Histidine Biosynthesis

F0F1-type ATP synthase

ATP-dependent RNA helicases, bacterial

ATP-dependent RNA helicases, bacterial

ATP-dependent RNA helicases, bacterial

ATP-dependent RNA helicases, bacterial

ATP-dependent RNA helicases, bacterial

Sugar utilization in Thermotogales

Biotin biosynthesis

Biotin biosynthesis

ABC transporter branched-chain amino acid (TC 3.A.1.4.1)

ABC transporter branched-chain amino acid (TC 3.A.1.4.1)

Macromolecular synthesis operon

Macromolecular synthesis operon

Macromolecular synthesis operon

Bacterial Cytoskeleton

Chorismate Synthesis

Coenzyme B12 biosynthesis

Cobalamin synthesis

Cold shock, CspA family of proteins

Cold shock, CspA family of proteins

A conserved operon linked to TyrR and possibly involved in virulence

A conserved operon linked to TyrR and possibly involved in virulence

A conserved operon linked to TyrR and possibly involved in virulence

CTP synthase (EC 6.3.4.2) cluster

CTP synthase (EC 6.3.4.2) cluster

Chorismate Synthesis

CBSS-291331.3.peg.3674

Periplasmic disulfide interchange

Periplasmic disulfide interchange

Terminal cytochrome d ubiquinol oxidases

Pyridoxin (Vitamin B6) Biosynthesis

Lysine Biosynthesis DAP Pathway

Lysine Biosynthesis DAP Pathway

Lysine Biosynthesis DAP Pathway

Lysine Biosynthesis DAP Pathway

Lysine Biosynthesis DAP Pathway

Housecleaning nucleoside triphosphate pyrophosphatases

Protein degradation

Protein degradation



Protein degradation

DNA repair, bacterial MutL-MutS system

DNA repair, bacterial MutL-MutS system

Conserved gene cluster associated with Met-tRNA formyltransferase

CBSS-342610.3.peg.283

CBSS-342610.3.peg.283

CBSS-342610.3.peg.283

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

mycolic acid synthesis

Serine-glyoxylate cycle

Campylobacter Iron Metabolism

Campylobacter Iron Metabolism

Oxidative stress

CBSS-350688.3.peg.1509

CBSS-350688.3.peg.1509

CBSS-350688.3.peg.1509

Cluster containing CofD-like protein and co-occuring with DNA repair

RuvABC plus a hypothetical

Flagellar motility

Flagellar motility

Bacterial Chemotaxis

Flagellar motility

Pentose phosphate pathway

Glycolysis and Gluconeogenesis

Glycolysis and Gluconeogenesis

Nitrosative stress

UDP-N-acetylmuramate from Fructose-6-phosphate Biosynthesis

dTDP-rhamnose synthesis

dTDP-rhamnose synthesis

CBSS-196164.1.peg.461

NAD and NADP cofactor biosynthesis global

Heme and Siroheme Biosynthesis

Heme and Siroheme Biosynthesis

Heme and Siroheme Biosynthesis

Glycolate, glyoxylate interconversions

Glycolate, glyoxylate interconversions

CBSS-222523.1.peg.1311

CBSS-222523.1.peg.1311

CBSS-290633.1.peg.1906

CBSS-290633.1.peg.1906

CBSS-290633.1.peg.1906



Bacterial Cell Division

Purine conversions

CBSS-176299.4.peg.1292

CBSS-316057.3.peg.563

CBSS-316057.3.peg.563

Histidine Biosynthesis

Histidine Biosynthesis

Choline and Betaine Uptake and Betaine Biosynthesis

Histidine Biosynthesis

Histidine Biosynthesis

Histidine Biosynthesis

Conjugative transfer

Cyanophycin Metabolism

KDO2-Lipid A biosynthesis

KDO2-Lipid A biosynthesis

A Gram-positive cluster that relates ribosomal protein L28P to a set of uncharacterized proteins

CBSS-56780.10.peg.1536

CBSS-56780.10.peg.1536

CBSS-56780.10.peg.1536

Glyoxylate bypass

Glyoxylate bypass

Alkylphosphonate utilization

Branched chain amino acid degradation regulons

Branched chain amino acid degradation regulons

Branched chain amino acid degradation regulons

Serine-glyoxylate cycle

Copper homeostasis

Phosphate metabolism

Formate hydrogenase

Acetone Butanol Ethanol Synthesis

Acetone Butanol Ethanol Synthesis

Acetone Butanol Ethanol Synthesis

Respiratory Complex I

Pyruvate metabolism I: anaplerotic reactions, PEP

Proline, 4-hydroxyproline uptake and utilization

Glutamate dehydrogenases

Nitrogen fixation

Oxidative stress

CBSS-393121.3.peg.2760

CBSS-393121.3.peg.2760

CBSS-393121.3.peg.2760

Phenylacetyl-CoA catabolic pathway (core)

High affinity phosphate transporter and control of PHO regulon

High affinity phosphate transporter and control of PHO regulon

Pyruvate metabolism I: anaplerotic reactions, PEP



Mannose Metabolism

Alkylphosphonate utilization

CBSS-251221.1.peg.1863

Carotenoids

Carotenoids

mycolic acid synthesis

mycolic acid synthesis

Spliceosome

Proline, 4-hydroxyproline uptake and utilization

Proline, 4-hydroxyproline uptake and utilization

HPr kinase and hprK operon in Gram-positive organisms

Proteasome eukaryotic

Conserved gene cluster associated with Met-tRNA formyltransferase

Conserved gene cluster associated with Met-tRNA formyltransferase

Conserved gene cluster associated with Met-tRNA formyltransferase

CBSS-211586.1.peg.3133

Chlorophyll Biosynthesis

Chlorophyll Biosynthesis

Chlorophyll Biosynthesis

Methylcitrate cycle

ZZ gjo need homes

Quinone oxidoreductase family

Quinone oxidoreductase family

Quinone oxidoreductase family

Orphan regulatory proteins

CBSS-326442.4.peg.1852

CBSS-326442.4.peg.1852

Pyrimidine utilization

Pyridoxin(Vitamin B6) Degradation Pathway

Pyridoxin(Vitamin B6) Degradation Pathway

RNA processing and degradation, bacterial

Conserved gene cluster associated with Met-tRNA formyltransferase

Conserved gene cluster associated with Met-tRNA formyltransferase

Conserved gene cluster associated with Met-tRNA formyltransferase

Two cell division clusters relating to chromosome partitioning

tRNA processing

RNA pseudouridine syntheses

Conserved gene cluster associated with Met-tRNA formyltransferase

CBSS-269801.1.peg.1715

CBSS-269801.1.peg.1715

CBSS-269801.1.peg.1715

Macromolecular synthesis operon

Macromolecular synthesis operon

CBSS-211586.1.peg.3133

CBSS-211586.1.peg.3133

Lipopolysaccharide assembly cluster

Lipopolysaccharide assembly cluster



Multidrug efflux pump in Campylobacter jejuni (CmeABC operon)

Multidrug efflux pump in Campylobacter jejuni (CmeABC operon)

Symbiotic colonization and sigma-dependent biofilm formation gene cluster

Symbiotic colonization and sigma-dependent biofilm formation gene cluster

Phosphate metabolism

Ribosome SSU bacterial

Ribosome SSU bacterial

BlaR1 Family Regulatory Sensor-transducer Disambiguation

BlaR1 Family Regulatory Sensor-transducer Disambiguation

Translation elongation factors bacterial

Sialic Acid Metabolism

Bacterial RNA-metabolizing Zn-dependent hydrolases

tRNA modification Bacteria

Restriction-Modification System

tRNA aminoacylation, Tyr

Menaquinone and Phylloquinone Biosynthesis

Menaquinone and Phylloquinone Biosynthesis

Menaquinone and Phylloquinone Biosynthesis

KDO2-Lipid A biosynthesis

Peptidoglycan Biosynthesis

CMP-N-acetylneuraminate Biosynthesis

Lipopolysaccharide assembly

DNA Repair Base Excision

Potassium homeostasis

Potassium homeostasis

Pentose phosphate pathway

DNA gyrase subunits

RNA polymerase chloroplast

Peptidyl-prolyl cis-trans isomerase

Peptidyl-prolyl cis-trans isomerase

RuvABC plus a hypothetical

De Novo Purine Biosynthesis

Iron(III) dicitrate transport system Fec

Phenylacetyl-CoA catabolic pathway (core)

5-FCL-like protein

Pyruvate metabolism I: anaplerotic reactions, PEP

Pyruvate metabolism I: anaplerotic reactions, PEP

Branched chain amino acid degradation regulons

Isoprenoid Biosynthesis

Glycerol and Glycerol-3-phosphate Uptake and Utilization

Glycerol and Glycerol-3-phosphate Uptake and Utilization

Bacterial Cell Division

ATP-dependent RNA helicases, bacterial

CBSS-393121.3.peg.1913



Molybdenum cofactor biosynthesis

Respiratory Complex I

Biotin biosynthesis Experimental

Methionine Biosynthesis

Methionine Biosynthesis

CBSS-176299.4.peg.1996B

Branched chain amino acid degradation regulons

Ribosome biogenesis bacterial

Ribosome biogenesis bacterial

tRNA-methylthiotransferase containing cluster

Ubiquinone Menaquinone-cytochrome c reductase complexes

Putative diaminopropionate ammonia-lyase cluster

Putative diaminopropionate ammonia-lyase cluster

Lysine Biosynthesis DAP Pathway

Chorismate Synthesis

Chorismate Synthesis

Methylcitrate cycle

Pyruvate metabolism II: acetyl-CoA, acetogenesis from pyruvate

Glyoxylate bypass

Arginine and Ornithine Degradation

Arginine Biosynthesis extended

Lysine Biosynthesis DAP Pathway

Lysine Biosynthesis DAP Pathway

Glycerolipid and Glycerophospholipid Metabolism in Bacteria

Branched-Chain Amino Acid Biosynthesis

DNA gyrase subunits

RNA polymerase chloroplast

dTDP-rhamnose synthesis

CBSS-320372.3.peg.6046

CBSS-176299.4.peg.1292

Phosphate metabolism

RuvABC plus a hypothetical

De Novo Purine Biosynthesis

Glyoxylate bypass

LSU ribosomal proteins cluster

Ribosome LSU bacterial

Ribosome LSU chloroplast

Ribosome LSU chloroplast

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

Purine conversions

5-FCL-like protein

Methionine Biosynthesis

CBSS-326442.4.peg.1852



Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Lipopolysaccharide assembly

Methionine Biosynthesis

Denitrification

Peptidoglycan Biosynthesis

Phenylpropanoid compound degradation

Proline, 4-hydroxyproline uptake and utilization

Glutamate dehydrogenases

Propionyl-CoA to Succinyl-CoA Module

Proline, 4-hydroxyproline uptake and utilization

Salicylate and gentisate catabolism

F0F1-type ATP synthase

Branched chain amino acid degradation regulons

LMPTP YwlE cluster

Methylcitrate cycle

Ribosome LSU bacterial

ABC transporter oligopeptide (TC 3.A.1.5.1)

F0F1-type ATP synthase

Photorespiration (oxidative C2 cycle)

Transcription factors bacterial

Cluster Ytf and putative sugar transporter

Purine conversions

Ton and Tol transport systems

Ubiquinone Menaquinone-cytochrome c reductase complexes

Deoxyribose and Deoxynucleoside Catabolism

Selenocysteine metabolism

Branched chain amino acid degradation regulons

DNA repair, UvrABC system

CBSS-350688.3.peg.1509

Pseudaminic Acid Biosynthesis

Branched-Chain Amino Acid Biosynthesis

Auxin degradation

Respiratory Complex I

HtrA and Sec secretion

Sugar utilization in Thermotogales

ATP-dependent RNA helicases, bacterial

CBSS-314269.3.peg.1840

CBSS-296591.1.peg.2330

Lysine Biosynthesis DAP Pathway

Carboxysome

Capsular heptose biosynthesis



Lipopolysaccharide assembly

One-carbon metabolism by tetrahydropterines

One-carbon metabolism by tetrahydropterines

5-FCL-like protein

Capsular heptose biosynthesis

De Novo Purine Biosynthesis

Nucleolar protein complex

Cysteine Biosynthesis

Deoxyribose and Deoxynucleoside Catabolism

Staphylococcal pathogenicity islands SaPI

Bacterial Cytoskeleton

Photosystem II

Creatine and Creatinine Degradation

Uptake of selenate and selenite

Fatty Acid Biosynthesis FASII

Heme and Siroheme Biosynthesis

RuvABC plus a hypothetical

Poly-gamma-glutamate biosynthesis

Anaerobic respiratory reductases

Polyadenylation specificity factor

Histidine Degradation

Mannose Metabolism

ZZ gjo need homes

Branched chain amino acid degradation regulons

Coenzyme B12 biosynthesis

Methylglyoxal Metabolism

Ribonucleotide reductase cluster

One-carbon metabolism by tetrahydropterines

Queuosine-Archaeosine Biosynthesis

DNA repair, bacterial UvrD and related helicases

Campylobacter Iron Metabolism

Vir-like type 4 secretion system

Potassium homeostasis

Purine Utilization

Phenylacetyl-CoA catabolic pathway (core)

Thiamin biosynthesis

Menaquinone and Phylloquinone Biosynthesis

Ammonia assimilation

Purine conversions

Glutaredoxins

Biogenesis of c-type cytochromes

Polyadenylation bacterial

Central meta-cleavage pathway of aromatic compound degradation

DNA repair, bacterial

Ribosome LSU bacterial

V-Type ATP synthase

mycolic acid synthesis



Alkaloid biosynthesis from L-lysine

DNA repair, UvrABC system

Serine endopeptidase (EC 3.4.21.-)

Glutamate dehydrogenases

Ribosome SSU bacterial

Methylthiotransferases

Maltose and Maltodextrin Utilization

Experimental - Histidine Degradation

Histidine Biosynthesis

CBSS-269801.1.peg.1715

DNA repair, UvrABC system

DNA replication, archaeal

Pyrroloquinoline Quinone biosynthesis

Bacterial Cytoskeleton

CBSS-224911.1.peg.435

Menaquinone Biosynthesis via Futalosine -- gjo

RNA polymerase archaeal

Urea decomposition

Polyamine Metabolism

CBSS-176279.3.peg.868

Respiratory Complex I

Campylobacter Iron Metabolism

Bacterial Chemotaxis

Glycerol and Glycerol-3-phosphate Uptake and Utilization

Glycerolipid and Glycerophospholipid Metabolism in Bacteria

RNA 3'-terminal phosphate cyclase

Ammonia assimilation

Heme and Siroheme Biosynthesis

Hydrogenases

Inorganic Sulfur Assimilation

ClpAS cluster

CBSS-176299.4.peg.1996B

Flagellar motility

Ribosomal protein S12p Asp methylthiotransferase

Nucleolar protein complex

Global Two-component Regulator PrrBA in Proteobacteria

Transcription elongation factors, archaeal

De Novo Purine Biosynthesis

Putrescine utilization pathways

Methylcitrate cycle

CBSS-326442.4.peg.1852

Recycling of Peptidoglycan Amino Acids

CBSS-320372.3.peg.6046

CBSS-320388.3.peg.3759

Biogenesis of c-type cytochromes

Ribosome LSU bacterial



Capsular heptose biosynthesis

Lipopolysaccharide assembly

Lipopolysaccharide assembly

RNA methylation

Cobalt-zinc-cadmium resistance

Acetone Butanol Ethanol Synthesis

CBSS-262719.3.peg.410

CBSS-350688.3.peg.1509

RNA polymerase archaeal initiation factors

L-Arabinose utilization

tRNA aminoacylation, Pro

Calvin-Benson cycle

Thiamin biosynthesis

DNA topoisomerases, Type I, ATP-independent

Ammonia assimilation

Phage replication

Glycerol and Glycerol-3-phosphate Uptake and Utilization

Lysine biosynthesis AAA pathway 2

Intracellular septation in Enterobacteria

Polyadenylation specificity factor

RNA methylation

Acyclic terpenes utilization

Maltose and Maltodextrin Utilization

Na+ translocating decarboxylases and related biotin-dependent enzymes

De Novo Purine Biosynthesis

Conserved gene cluster associated with Met-tRNA formyltransferase

Gentisare degradation

Branched chain amino acid degradation regulons

Glutamate and Aspartate uptake in Bacteria

Phosphoenolpyruvate phosphomutase

Aromatic amino acid degradation

Universal GTPases

Dehydrogenase complexes

RNA pseudouridine syntheses

The Chv regulatory system of Alphaproteobacteria

tRNA aminoacylation, Leu

Ton and Tol transport systems

Proton-dependent Peptide Transporters

Aromatic amino acid interconversions with aryl acids

Glycine and Serine Utilization

Glutathionylspermidine and Trypanothione

Soluble cytochromes and functionally related electron carriers

De Novo Purine Biosynthesis

5-FCL-like protein

Benzoate catabolism



CBSS-211586.1.peg.3133

Multidrug Resistance Efflux Pumps

Multidrug Resistance Efflux Pumps

Benzoate degradation

Cobalamin synthesis

Selenocysteine metabolism

Utilization of glutathione as a sulphur source

G3E family of P-loop GTPases (metallocenter biosynthesis)

Succinate dehydrogenase

Taurine Utilization

Taurine Utilization

Uracil-DNA glycosylase

Uracil-DNA glycosylase

Glycerolipid and Glycerophospholipid Metabolism in Bacteria

Bacterial Chemotaxis

CBSS-316057.3.peg.3521

Leucine Degradation and HMG-CoA Metabolism

Chitin and N-acetylglucosamine utilization

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Sulfur oxidation

Caffeic acid derivatives

Histidine Biosynthesis

Entner-Doudoroff Pathway

Ribosome SSU eukaryotic and archaeal

CTP synthase (EC 6.3.4.2) cluster

Aromatic amino acid degradation

Lysine degradation

Hydantoin metabolism

Putative diaminopropionate ammonia-lyase cluster

Nitrate and nitrite ammonification

Alkanesulfonate assimilation

Transport of Manganese

Cluster-based Subsystem Grouping Hypotheticals - perhaps Proteosome Related

Proton-dependent Peptide Transporters

Maltose and Maltodextrin Utilization

Ethylmalonyl-CoA pathway of C2 assimilation

Universal GTPases

Glycine and Serine Utilization

Thermosome, archaeal

methanopterin biosynthesis

Heme biosynthesis orphans

Heme biosynthesis orphans

riboflavin to FAD

Phosphate metabolism



Arginine Biosynthesis extended

Deoxyribose and Deoxynucleoside Catabolism

Macromolecular synthesis operon

Queuosine-Archaeosine Biosynthesis

Glyoxylate bypass

CBSS-56780.10.peg.1536

DNA repair, bacterial

D-Galacturonate and D-Glucuronate Utilization

Branched chain amino acid degradation regulons

DOE COG2016

Mannose Metabolism

Translation elongation factor G family

Arginine and Ornithine Degradation

L-Arabinose utilization

Purine Utilization

Protein degradation

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Phenylacetyl-CoA catabolic pathway (core)

Synechocystis experimental

Cysteine Biosynthesis

Queuosine-Archaeosine Biosynthesis

Broadly distributed proteins not in subsystems

CBSS-393121.3.peg.2760

Copper homeostasis

Ribosome SSU eukaryotic and archaeal

Isoleucine degradation

Histidine Biosynthesis

Competence or DNA damage-inducible protein CinA and related protein families

Peptidyl-prolyl cis-trans isomerase

Protocatechuate branch of beta-ketoadipate pathway

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Bacterial Cytoskeleton

Bacterial Chemotaxis

CBSS-316057.3.peg.3521

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

DNA repair, bacterial MutL-MutS system

Pyruvate metabolism I: anaplerotic reactions, PEP

Ubiquinone Menaquinone-cytochrome c reductase complexes

F0F1-type ATP synthase

DNA topoisomerases, Type II, ATP-dependent

L-rhamnose utilization

CBSS-211586.1.peg.3133

Methanopterin biosynthesis2

Coenzyme B12 biosynthesis



Cluster co-expressed with butyrate metabolism cluster

Ribonucleotide reductase cluster

NhaA, NhaD and Sodium-dependent phosphate transporters

Chitin and N-acetylglucosamine utilization

Taurine Utilization

Glyoxylate bypass

Sugar utilization in Thermotogales

Pyrimidine utilization

Chorismate Synthesis

Bacterial Cytoskeleton

Glyoxylate bypass

Ribosome SSU bacterial

Ribosome LSU eukaryotic and archaeal

Ethylmalonyl-CoA pathway of C2 assimilation

Carotenoids

Ribosome LSU eukaryotic and archaeal

CBSS-290633.1.peg.1906

CBSS-326442.4.peg.1852

CBSS-176280.1.peg.1561

Phenylalanine and Tyrosine Branches from Chorismate

Cytochrome B6-F complex

RNA polymerase archaeal

RNA polymerase archaeal

Glutathione: Redox cycle

Glutathione: Redox cycle

Ribonucleotide reduction

Proteasome bacterial

Methylcitrate cycle

Histidine Degradation

Lipopolysaccharide assembly

Deoxyribose and Deoxynucleoside Catabolism

Histidine Biosynthesis

Methionine Salvage

Lysine biosynthesis AAA pathway 2

Iron-sulfur cluster assembly

Glutamate and Aspartate uptake in Bacteria

N-Acetyl-Galactosamine and Galactosamine Utilization

Sporulation Cluster

ABC transporter oligopeptide (TC 3.A.1.5.1)

Lysine Biosynthesis DAP Pathway

P uptake (cyanobacteria)

CBSS-56780.10.peg.1536



Proteasome bacterial

Phenylacetyl-CoA catabolic pathway (core)

Ton and Tol transport systems

Transcription initiation, bacterial sigma factors

Entner-Doudoroff Pathway

tRNA aminoacylation, Gly

Pyruvate Alanine Serine Interconversions

CBSS-314269.3.peg.1840

Biogenesis of c-type cytochromes

Translation initiation factors eukaryotic and archaeal

Ethylmalonyl-CoA pathway of C2 assimilation

Nitrate and nitrite ammonification

Phosphonate metabolism

RNA pseudouridine syntheses

Ribosome LSU bacterial

Periplasmic-Binding-Protein-Dependent Transport System for &#945;-Glucosides

Methanogenesis strays

CBSS-326442.4.peg.1852

Anaerobic respiratory reductases

CBSS-296591.1.peg.2330

DNA structural proteins, bacterial

Methanopterin biosynthesis2

Campylobacter Iron Metabolism

Bacterial Chemotaxis

CBSS-196164.1.peg.1690

CBSS-176299.4.peg.1292

Sulfur oxidation

Glycolate, glyoxylate interconversions

Inositol catabolism

Lipopolysaccharide assembly

Chorismate Synthesis

NhaA, NhaD and Sodium-dependent phosphate transporters

RNA polymerase archaeal

Inorganic Sulfur Assimilation

Heme biosynthesis orphans

Heme biosynthesis orphans

Translation elongation factors bacterial

RNA polymerase archaeal

Ribosome LSU bacterial

Terminal cytochrome C oxidases

Nitrosative stress

CBSS-630.2.peg.3360



Branched-Chain Amino Acid Biosynthesis

Transcription initiation, bacterial sigma factors

Tricarballylate Utilization

rRNA modification Archaea

Methionine Biosynthesis

Aminopeptidases (EC 3.4.11.-)

Glycolysis and Gluconeogenesis

Macromolecular synthesis operon

Macromolecular synthesis operon

Transcription factors bacterial

Nucleolar protein complex

Terminal cytochrome d ubiquinol oxidases

tRNA modification Archaea

Cluster with second YidC in Bacilli

Murein Hydrolases

Alkylphosphonate utilization

Bacterial RNA-metabolizing Zn-dependent hydrolases

NAD and NADP cofactor biosynthesis global

Creatine and Creatinine Degradation

CBSS-323097.3.peg.2594

HtrA and Sec secretion

Pyrimidine utilization

Ribosome SSU eukaryotic and archaeal

Methylglyoxal Metabolism

Catechol branch of beta-ketoadipate pathway

Cyanophycin Metabolism

General Secretion Pathway

Heme and Siroheme Biosynthesis

Peptidoglycan Biosynthesis

ABC transporter alkylphosphonate (TC 3.A.1.9.1)

Cluster-based Subsystem Grouping Hypotheticals - perhaps Proteosome Related

Methanopterin biosynthesis2

Rubrerythrin

Succinate dehydrogenase

Ribosomal protein S12p Asp methylthiotransferase

tRNA modification Bacteria

RNA methylation

Unknown carbohydrate utilization ( cluster Ydj )

Bacterial Cytoskeleton

tRNA processing

Trehalose Biosynthesis

Branched chain amino acid degradation regulons

Respiratory Complex I



Dehydrogenase complexes

Translation elongation factors eukaryotic and archaeal

Legionaminic Acid Biosynthesis

Mannose Metabolism

Dimethylarginine metabolism

Beta-Glucoside Metabolism

rRNA modification Bacteria

Xylose utilization

Inositol catabolism

Acetyl-CoA fermentation to Butyrate

DNA replication cluster 1

Nitrate and nitrite ammonification

KDO2-Lipid A biosynthesis

Glutaredoxins

HMG CoA Synthesis

A Gram-positive cluster that relates ribosomal protein L28P to a set of uncharacterized proteins

Plasmid replication

r1t-like streptococcal phages

Conserved gene cluster associated with Met-tRNA formyltransferase

Translation initiation factors eukaryotic and archaeal

Methylcitrate cycle

CBSS-393133.3.peg.2787

Recycling of Peptidoglycan Amino Acids

Pseudaminic Acid Biosynthesis

Campylobacter Iron Metabolism

Bacterial RNA-metabolizing Zn-dependent hydrolases

Histidine Biosynthesis

Arginine Biosynthesis extended

Cysteine Biosynthesis

Entner-Doudoroff Pathway

Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

Translation elongation factor G family

Branched chain amino acid degradation regulons

Protein chaperones

Formate hydrogenase

Glycerol and Glycerol-3-phosphate Uptake and Utilization

Hydantoin metabolism

Formate hydrogenase

pVir Plasmid of Campylobacter

Putrescine utilization pathways

Nitrogen fixation

Protocatechuate branch of beta-ketoadipate pathway

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes



Methylglyoxal Metabolism

Fatty Acid Biosynthesis FASII

DNA repair, bacterial

Sugar utilization in Thermotogales

Histidine Biosynthesis

Sialic Acid Metabolism

Ethanolamine utilization

Lysine Biosynthesis DAP Pathway

Lysine Biosynthesis DAP Pathway

Inositol catabolism

Bacterial Chemotaxis

Methylglyoxal Metabolism

Ribosome biogenesis bacterial

tRNA-methylthiotransferase containing cluster

Methionine Degradation

Proteasome bacterial

CBSS-314269.3.peg.1840

DNA repair, bacterial photolyase

Cobalt-zinc-cadmium resistance

Lysine Biosynthesis DAP Pathway

L-rhamnose utilization

Beta-Glucoside Metabolism

Coenzyme B12 biosynthesis

Proteasome eukaryotic

Pyruvate:ferredoxin oxidoreductase

CBSS-258594.1.peg.3339

Anaerobic respiratory reductases

Metallocarboxypeptidases (EC 3.4.17.-)

Competence or DNA damage-inducible protein CinA and related protein families

Fructose utilization

Sulfur oxidation

The Chv regulatory system of Alphaproteobacteria

Fatty Acid Biosynthesis FASII

Lysine fermentation

RNA 3'-terminal phosphate cyclase

Pterin carbinolamine dehydratase

tRNA aminoacylation, Asp and Asn

Branched chain amino acid degradation regulons

Entner-Doudoroff Pathway

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

KDO2-Lipid A biosynthesis

Iron-sulfur cluster assembly

Formate hydrogenase

Pyrimidine utilization

Serine-glyoxylate cycle



Anaerobic respiratory reductases

Entner-Doudoroff Pathway

Photosystem I

Sulfur oxidation

Benzoate catabolism

Lactate utilization

ABC transporter tungstate (TC 3.A.1.6.2)

Selenocysteine metabolism

Polyamine Metabolism

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Protein chaperones

Branched chain amino acid degradation regulons

Proline Synthesis

Glycerol and Glycerol-3-phosphate Uptake and Utilization

Pyruvate metabolism I: anaplerotic reactions, PEP

DNA repair, bacterial

Coenzyme B12 biosynthesis

Glyoxylate bypass

ATP-dependent RNA helicases, bacterial

Dehydrogenase complexes

DNA repair, bacterial MutL-MutS system

Deoxyribose and Deoxynucleoside Catabolism

Arginine and Ornithine Degradation

Methylglyoxal Metabolism

Lipopolysaccharide assembly

Thiamin biosynthesis

Urea decomposition

Inositol catabolism

Capsular Polysaccharides Biosynthesis and Assembly

Ribosome LSU eukaryotic and archaeal

Conserved gene cluster associated with Met-tRNA formyltransferase

Bacterial Cell Division

CBSS-176299.4.peg.1292

Chorismate Synthesis

At1g69340 At2g40600

Dimethylarginine metabolism

Conserved gene cluster associated with Met-tRNA formyltransferase

Protocatechuate branch of beta-ketoadipate pathway

L-rhamnose utilization

Biogenesis of cbb3-type cytochrome c oxidases

Cobalamin synthesis

DNA repair, bacterial RecFOR pathway

Propionyl-CoA to Succinyl-CoA Module

Lipopolysaccharide assembly

Major Outer Membrane Proteins



Purine conversions

Bacterial Chemotaxis

ZZ gjo need homes

KDO2-Lipid A biosynthesis

Lipoic acid metabolism

Methionine Biosynthesis

Coenzyme B12 biosynthesis

CBSS-176299.4.peg.1996B

Archaeal lipids

Respiratory Complex I

CBSS-316057.3.peg.563

Catechol branch of beta-ketoadipate pathway

Sugar utilization in Thermotogales

Conserved gene cluster associated with Met-tRNA formyltransferase

Cobalamin synthesis

Cold shock, CspA family of proteins

Chorismate Synthesis

Proton-dependent Peptide Transporters

Control of cell elongation - division cycle in Bacilli

Bacterial Cytoskeleton

Coenzyme A Biosynthesis

CBSS-56780.10.peg.1536

Phenylalanine and Tyrosine Branches from Chorismate

Sugar utilization in Thermotogales

DNA repair, bacterial MutL-MutS system

Ubiquinone Menaquinone-cytochrome c reductase complexes

At5g04520 AT1G06240

Coenzyme B12 biosynthesis

Peptidyl-prolyl cis-trans isomerase

Histidine Biosynthesis

CBSS-211586.1.peg.3133

CBSS-211586.1.peg.3133

Arginine Biosynthesis extended

Pyruvate metabolism I: anaplerotic reactions, PEP

Respiratory Complex I

Peptidoglycan Biosynthesis

Anaerobic respiratory reductases

Ketoisovalerate oxidoreductase

Glycerolipid and Glycerophospholipid Metabolism in Bacteria



Glycine and Serine Utilization

Branched chain amino acid degradation regulons

YrdC-YciO-Sua5 protein family

Polyunsaturated Fatty Acids synthesis

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Peptidoglycan Biosynthesis

Phenylacetyl-CoA catabolic pathway (core)

Isoleucine degradation

Ribosome LSU bacterial

CBSS-176299.4.peg.1996B

Translation elongation factor G family

Arginine and Ornithine Degradation

Phenylalanine and Tyrosine Branches from Chorismate

RNA polymerase II

NAD and NADP cofactor biosynthesis global

Pseudouridine catabolism

DNA replication, archaeal

Single-Rhodanese-domain proteins

CBSS-224911.1.peg.435

Scaffold proteins for [4Fe-4S] cluster assembly (MRP family)

CBSS-262719.3.peg.410

Purine conversions

ZZ gjo need homes

tRNA aminoacylation, Gly

Pyruvate Alanine Serine Interconversions

Cysteine Biosynthesis

V-Type ATP synthase

Sugar utilization in Thermotogales

CBSS-265072.7.peg.546

Allantoin Utilization

Anaerobic respiratory reductases

Global Two-component Regulator PrrBA in Proteobacteria

Glycolysis and Gluconeogenesis

CBSS-203122.12.peg.188

Murein Hydrolases

Murein Hydrolases

Nitrate and nitrite ammonification

CBSS-291331.3.peg.3674

Orphan regulatory proteins

tRNA modification Bacteria

RNA polymerase chloroplast

Ribosome SSU bacterial

Inorganic Sulfur Assimilation



Methionine Biosynthesis

D-galactonate catabolism

CBSS-393124.3.peg.2657

Nitrate and nitrite ammonification

Multidrug efflux pump in Campylobacter jejuni (CmeABC operon)

Purine conversions

DNA replication, archaeal

Capsular heptose biosynthesis

Lysine biosynthesis AAA pathway 2

L-fucose utilization

Purine conversions

SeqA and Co-occurring Genes

Arginine and Ornithine Degradation

V-Type ATP synthase

tRNA modification Archaea

Ketoisovalerate oxidoreductase

Niacin-Choline transport and metabolism

Branched chain amino acid degradation regulons

Serine-glyoxylate cycle

CBSS-49338.1.peg.459

D-galactonate catabolism

Respiratory dehydrogenases 1

CBSS-316057.3.peg.659

Proteasome subunit alpha archaeal cluster

Ton and Tol transport systems

Scaffold proteins for [4Fe-4S] cluster assembly (MRP family)

CBSS-211586.1.peg.3133

Coenzyme A Biosynthesis

Cobalamin synthesis

Selenocysteine metabolism

CBSS-56780.10.peg.1536

High affinity phosphate transporter and control of PHO regulon

Utilization of glutathione as a sulphur source

Experimental-PTPS

Succinate dehydrogenase

D-galactarate, D-glucarate and D-glycerate catabolism

C jejuni colonization of chick caeca

F0F1-type ATP synthase

ATP-dependent RNA helicases, bacterial

Benzoate transport and degradation cluster

CBSS-314269.3.peg.1840

Periplasmic disulfide interchange

Hexose Phosphate Uptake System

CBSS-83331.1.peg.3039



Serine-glyoxylate cycle

Phenylacetyl-CoA catabolic pathway (core)

Sugar utilization in Thermotogales

CBSS-257314.1.peg.752

Putative TldE-TldD proteolytic complex

LOS core oligosaccharide biosynthesis

De Novo Pyrimidine Synthesis

Alanine biosynthesis

Carnitine Metabolism in Microorganisms

Carnitine Metabolism in Microorganisms

Mannose Metabolism

mycolic acid synthesis

Phenylalanine and Tyrosine Branches from Chorismate

Coenzyme F420-H2 dehydrogenase (methanophenazine)

Alpha-Amylase locus in Streptocococcus

Ribosome SSU chloroplast

Inositol catabolism

Menaquinone and Phylloquinone Biosynthesis

Methylcitrate cycle

Menaquinone Biosynthesis via Futalosine -- gjo

Proteasome bacterial

Bacterial Cytoskeleton

De Novo Purine Biosynthesis

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Polyamine Metabolism

ABC transporter tungstate (TC 3.A.1.6.2)

DNA repair, bacterial

Urea carboxylase and Allophanate hydrolase cluster

Type III secretion system orphans

Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

Benzoate degradation

Capsular Polysaccharide (CPS) of Campylobacter

Exopolysaccharide Biosynthesis

Bacterial Cytoskeleton

Bacterial Cytoskeleton

DOE COG2016

Shikimate kinase containing cluster

D-galactonate catabolism

Bacterial hemoglobins

CBSS-235.1.peg.567

CBSS-235.1.peg.567

Phage replication

DNA replication cluster 1

DNA replication cluster 1

Phage replication



Protein chaperones

DNA repair, bacterial UmuCD system

Erythritol utilization

CBSS-87626.3.peg.3639

Phospholipid and Fatty acid biosynthesis related cluster

Potassium homeostasis

Flagellar motility

Bacterial Chemotaxis

ABC transporter branched-chain amino acid (TC 3.A.1.4.1)

Formate hydrogenase

KDO2-Lipid A biosynthesis

Ribosome LSU chloroplast

CBSS-56780.10.peg.1536

Shikimate kinase containing cluster

Streptococcus pyogenes virulence regulators

Creatine and Creatinine Degradation

Phenazine biosynthesis

Aromatic Amin Catabolism

Phosphate metabolism

Phenylpropanoid compound degradation

Utilization of glutathione as a sulphur source

Quinone oxidoreductase family

Putrescine utilization pathways

2-phosphoglycolate salvage

DNA repair, bacterial RecBCD pathway

DNA repair, bacterial RecBCD pathway

L-Arabinose utilization

CBSS-316057.3.peg.1308

Glutamate-mediated methylamine utilization pathway

Ribosome biogenesis bacterial

tRNA aminoacylation, Met

tRNA aminoacylation, Met

Iron acquisition in Vibrio

Ton and Tol transport systems

Terminal cytochrome d ubiquinol oxidases

Lipopolysaccharide assembly

D-Galacturonate and D-Glucuronate Utilization

Heat shock dnaK gene cluster extended

Glutathione-regulated potassium-efflux system and associated functions

Phenylacetyl-CoA catabolic pathway (core)

Alginate metabolism

Bacterial Cytoskeleton



Pseudaminic Acid Biosynthesis

Purine conversions

Cysteine Biosynthesis

DNA repair, UvrABC system

Respiratory Complex I

Dehydrogenase complexes

Ubiquinone Menaquinone-cytochrome c reductase complexes

Dehydrogenase complexes

RNA processing and degradation, bacterial

Oxidative stress

UDP-N-acetylmuramate from Fructose-6-phosphate Biosynthesis

Branched chain amino acid degradation regulons

Sugar utilization in Thermotogales

Bacterial RNA-metabolizing Zn-dependent hydrolases

Bacterial Cytoskeleton

Alanine biosynthesis

Transcription elongation factors, archaeal

Polyamine Metabolism

CBSS-265072.7.peg.546

Photosystem II

Ribosome LSU eukaryotic and archaeal

Menaquinone Biosynthesis via Futalosine -- gjo

Coenzyme A Biosynthesis

Phage capsid proteins

DNA-replication

Pterin carbinolamine dehydratase

Two cell division clusters relating to chromosome partitioning

Sulfate reduction-associated complexes

Peptidoglycan Biosynthesis

Glutamine synthetases

Cell Division Cluster

Sugar utilization in Thermotogales

Hypothetical Related to Dihydroorotate dehydrogenase

CBSS-316279.3.peg.746

Listeria phi-A118-like prophages

Restriction-Modification System

Sugar utilization in Thermotogales

CBSS-314269.3.peg.1840

Resistance to chromium compounds

Lipopolysaccharide assembly

V-Type ATP synthase

Putative diaminopropionate ammonia-lyase cluster

Alanine biosynthesis

Exopolysaccharide Biosynthesis

rRNA modification Archaea

DNA repair, bacterial



Iron-sulfur cluster assembly

Formate hydrogenase

Fructose utilization

Glutaredoxins

D-Galacturonate and D-Glucuronate Utilization

Conjugative transfer related cluster

L-Arabinose utilization

CBSS-296591.1.peg.2330

Ribosome LSU eukaryotic and archaeal

Murein Hydrolases

Methionine Biosynthesis

Molybdopterin cytosine dinucleotide

5-FCL-like protein

Coenzyme B12 biosynthesis

Mannose Metabolism

Proteasome eukaryotic

RNA modification cluster

Deoxyribose and Deoxynucleoside Catabolism

Ribonucleotide reduction

Anaerobic respiratory reductases

Sulfur oxidation

Recycling of Peptidoglycan Amino Acids

Ethylmalonyl-CoA pathway of C2 assimilation

Alanine biosynthesis

Alanine biosynthesis

Terminal cytochrome C oxidases

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Succinate dehydrogenase

DNA repair, UvrABC system

Histidine Biosynthesis

LMPTP YwlE cluster

Bacitracin Stress Response

D-gluconate and ketogluconates metabolism

Glutathione: Non-redox reactions

Inositol catabolism

Maltose and Maltodextrin Utilization

Ton and Tol transport systems

Alginate metabolism

CBSS-562.2.peg.5158 SK3 including

CBSS-630.2.peg.3360

Ribosome SSU chloroplast



DMSP breakdown

Benzoate degradation

RuvABC plus a hypothetical

RuvABC plus a hypothetical

DNA replication, archaeal

RNA polymerase archaeal

Peripheral Glucose Catabolism Pathways

Respiratory dehydrogenases 1

Polyamine Metabolism

Malonate decarboxylase

Acetyl-CoA fermentation to Butyrate

Dehydrogenase complexes

Cobalamin synthesis

Arginine Biosynthesis extended

RNA 3'-terminal phosphate cyclase

Zinc resistance

Polyamine Metabolism

Orphan regulatory proteins

Phenylpropanoid compound degradation

Inositol catabolism

DNA replication, archaeal

Pterin carbinolamine dehydratase

Dehydrogenase complexes

Ribosome SSU bacterial

Sugar utilization in Thermotogales

CBSS-176299.4.peg.1292

Pyruvate metabolism II: acetyl-CoA, acetogenesis from pyruvate

Proteolysis in bacteria, ATP-dependent

Glycine and Serine Utilization

LSU ribosomal proteins cluster

Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

Sugar utilization in Thermotogales

Xylose utilization

RNA polymerase archaeal

Universal GTPases

CBSS-87626.3.peg.3639

Purine conversions

Phenylpropanoid compound degradation

2-methylcitrate to 2-methylaconitate metabolism cluster

DNA repair, bacterial

Sugar utilization in Thermotogales

Ton and Tol transport systems

Putative diaminopropionate ammonia-lyase cluster

DNA replication, archaeal

Maltose and Maltodextrin Utilization



DNA repair, UvrABC system

Inorganic Sulfur Assimilation

Maltose and Maltodextrin Utilization

Bacterial Cytoskeleton

CBSS-257314.1.peg.752

CBSS-228410.1.peg.134

Respiratory Complex I

Glycolate, glyoxylate interconversions

CBSS-83331.1.peg.3039

Arsenic resistance

Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

Teichoic and lipoteichoic acids biosynthesis

Bacterial Cytoskeleton

Phage DNA synthesis

RNA polymerase archaeal

Xylose utilization

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

CBSS-52598.3.peg.2843

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Methionine Salvage

tRNA aminoacylation, Gly

Glycerate metabolism

Ribosome LSU bacterial

CBSS-56780.10.peg.1536

Recycling of Peptidoglycan Amino Acids

Pyruvate metabolism II: acetyl-CoA, acetogenesis from pyruvate

Phage entry and exit

CBSS-265072.7.peg.546

Capsular Polysaccharides Biosynthesis and Assembly

Glutathione analogs: mycothiol

Glycine cleavage system

Ribosome SSU eukaryotic and archaeal

Anaerobic respiratory reductases

Sulfur oxidation

Anaerobic respiratory reductases

RNA polymerase II initiation factors

Lipid A modifications

Translation elongation factors eukaryotic and archaeal

Tricarboxylate transport system

Peptidoglycan Biosynthesis

Encapsulating protein for DyP-type peroxidase and ferritin-like protein oligomers

Universal stress protein family

Sugar utilization in Thermotogales

Respiratory Complex I

Calvin-Benson cycle

Biphenyl Degradation



carbazol degradation cluster

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Methionine Degradation

N-linked Glycosylation in Bacteria

Methionine Salvage

Bacitracin Stress Response

LOS core oligosaccharide biosynthesis

LOS core oligosaccharide biosynthesis

Protein degradation

DNA Repair Base Excision

Rhamnose containing glycans

Rhamnose containing glycans

Serotype determining Capsular polysaccharide biosynthesis in Staphylococcus

Serotype determining Capsular polysaccharide biosynthesis in Staphylococcus

De Novo Pyrimidine Synthesis

Bacterial Cytoskeleton

At1g69340 At2g40600

Cold shock, CspA family of proteins

Biotin biosynthesis

D-galactonate catabolism

D-galactonate catabolism

Folate Biosynthesis

CBSS-228410.1.peg.134

Phage replication

Phage replication

DNA repair, bacterial

Phenylpropanoid compound degradation

CBSS-281090.3.peg.464

At4g10620 At3g57180 At3g47450

At4g10620 At3g57180 At3g47450

Phospholipid and Fatty acid biosynthesis related cluster

Phospholipid and Fatty acid biosynthesis related cluster

Folate Biosynthesis

D-galactarate, D-glucarate and D-glycerate catabolism

D-gluconate and ketogluconates metabolism

Glutathione: Non-redox reactions

Thiamin biosynthesis

Alanine biosynthesis

Hydantoin metabolism

Formate hydrogenase

Formate hydrogenase

pVir Plasmid of Campylobacter

Inositol catabolism

CBSS-316279.3.peg.746



Omega peptidases (EC 3.4.19.-)

Acyclic terpenes utilization

Archaeal lipids

Chlorophyll Biosynthesis

Chlorophyll Biosynthesis

KDO2-Lipid A biosynthesis

KDO2-Lipid A biosynthesis

Ribosome LSU bacterial

Ribosome LSU chloroplast

Ribosome LSU chloroplast

Maltose and Maltodextrin Utilization

Sugar utilization in Thermotogales

Conserved gene cluster associated with Met-tRNA formyltransferase

Respiratory Complex I

Respiratory Complex I

Hydrogenases

Hydrogenases

NAD and NADP cofactor biosynthesis global

Nitrate and nitrite ammonification

NAD and NADP cofactor biosynthesis global

NAD and NADP cofactor biosynthesis global

Ton and Tol transport systems

Chorismate Synthesis

Perosamine Synthesis Vibrio

Phenazine biosynthesis

Phenazine biosynthesis

Phenylacetyl-CoA catabolic pathway (core)

Phenylacetyl-CoA catabolic pathway (core)

Polyadenylation bacterial

Maltose and Maltodextrin Utilization

CBSS-342610.3.peg.1536

CBSS-393124.3.peg.2657

Terminal cytochrome C oxidases

Alginate metabolism

Glutaredoxin 3 containing cluster

Listeria phi-A118-like prophages

CBSS-562.2.peg.5158 SK3 including

Niacin-Choline transport and metabolism

Niacin-Choline transport and metabolism

ZZ gjo need homes

ZZ gjo need homes

Restriction-Modification System

Ribosome biogenesis archaeal

CBSS-160492.1.peg.550



Conserved gene cluster associated with Met-tRNA formyltransferase

Heat shock dnaK gene cluster extended

CBSS-630.2.peg.3360

NhaA, NhaD and Sodium-dependent phosphate transporters

Ribosome SSU chloroplast

Succinate dehydrogenase

T7-like phage core proteins

Biogenesis of c-type cytochromes

CBSS-316273.3.peg.448

Ton and Tol transport systems

Ton and Tol transport systems

Acetoin, butanediol metabolism

Terminal cytochrome d ubiquinol oxidases

Terminal cytochrome d ubiquinol oxidases

RNA pseudouridine syntheses

Restriction-Modification System

CBSS-323850.3.peg.3269

Pseudaminic Acid Biosynthesis

Pseudaminic Acid Biosynthesis

Lipopolysaccharide assembly

CBSS-314269.3.peg.1840

CBSS-314269.3.peg.1840

Unspecified monosaccharide transport cluster

Unspecified monosaccharide transport cluster

Unspecified monosaccharide transport cluster

Unspecified monosaccharide transport cluster

Urea decomposition

D-Galacturonate and D-Glucuronate Utilization

D-Galacturonate and D-Glucuronate Utilization

KDO2-Lipid A biosynthesis

Taurine Utilization

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Phenylpropanoid compound degradation

Polyadenylation specificity factor

Protein chaperones

Histidine Degradation

Chitin and N-acetylglucosamine utilization

Isoleucine degradation

5-FCL-like protein

5-FCL-like protein

Methionine Biosynthesis

Pyruvate metabolism I: anaplerotic reactions, PEP



Pyrimidine utilization

Pyrimidine utilization

Acetone Butanol Ethanol Synthesis

Niacin-Choline transport and metabolism

Branched chain amino acid degradation regulons

Pyruvate metabolism II: acetyl-CoA, acetogenesis from pyruvate

ATP-dependent RNA helicases, bacterial

Purine conversions

Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

CBSS-196164.1.peg.461

Photorespiration (oxidative C2 cycle)

CBSS-316273.3.peg.2378

mcm5s2U biosynthesis in tRNA

Branched chain amino acid degradation regulons

Deoxyribose and Deoxynucleoside Catabolism

Conserved cluster around acetyltransferase YpeA in Enterobacteria

L-rhamnose utilization

DNA replication, archaeal

Glutaredoxin 3 containing cluster 2

Thiamin biosynthesis

Urea decomposition

Alanine biosynthesis

Threonine degradation

Threonine degradation

Carotenoids

Methionine Salvage

Lysine biosynthesis AAA pathway 2

Creatine and Creatinine Degradation

Histidine Biosynthesis

Calvin-Benson cycle

DNA repair, bacterial RecFOR pathway

Phage integration and excision

Ribosome SSU chloroplast

D-galactonate catabolism

Alginate metabolism

Sulfatases and sulfatase modifying factor 1

Widespread colonization island

Legionaminic Acid Biosynthesis

DNA repair, bacterial photolyase

Conjugative transfer related cluster

Iron-sulfur cluster assembly

Entner-Doudoroff Pathway

Peripheral Glucose Catabolism Pathways

Glutamate and Aspartate uptake in Bacteria

CBSS-323097.3.peg.2594

L-fucose utilization temp



Ribosome LSU eukaryotic and archaeal

Menaquinone Biosynthesis via Futalosine -- gjo

Bacterial RNA-metabolizing Zn-dependent hydrolases

Molybdenum cofactor biosynthesis

Molybdenum cofactor biosynthesis

Chitin and N-acetylglucosamine utilization

Sporulation Cluster

Coenzyme A Biosynthesis

Phage capsid proteins

Phenylacetyl-CoA catabolic pathway (core)

Novel non-oxidative pathway of Uracil catabolism

Widespread colonization island

Iron-sulfur cluster assembly

ZZ gjo need homes

Oxidative stress

Coenzyme B12 biosynthesis

CBSS-196164.1.peg.461

Translation termination factors bacterial

Glycolysis and Gluconeogenesis

CBSS-257314.1.peg.676

Iron-sulfur cluster assembly

tRNA aminoacylation, Val

Transport of Zinc

Protein chaperones

Lipopolysaccharide-related cluster in Alphaproteobacteria

Streptococcal Hyaluronic Acid Capsule

ABC transporter branched-chain amino acid (TC 3.A.1.4.1)

Branched chain amino acid degradation regulons

Pentose phosphate pathway

CBSS-235.1.peg.567

CBSS-314269.3.peg.1840

Benzoate transport and degradation cluster

General Secretion Pathway

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Biotin biosynthesis

Synechocystis experimental

Cluster-based Subsystem Grouping Hypotheticals - perhaps Proteosome Related

Selenocysteine metabolism

Orphan regulatory proteins

Anaerobic respiratory reductases

Sulfur oxidation

Phage regulation of gene expression

RNA polymerase archaeal initiation factors

Threonine degradation



Threonine degradation

CBSS-316273.3.peg.922

ABC transporter dipeptide (TC 3.A.1.5.2)

Terminal cytochrome C oxidases

Pyruvate:ferredoxin oxidoreductase

CBSS-296591.1.peg.2330

CBSS-176299.4.peg.1996B

At1g52510 AT4G12830 (COG0596)

Formaldehyde assimilation: Ribulose monophosphate pathway

Proline, 4-hydroxyproline uptake and utilization

Spliceosome

Chorismate Synthesis

CBSS-269799.3.peg.2220

CBSS-393121.3.peg.1913

Na+ translocating decarboxylases and related biotin-dependent enzymes

HMG CoA Synthesis

riboflavin to FAD

DMSP breakdown

Riboflavin, FMN and FAD metabolism

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

CBSS-211586.1.peg.3133

CBSS-269799.3.peg.2220

Synechocystis experimental

Maltose and Maltodextrin Utilization

Urea carboxylase and Allophanate hydrolase cluster

Glyoxylate bypass

Peptidyl-prolyl cis-trans isomerase

Calvin-Benson cycle

Thiamin biosynthesis

Alanine biosynthesis

tRNA aminoacylation, Glu and Gln

Branched chain amino acid degradation regulons

SeqA and Co-occurring Genes

Deoxyribose and Deoxynucleoside Catabolism

tRNA-methylthiotransferase containing cluster

Arginine Biosynthesis extended

Methanogenesis

Respiratory Complex I

PhoR-PhoB two-component regulatory system

De Novo Purine Biosynthesis

V-Type ATP synthase

Cytochrome B6-F complex

Glycolate, glyoxylate interconversions

Glutathione-regulated potassium-efflux system and associated functions

Queuosine-Archaeosine Biosynthesis



Novel non-oxidative pathway of Uracil catabolism

Capsular heptose biosynthesis

Choline and Betaine Uptake and Betaine Biosynthesis

Phosphate metabolism

Isoleucine degradation

Periplasmic-Binding-Protein-Dependent Transport System for &#945;-Glucosides

Cold shock, CspA family of proteins

ZZ gjo need homes

Histidine Biosynthesis

CBSS-269799.3.peg.2220

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

CBSS-222523.1.peg.1311

Phage capsid proteins

Phosphate metabolism

Legionaminic Acid Biosynthesis

Menaquinone Biosynthesis via Futalosine -- gjo

Exopolysaccharide Biosynthesis

Formate hydrogenase

Fructose utilization

Pterin carbinolamine dehydratase

Methionine Biosynthesis

Methionine Biosynthesis

5-FCL-like protein

Mannose Metabolism

YrdC-YciO-Sua5 protein family

NAD and NADP cofactor biosynthesis global

KH domain RNA binding protein YlqC

Sulfur oxidation

Entner-Doudoroff Pathway

Branched chain amino acid degradation regulons

Glycine and Serine Utilization

Carotenoids

Single-Rhodanese-domain proteins

Branched chain amino acid degradation regulons

CBSS-281090.3.peg.464

CBSS-196164.1.peg.1690

Phage capsid proteins

CBSS-49338.1.peg.459

Inositol catabolism

Periplasmic-Binding-Protein-Dependent Transport System for &#945;-Glucosides

Capsular Polysaccharides Biosynthesis and Assembly

Methanogenesis strays

Urea carboxylase and Allophanate hydrolase cluster

Type III secretion system orphans

Mannose Metabolism



LMPTP YwlE cluster

Phage DNA synthesis

Threonine degradation

Glycine Biosynthesis

Murein Hydrolases

Terminal cytochrome d ubiquinol oxidases

Quinone oxidoreductase family

RNA 3'-terminal phosphate cyclase

coenzyme M biosynthesis

Regulation of Oxidative Stress Response

CBSS-291331.3.peg.3674

Aromatic amino acid degradation

Catechol branch of beta-ketoadipate pathway

Biogenesis of cytochrome c oxidases

Phage integration and excision

Allophanate hydrolase 2 and Biotin carboxylase cluster

Dehydrogenase complexes

Chorismate Synthesis

Arginine and Ornithine Degradation

Pseudaminic Acid Biosynthesis

Transcription factors bacterial

Sugar utilization in Thermotogales

Hydantoin metabolism

Photosystem I

CBSS-176299.4.peg.1292

Ethanolamine utilization

Glycolysis and Gluconeogenesis, including Archaeal enzymes

Transport of Manganese

Cysteine Biosynthesis

Proline, 4-hydroxyproline uptake and utilization

ABC transporter alkylphosphonate (TC 3.A.1.9.1)

Polyamine Metabolism

Translation elongation factors bacterial

Benzoate transport and degradation cluster

Streptococcus pyogenes recombinatorial zone

CBSS-176299.4.peg.1292

Uptake of selenate and selenite

RuvABC plus a hypothetical

Arginine and Ornithine Degradation

ABC transporter branched-chain amino acid (TC 3.A.1.4.1)

Glycine and Serine Utilization

Proline Synthesis



DNA Repair Base Excision

CBSS-296591.1.peg.2330

At5g04520 AT1G06240

ZZ gjo need homes

DNA topoisomerases, Type I, ATP-independent

Rubrerythrin

One-carbon metabolism by tetrahydropterines

One-carbon metabolism by tetrahydropterines

5-FCL-like protein

Ton and Tol transport systems

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Proteolysis in bacteria, ATP-dependent

CBSS-320372.3.peg.6046

Ethylmalonyl-CoA pathway of C2 assimilation

Transcription initiation, bacterial sigma factors

Cytochrome B6-F complex

CBSS-350688.3.peg.1509

Lysine degradation

ZZ gjo need homes

Menaquinone and Phylloquinone Biosynthesis

Proteasome subunit alpha archaeal cluster

tRNA modification Bacteria

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Urea decomposition

CBSS-83331.1.peg.3039

Glyoxylate bypass

Protein chaperones

DNA gyrase subunits

RNA polymerase archaeal

Pyruvate Alanine Serine Interconversions

Ribosome LSU bacterial

Phenylacetyl-CoA catabolic pathway (core)

Methionine Degradation

CBSS-211586.1.peg.3133

DNA structural proteins, bacterial

General Secretion Pathway

Glycolate, glyoxylate interconversions

Inositol catabolism

Aromatic amino acid degradation

Lipopolysaccharide assembly

Utilization of glutathione as a sulphur source

Polyamine Metabolism

Orphan regulatory proteins

Histidine Biosynthesis

Cluster-based Subsystem Grouping Hypotheticals - perhaps Proteosome Related

Phenylpropanoid compound degradation



HMG CoA Synthesis

CBSS-196164.1.peg.461

Conserved gene cluster associated with Met-tRNA formyltransferase

Xylose utilization

Carotenoids

tRNA modification Archaea

Branched chain amino acid degradation regulons

CBSS-176280.1.peg.1561

Lysine Biosynthesis DAP Pathway

DNA replication, archaeal

DNA recombination, archaeal

Formate hydrogenase

Glutathione: Redox cycle

Histidine Biosynthesis

Aromatic amino acid interconversions with aryl acids

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Carotenoids

Ribosomal protein S12p Asp methylthiotransferase

Ribosomal protein S12p Asp methylthiotransferase

Formate hydrogenase

Ribonucleotide reduction

CBSS-211586.1.peg.3133

Aromatic Amin Catabolism

Ribosome SSU bacterial

Autoinducer 2 (AI-2) transport and processing (lsrACDBFGE operon)

De Novo Purine Biosynthesis

Proteasome subunit alpha archaeal cluster

Conserved cluster in Enterobacteriaceae downstream from YqjA, a DedA family protein

Niacin-Choline transport and metabolism

DNA Repair Base Excision

Aromatic amino acid degradation

Mannitol Utilization

Nucleolar protein complex

Ammonia assimilation

CBSS-376686.6.peg.291

Benzoate transport and degradation cluster

Dehydrogenase complexes

Acid resistance mechanisms

Nudix proteins (nucleoside triphosphate hydrolases)

ABC transporter oligopeptide (TC 3.A.1.5.1)

ZZ gjo need homes

Phosphate metabolism

Type 4 conjugative transfer system, IncI1 type

Spore Core Dehydration

Cysteine Biosynthesis

Threonine degradation



Multidrug Resistance Efflux Pumps

KDO2-Lipid A biosynthesis

Polyunsaturated Fatty Acids synthesis

Chitin and N-acetylglucosamine utilization

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Hypothetical Related to Dihydroorotate dehydrogenase

Uracil-DNA glycosylase

Arsenic resistance

Bacterial Cytoskeleton

Peptidyl-prolyl cis-trans isomerase

Translation initiation factors bacterial

ATP-dependent RNA helicases, bacterial

rRNA modification Archaea

DNA repair, bacterial

CBSS-316273.3.peg.2378

Entner-Doudoroff Pathway

Branched chain amino acid degradation regulons

Ribosome biogenesis bacterial

Ribosome LSU bacterial

Terminal cytochrome C oxidases

NAD and NADP cofactor biosynthesis global

Sporulation Cluster

tRNA modification Archaea

Conserved gene cluster associated with Met-tRNA formyltransferase

Thiamin biosynthesis

Proline, 4-hydroxyproline uptake and utilization

DMSP breakdown

Chorismate: Intermediate for synthesis of Tryptophan, PAPA antibiotics, PABA, 3-hydroxyanthranilate and more.

Glyoxylate bypass

DNA replication, archaeal

Aspartate aminotransferase

Alanine biosynthesis

Lysine biosynthesis AAA pathway 2

Aspartate aminotransferase

CBSS-83331.1.peg.3039

Proteasome bacterial

KDO2-Lipid A biosynthesis

Respiratory Complex I

Pyruvate Alanine Serine Interconversions

Photosystem I

Methionine Degradation

Transcription initiation, bacterial sigma factors

Iron-sulfur cluster assembly

Thiamin biosynthesis



Histidine Degradation

V-Type ATP synthase

Methionine Biosynthesis

Lysine Biosynthesis DAP Pathway

Coenzyme B12 biosynthesis

Coenzyme B12 biosynthesis

ATP-dependent RNA helicases, bacterial

CBSS-196164.1.peg.1690

Menaquinone Biosynthesis via Futalosine -- gjo

Aromatic amino acid degradation

Proteolysis in bacteria, ATP-dependent

Arginine and Ornithine Degradation

RNA polymerase bacterial

CBSS-222523.1.peg.1311

CBSS-176299.4.peg.1292

Histidine Biosynthesis

Methionine Biosynthesis

LSU ribosomal proteins cluster

Ribosome LSU bacterial

Glyoxylate bypass

Pyruvate metabolism I: anaplerotic reactions, PEP

Arginine and Ornithine Degradation

Cluster Ytf and putative sugar transporter

Pseudaminic Acid Biosynthesis

Ribosome SSU bacterial

Glycerate metabolism

CBSS-344610.3.peg.2335

Aromatic amino acid degradation

Fatty Acid Biosynthesis FASI

Fatty Acid Biosynthesis FASI

Fatty Acid Biosynthesis FASI

D-galactarate, D-glucarate and D-glycerate catabolism

Conjugative transfer related cluster

Proline, 4-hydroxyproline uptake and utilization

Transcription elongation factors, archaeal

Trehalose Biosynthesis

Arsenic resistance

CBSS-314267.3.peg.390

Recycling of Peptidoglycan Amino Acids

Ribosome SSU bacterial

L-Arabinose utilization

Terminal cytochrome C oxidases

Copper homeostasis

Methionine Biosynthesis

Peptidyl-prolyl cis-trans isomerase



Peptidyl-prolyl cis-trans isomerase

Carbon Starvation

Menaquinone and Phylloquinone Biosynthesis

Proteasome bacterial

DNA replication, archaeal

CBSS-316057.3.peg.563

DNA replication, archaeal

Phosphonate metabolism

Purine conversions

Acetone Butanol Ethanol Synthesis

Aromatic amino acid degradation

Histidine Biosynthesis

ABC transporter branched-chain amino acid (TC 3.A.1.4.1)

Glycolate, glyoxylate interconversions

Proteasome subunit alpha archaeal cluster

CBSS-269799.3.peg.2220

Alkylphosphonate utilization

tRNA modification Archaea

Lysine Biosynthesis DAP Pathway

Cysteine Biosynthesis

Urea decomposition

Purine conversions

Oxidative stress

F0F1-type ATP synthase

Polyadenylation specificity factor

Na(+)-translocating NADH-quinone oxidoreductase and rnf-like group of electron transport complexes

Respiratory dehydrogenases 1

Ribonucleotide reduction

Transport of Manganese

DNA repair, bacterial UvrD and related helicases

DMSP breakdown

NAD and NADP cofactor biosynthesis global

Phage integration and excision

Tryptophan catabolism

De Novo Pyrimidine Synthesis

tRNA modification Archaea

Creatine and Creatinine Degradation

Ribonucleotide reductase cluster

Glyoxylate bypass

Arginine Biosynthesis extended

Proteolysis in bacteria, ATP-dependent

tRNA aminoacylation, Gly

CBSS-196164.1.peg.1690

Aerotolerance operon in Bacteroides and potentially orthologous operons in other organisms

Formate hydrogenase



Phosphate metabolism

Formate hydrogenase

Alanine biosynthesis

Isoleucine degradation

Phage regulation of gene expression

Biphenyl Degradation

Arginine and Ornithine Degradation

Sugar utilization in Thermotogales

ABC transporter oligopeptide (TC 3.A.1.5.1)

Polyunsaturated Fatty Acids synthesis

Broadly distributed proteins not in subsystems

CBSS-354.1.peg.2917

L-fucose utilization

Anaerobic respiratory reductases

Methylglyoxal Metabolism

Macromolecular synthesis operon

Glutamine, Glutamate, Aspartate and Asparagine Biosynthesis

Glutamine synthetases

Ribosome LSU bacterial

Pyruvate metabolism I: anaplerotic reactions, PEP

Serine-glyoxylate cycle

Histidine Degradation

Two cell division clusters relating to chromosome partitioning

Dehydrogenase complexes

ABC transporter dipeptide (TC 3.A.1.5.2)

Glycine and Serine Utilization

Lysine degradation

Branched chain amino acid degradation regulons

CBSS-296591.1.peg.2330

Deoxyribose and Deoxynucleoside Catabolism

Pyrimidine utilization

CO2 uptake, carboxysome

V-Type ATP synthase

Macromolecular synthesis operon


