
TranscriptID KEGG_Category KEGG_Subcategory UnirefFunction log2FoldChange adjusted_pvalueEnrichment Domain Phylum Class Order Family Genus Species
1746053_2 Glycan biosynthesis and metabolism Polysacharide and lipopolysaccharide metabolism endo-1,4-beta-xylanase 14.857957 2.32E-23 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeFlavisolibacterFlavisolibacter sp. X7X
1768189_7 No roles mapped out of 0 KOs Not_in_Uniref 14.2175541 1.01E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1378179_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta 14.0009901 1.56E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
356536_6 No roles mapped out of 0 KOs Not_in_Uniref 13.8749431 1.10E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
129315_7 Intracellular trafficking, assembly, and processing Peptidases PDZ domain-containing protein 13.7640027 5.90E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacterales Solirubrobacterales bacterium
1770115_7 No roles mapped out of 0 KOs Uncharacterized protein 13.7126126 2.23E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
91239_11 No roles mapped out of 0 KOs Uncharacterized protein 13.6796819 2.41E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea ThaumarchaeotaNitrososphaeriaNitrososphaeralesNitrososphaeraceaeNitrososphaera
1814467_25 No roles mapped out of 0 KOs Not_in_Uniref 13.5999051 9.46E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
852203_2 Transport and binding proteins Amino acids, peptides and amines SBP_bac_5 domain-containing protein 13.579653 3.17E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Rokubacteria Candidatus Rokubacteria bacterium
347665_3 No roles mapped out of 0 KOs Uncharacterized protein 13.5085364 2.43E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_62_13
104544_7 Prosthetic groups, cofactors, and carriers Folate biosynthesis Bifunctional folylpolyglutamate synthase/dihydrofolate synthase 13.4616258 9.93E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesHymenobacteraceaePontibacter Pontibacter sp. HB172049
1806012_8 No roles mapped out of 0 KOs Uncharacterized protein 13.4223713 3.17E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea Thaumarchaeota Thaumarchaeota archaeon
1629511_9 No roles mapped out of 0 KOs DNA-binding transcriptional regulator, GntR family 13.4059352 5.48E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesAlcaligenaceaeCandidimonasCandidimonas bauzanensis
1110173_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S10 13.3130781 1.07E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales
592667_2 Translation Translation factors Elongation factor Tu 13.188411 2.54E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1564684_4 No roles mapped out of 0 KOs hypothetical protein 13.1723586 2.98E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicromonosporalesMicromonosporaceaePlantactinosporaPlantactinospora sp. BC1
202436_3 No roles mapped out of 0 KOs Beta-lactamase domain-containing protein 13.1069072 1.55E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium 54-19
767959_18 Transcription Transcription factors Cold-shock protein 13.0931031 6.00E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceae Cytophagaceae bacterium Ys
262645_13 Carbohydrate metabolism Citrate cycle (TCA cycle) Citrate synthase 13.0168906 1.85E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
424530_3 Transport and binding proteins Cations and iron carrying compounds Uncharacterized protein (Fragment) 12.9985824 5.32E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales Clostridiales bacterium
1632462_8 No roles mapped out of 0 KOs Not_in_Uniref 12.9860721 1.27E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
419711_3 No roles mapped out of 1 KOs DUF3854 domain-containing protein 12.9413225 4.94E-22 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteria Actinobacteria bacterium
1074415_1 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein translocase subunit SecY 12.9404309 1.23E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria Nostocales TolypothrichaceaeHassallia Hassallia byssoidea
171185_2 No roles mapped out of 0 KOs Cyclic di-GMP phosphodiesterase Gmr 12.9243266 9.83E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available mine drainage metagenome
1755409_5 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 12.923275 8.11E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacteriales Flavobacteriales bacterium
390531_7 No roles mapped out of 0 KOs hypothetical protein 12.8757224 1.82E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea serpens
732171_1 Translation Translation factors Elongation factor Tu 12.8595282 2.20E-27 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeFlavobacterium
1078051_4 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S16 12.8406239 3.16E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeFlavobacterium
320020_2 No roles mapped out of 0 KOs Not_in_Uniref 12.8211983 5.96E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
781359_2 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 12.8173874 2.38E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
815382_1 Translation Transfer R biogenesis Glutamate--tRNA ligase 12.8146247 2.40E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria VerrucomicrobiaSpartobacteriaChthoniobacteralesChthoniobacteraceaeChthoniobacterChthoniobacter flavus
1091576_3 Translation Translation factors Elongation factor Tu 12.809642 3.30E-23 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
1190157_2 No roles mapped out of 0 KOs Tetratricopeptide repeat protein 12.8017646 2.55E-21 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium OLB12
550683_8 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 12.7773179 2.40E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria Nostocales TolypothrichaceaeHassallia Hassallia byssoidea
712723_11 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-bisphosphate aldolase 12.7255272 1.38E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium
182669_9 Amino acid metabolism Histidine metabolism Histidinol dehydrogenase 12.6885858 7.35E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
728032_2 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Phospho-2-dehydro-3-deoxyheptonate aldolase 12.6748401 5.94E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1606877_27 Translation Translation factors Elongation factor Tu 12.6388789 1.63E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Saccharibacteria Candidatus Saccharibacteria bacterium RAAC3_TM7_1
202211_3 Transcription R polymerase DNA-directed RNA polymerase subunit beta 12.6379458 6.70E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
814954_165 Unknown function Enzymes of unknown specificity Uncharacterized protein 12.6208973 1.71E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales PaenibacillaceaePaenibacillusPaenibacillus polymyxa
1215269_6 Carbohydrate metabolism Pentose phosphate pathway Transketolase family protein (Fragment) 12.6148207 3.72E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium
1434571_11 Defense and invasion systems Detoxification and inactivation Superoxide dismutase 12.6105939 3.85E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
1547994_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S21 12.5791956 6.15E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
825036_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L2 12.5785535 7.75E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria Nostocales TolypothrichaceaeHassallia Hassallia byssoidea
1685150_2 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 12.5651917 2.43E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
703127_2 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 12.5641968 4.56E-21 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae
1077515_8 Prosthetic groups, cofactors, and carriers Iron sulfur clusters Iron-sulfur cluster assembly scaffold protein IscU 12.5619899 1.71E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium ADurb.BinA245
329483_1 No roles mapped out of 0 KOs Glyoxal oxidase-like protein 12.528163 8.89E-21 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaNitrosomonadalesNitrosomonadaceaeNitrosovibrio Nitrosovibrio sp. Nv12
1037082_2 Transcription Transcription factors Cold shock protein (Beta-ribbon, CspA family) 12.526579 2.15E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
870053_6 Transcription Transcription factors Cold-shock DNA-binding protein family 12.5243546 8.38E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesHymenobacteraceaePontibacter Pontibacter ummariensis
1811879_29 No roles mapped out of 0 KOs Serine/threonine protein kinase 12.4926597 2.34E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaNitrosomonadalesNitrosomonadaceaeNitrosospira Nitrosospira briensis
782901_10 Defense and invasion systems Secreted effectors Hemolysin, contains CBS domains 12.4404489 2.45E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeFlexibacter Flexibacter flexilis
1649737_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta 12.4396807 1.18E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1769653_3 Cell structure, growth, and death Cell division Cell division protein FtsZ 12.4367578 6.28E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1386722_2 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase beta chain 12.4116473 6.76E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
551409_1 No roles mapped out of 0 KOs Uncharacterized protein 12.4099835 8.73E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea flava
31058_5 No roles mapped out of 0 KOs TPR_REGION domain-containing protein 12.3850704 2.37E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
920812_5 Carbohydrate metabolism Pyruvate metabolism Acetyltransferase component of pyruvate dehydrogenase complex 12.3594107 1.24E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
1247813_6 Amino acid metabolism Alanine, aspartate and glutamate metabolism Aminotransferase (Fragment) 12.3455713 5.73E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteria Deltaproteobacteria bacterium 13_1_40CM_4_54_4
1716007_6 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamate synthase large subunit 12.3381094 1.25E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium IBVUCB2
1367968_4 Transport and binding proteins Amino acids, peptides and amines ABC transporter permease subunit 12.337318 2.05E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicromonosporalesMicromonosporaceaeActinoplanes
1672493_7 No roles mapped out of 0 KOs Fe-S cluster biogenesis protein NfuA, 4Fe-4S-binding domain 12.3067168 3.60E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
105076_4 Fatty acid and lipid metabolism Biosynthesis Acyl carrier protein 12.3023856 2.65E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
1724328_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 12.2499371 7.88E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1554104_2 No roles mapped out of 0 KOs Uncharacterized protein 12.214954 1.09E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
1170385_8 Carbohydrate metabolism Glycolysis / Gluconeogenesis ATP-dependent 6-phosphofructokinase 12.2129847 7.71E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
1664506_3 Translation Ribosomal proteins: synthesis and modification 30s ribosomal protein s12 (Fragment) 12.1840744 6.00E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
1814990_2 No roles mapped out of 0 KOs Uncharacterized protein 12.1678277 1.46E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaCorynebacterialesCorynebacteriaceaeCorynebacteriumCorynebacterium jeikeium
903601_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpC 12.1652523 5.27E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
548739_1 No roles mapped out of 0 KOs Uncharacterized protein 12.164517 1.03E-29 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales RuminococcaceaePseudoflavonifractorPseudoflavonifractor capillosus
408721_2 Translation Transfer R biogenesis Phenylalanine--tRNA ligase alpha subunit 12.1372802 3.89E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium
1552793_15 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S12 12.1115825 1.03E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus koreensis
1786611_7 Carbohydrate metabolism Citrate cycle (TCA cycle) Isocitrate dehydrogenase [NADP] 12.1106558 4.00E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
648880_1 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 12.0805908 2.57E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
979915_3 Carbohydrate metabolism Citrate cycle (TCA cycle) Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex12.0635689 6.46E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
1164207_389 Carbohydrate metabolism Fructose and mannose metabolism Bifunctional aldolase/short-chain dehydrogenase 12.0463583 1.22E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacteriales Sphingobacteriales bacterium
906622_3 No roles mapped out of 0 KOs Not_in_Uniref 12.0420593 3.68E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
806358_6 No roles mapped out of 0 KOs Glycosyltransferase 12.0321867 2.79E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
155842_2 Carbohydrate metabolism Citrate cycle (TCA cycle) malate:quinone oxidoreductase 12.0204651 1.97E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesHymenobacteraceae Hymenobacteraceae bacterium SYSU D60016
964229_1 No roles mapped out of 1 KOs NADH-ubiquinone oxidoreductase chain 1 11.979404 8.34E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Ascomycota EurotiomycetesChaetothyrialesHerpotrichiellaceaeExophiala Exophiala dermatitidis
19673_6 No roles mapped out of 0 KOs PqqD family peptide modification chaperone 11.9646918 1.55E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Gemmatimonadetes Gemmatimonadetes bacterium
1231958_3 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamate synthase 11.9536185 4.35E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
724452_1 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase subunit D 11.9490188 1.17E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales PeptococcaceaeDesulfofundulus
1318362_5 Carbohydrate metabolism Citrate cycle (TCA cycle) Fumarate hydratase class II 11.9207902 1.08E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
1158632_4 Nucleic acid metabolism D replication, recombination, and repair ERCC4-type nuclease 11.910346 1.40E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesViruses uncultured Mediterranean phage
1473455_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L32 11.8890914 2.22E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacterialesSphingobacteriaceaeMucilaginibacterMucilaginibacter polytrichastri
1495582_1 No roles mapped out of 0 KOs Putative copper-binding protein 11.8843652 9.21E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria OscillatorialesMicrocoleaceaeMicrocoleus Microcoleus sp. PCC 7113
3913_8 Nucleic acid metabolism Pyrimidine metabolism Crp/Fnr family transcriptional regulator 11.8798658 2.05E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales XanthobacteraceaeStarkeya Starkeya novella
1190675_1 Carbohydrate metabolism Citrate cycle (TCA cycle) 2-oxoglutarate dehydrogenase E1 component 11.8626523 4.25E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
933916_4 No roles mapped out of 0 KOs Not_in_Uniref 11.8555291 2.38E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
138924_1 Transport and binding proteins Porins and secretins TonB-dependent receptor 11.8531507 1.12E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacteriales Sphingobacteriales bacterium 46-32
1195641_3 Carbohydrate metabolism Citrate cycle (TCA cycle) Succinate--CoA ligase [ADP-forming] subunit beta 11.8334464 1.18E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales
1812121_3 No roles mapped out of 0 KOs transposase 11.8248718 3.44E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaRubrobacteriaRubrobacteralesRubrobacteraceaeRubrobacter Rubrobacter aplysinae
373879_2 Intracellular trafficking, assembly, and processing Peptidases Carboxyl-terminal processing protease 11.8231654 1.66E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
922952_5 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 11.8068143 9.25E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
1276066_1 Nucleic acid metabolism D replication, recombination, and repair DNA gyrase subunit B 11.7866433 2.19E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
1558813_2 No roles mapped out of 0 KOs SusC/RagA family TonB-linked outer membrane protein 11.7846198 2.48E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium B1(2017)
402723_4 No roles mapped out of 0 KOs MBL fold metallo-hydrolase 11.7822127 9.62E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria bacterium
167723_3 Nucleic acid metabolism D replication, recombination, and repair UvrABC system protein C 11.7402291 1.64E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
1292990_4 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 11.6994589 1.56E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria Nostocales TolypothrichaceaeHassallia Hassallia byssoidea
1226094_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L3 11.6947184 2.35E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeFlavobacterium
46281_1 Fatty acid and lipid metabolism Biosynthesis Multifunctional fusion protein 11.6658594 7.97E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
851061_307 No roles mapped out of 1 KOs Glycosyltransferase 11.6312534 1.52E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacteriales Sphingobacteriales bacterium
1099192_2 Amino acid metabolism Cysteine and methionine metabolism Adenosylhomocysteinase 11.6203071 1.06E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae
814964_26 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase 11.6152864 2.68E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceae Cytophagaceae bacterium Ys
1640292_3 Transport and binding proteins Anions hypothetical protein 11.6093117 6.63E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacterSteroidobacter sp. JW-3
972344_5 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 11.5904813 1.01E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
394236_4 No roles mapped out of 0 KOs Homing endonuclease (Fragment) 11.5656647 5.27E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Ascomycota PezizomycetesPezizales Pezizaceae Terfezia Terfezia boudieri
636297_2 Transport and binding proteins Unknown substrate ABC-2 type transport system permease protein 11.5230188 3.05E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
914197_1 No roles mapped out of 0 KOs TonB-dependent receptor 11.4990527 2.72E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeLarkinella
1017818_7 No roles mapped out of 0 KOs Uncharacterized protein 11.4976582 1.04E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Rokubacteria Candidatus Rokubacteria bacterium
1105135_29 Translation Translation factors Elongation factor Tu 11.4872635 1.56E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
961681_3 No roles mapped out of 0 KOs Uncharacterized protein 11.4846431 1.26E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesHymenobacteraceaeHymenobacterHymenobacter nivis
1694481_8 No roles mapped out of 0 KOs Uncharacterized protein 11.4611242 6.57E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria uncultured bacterium 122006-I05
883550_2 No roles mapped out of 0 KOs Uncharacterized protein 11.425002 1.52E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1769303_5 Cell structure, growth, and death Cell division N-acetylmuramoyl-L-alanine amidase 11.403791 1.40E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteria Actinobacteria bacterium
799837_4 Transport and binding proteins Accessory functions Outer membrane transport energization protein ExbB 11.3552294 8.89E-21 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacterialesSphingobacteriaceaePedobacter
431935_5 No roles mapped out of 0 KOs Glyco_trans_2-like domain-containing protein 11.330256 9.02E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1350430_1 No roles mapped out of 1 KOs Sialate O-acetylesterase 11.3299911 2.49E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
1037283_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S9 11.3160983 2.96E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium OLB12
89534_3 Translation Translation factors Elongation factor G 11.3124536 3.79E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
295727_2 Carbohydrate metabolism Pentose phosphate pathway decarboxylating 6-phosphogluconate dehydrogenase 11.31081 3.09E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeRunella Runella zeae
949122_4 Signal transduction Taxis Tetratricopeptide repeat-containing protein 11.2902961 1.65E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
1542945_1 Translation Transfer R biogenesis Proline--tRNA ligase 11.2895796 8.32E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
42554_10 Amino acid metabolism Valine, leucine and isoleucine metabolism L-threonine dehydratase 11.2598039 2.30E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
242096_3 No roles mapped out of 0 KOs DUF4157 domain-containing protein 11.2215473 1.56E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeSpirosoma Spirosoma sp. KCTC 42546
392000_3 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 11.1871213 9.24E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1237378_8 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 11.1289905 1.22E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeFlavobacteriumFlavobacterium psychrophilum
1851951_2 Defense and invasion systems Detoxification and inactivation Alkyl hydroperoxide reductase C 11.093245 9.48E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcales Sorangiineae bacterium NIC37A_2
265492_8 Carbohydrate metabolism Starch and sucrose metabolism Glucose-1-phosphate adenylyltransferase 11.0892386 9.47E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium
1626059_2 No roles mapped out of 0 KOs Uncharacterized protein 11.0845372 1.30E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea Thaumarchaeota Nitrosopumilales Nitrosopumilales archaeon
1736486_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein DnaK 11.0795046 7.30E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1413041_1 Translation Translation factors Elongation factor G 11.0704987 2.29E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeCytophaga
1359733_3 Fatty acid and lipid metabolism Biosynthesis 3-oxoacyl-[acyl-carrier-protein] synthase 2 11.0586091 6.04E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
782929_31 No roles mapped out of 0 KOs Not_in_Uniref 11.0471491 7.83E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1123069_2 No roles mapped out of 0 KOs Glucose/galactose transporter 11.0173568 5.57E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
525881_5 Translation Transfer R biogenesis polyribonucleotide nucleotidyltransferase 10.9748435 1.12E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium PMP191F
616475_1 Defense and invasion systems Detoxification and inactivation Superoxide dismutase 10.9160207 4.98E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
487925_5 No roles mapped out of 0 KOs Not_in_Uniref 10.9070601 2.13E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1605918_2 Cell structure, growth, and death Cell division Cell division protein FtsW 10.8963831 2.80E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium
407431_5 Nucleic acid metabolism Purine metabolism Exopolyphosphatase 10.883002 2.37E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Gemmatimonadetes Gemmatimonadetes bacterium
185592_4 No roles mapped out of 0 KOs Ferritin-like domain-containing protein 10.8787836 1.25E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
171335_1 Transcription Transcription factors RpoD subfamily RNA polymerase sigma-70 subunit 10.8746187 1.38E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
356690_1 Translation Translation factors Elongation factor Tu 10.761086 3.29E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
424317_1 No roles mapped out of 0 KOs Uncharacterized protein 10.7347059 4.39E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria AcidobacteriaBlastocatellia Blastocatellia bacterium
1207075_1 Intracellular trafficking, assembly, and processing Peptidases Probable cytosol aminopeptidase 10.7170137 3.22E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
60676_5 No roles mapped out of 0 KOs aspartate aminotransferase family protein 10.7115896 6.36E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales PhyllobacteriaceaeAminobacter Aminobacter sp. J41
804034_4 Carbohydrate metabolism Citrate cycle (TCA cycle) Succinate--CoA ligase [ADP-forming] subunit alpha 10.7051029 8.34E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae
638696_3 Defense and invasion systems Detoxification and inactivation Superoxide dismutase 10.7016921 4.28E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Planctomycetes Planctomycetes bacterium
75_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Clp protease ClpC 10.6967437 7.38E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
1408737_12 No roles mapped out of 0 KOs LAGLIDADG endonuclease 10.6790928 9.70E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Ascomycota SordariomycetesDiaporthales JuglanconidaceaeJuglanconis
1057900_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L11 10.6783053 3.75E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacteriales Flavobacteriales bacterium
827249_4 Transcription Transcription factors Cold-shock protein 10.6756571 1.20E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1004475_2 No roles mapped out of 1 KOs Uncharacterized protein 10.6371274 1.12E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1467960_20 Intracellular trafficking, assembly, and processing Peptidases Xaa-Pro dipeptidase 10.6270653 1.02E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Gemmatimonadetes Gemmatimonadetes bacterium
1637439_6 No roles mapped out of 0 KOs Not_in_Uniref 10.6255613 4.07E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1315832_1 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 10.6092593 7.72E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
1084989_3 Translation tR and rR base modification Pseudouridine synthase (Fragment) 10.5847032 2.31E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1725409_2 Amino acid metabolism Valine, leucine and isoleucine metabolism biosynthetic-type acetolactate synthase large subunit 10.5616827 5.92E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium PMP191F
1018490_3 Fatty acid and lipid metabolism Biosynthesis Acyl carrier protein 10.5519318 1.76E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
1435911_3 Signal transduction Taxis Uncharacterized protein 10.5403874 1.07E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. WS11
1057247_3 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamine synthetase type III 10.5356165 2.47E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
742276_4 Nucleic acid metabolism D replication, recombination, and repair Type IIA DNA topoisomerase subunit B 10.4701871 2.60E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea flava
1013986_5 Carbohydrate metabolism Citrate cycle (TCA cycle) hypothetical protein 10.436515 5.97E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeSegetibacter Segetibacter koreensis
486434_5 Nucleic acid metabolism D replication, recombination, and repair DNA topoisomerase IV 10.3876482 9.37E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
997835_3 Prosthetic groups, cofactors, and carriers Biotin and lipoate metabolism Lipoyl synthase 10.3372007 2.71E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeFlavihumibacterFlavihumibacter sp. ZG627
1393563_8 No roles mapped out of 1 KOs PKD domain-containing protein 10.3161294 4.32E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
1208137_1 Cell motility and adherance Flagella complex and associated proteins OmpA-like domain-containing protein 10.2865686 5.36E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Gemmatimonadetes Gemmatimonadetes bacterium
1122455_2 Transcription R polymerase DNA-directed RNA polymerase subunit (Fragment) 10.2808109 6.43E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium
228606_4 Fatty acid and lipid metabolism Biosynthesis of unsaturated fatty acids 3-hydroxyacyl-CoA dehydrogenase 10.2779968 1.40E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacterialesSphingobacteriaceaePedobacter Pedobacter luteus
1442571_1 No roles mapped out of 0 KOs Transporter 10.2650108 2.83E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacterialesSphingobacteriaceaePedobacter Pedobacter sp. V48
573063_10 Translation Translation factors Elongation factor Tu 10.2348864 4.04E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1059399_1 Intracellular trafficking, assembly, and processing Peptidases Lon protease 10.2316678 9.70E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1039914_26 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 10.2315524 1.09E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1552793_28 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L16 10.2093255 4.68E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1164207_231 No roles mapped out of 0 KOs PAS domain S-box protein 10.2058325 4.09E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaePanacibacter Panacibacter sp. 17mud1-8
175479_1 No roles mapped out of 0 KOs Carrier domain-containing protein 10.1207337 5.97E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria Nostocales Nostocaceae Nostoc Nostoc sp. 'Peltigera malacea cyanobiont' DB3992
486729_2 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 10.0804708 2.66E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
961560_8 No roles mapped out of 0 KOs Not_in_Uniref 10.0283664 1.33E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
674674_18 Metabolism of other amino acids and amines Glutathione and analogs metabolism Glutathione peroxidase 9.9674055 7.22E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria Nostocales TolypothrichaceaeHassallia Hassallia byssoidea
1755698_2 Translation Ribosomal proteins: synthesis and modification Sigma 54 modulation protein /SSU ribosomal protein S30P 9.96076624 6.56E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
259052_8 No roles mapped out of 0 KOs Sugar transporter 9.93335345 7.82E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1538774_6 Carbohydrate metabolism Pyruvate metabolism Lactate utilization protein 9.93283661 1.24E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium
1517334_1 Translation Translation factors Elongation factor Tu 9.92586576 5.44E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1726303_3 Amino acid metabolism Valine, leucine and isoleucine metabolism 3-isopropylmalate dehydratase small subunit 9.91289428 3.78E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium PMP191F
1786764_6 Translation Transfer R biogenesis Methionine--tRNA ligase 9.8730052 1.33E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacteriales Sphingobacteriales bacterium
1848481_39 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 9.85515744 9.52E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum humi
653352_2 Translation Translation factors Translation initiation factor IF-3 9.81449171 4.04E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
597735_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 9.81389047 7.86E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
1606547_1 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S13 9.81170353 4.31E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
958240_28 Amino acid metabolism Cysteine and methionine metabolism Bifunctional O-acetylhomoserine aminocarboxypropyltransferase/cysteine synthase9.79761147 1.27E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
811752_11 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase 1 9.78808695 2.94E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria

Supplemental Table 8. List of significantly enriched transcripts in polysaccharide modules ('Xylan' and 'Pectin') relative to simple substrate ('Xylose' and 'NAG') modules. The 'GlucGent' module was excluded from this analysis. The function 'results' from the DESeq2 package was used 
on the DESeq2 data object for transcriptomic data to determine enrichment patterns for 'Polysaccharide' vs. 'SimpleSubstrate' modules, where the 6 replicates for each (e.g. 3 xylan + 3 pectin, 3 xylose + 3 NAG) were pooled for said comparison. Transcripts that had a significant 
(adjusted p-value < 0.05) log2FoldChange value greater than 1 or less than -1 were retained. KEGG and UniRef annotations (including taxonomic information) were then added for transcripts that had a match to one or both databases. Results are sorted by the average 
Log2FoldChange to determine which transcripts were most consistently highly enriched (log2FoldChange > 1) or depleted (log2FoldChange < -1) in polysaccharides. Note: transcripts with more than one KEGG hit have only the first hit listed.



300875_4 Amino acid metabolism Cysteine and methionine metabolism 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase9.77812104 1.38E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
1226094_1 Translation Translation factors Elongation factor G, mitochondrial 9.75206452 3.08E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
932029_2 Transcription Transcription factors RNA polymerase sigma factor RpoH 9.73586716 1.56E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1194320_1 No roles mapped out of 1 KOs Monodechloroaminopyrrolnitrin synthase PrnB 9.73084388 3.78E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea flava
592441_5 Translation Translation factors Elongation factor Tu 9.70989577 1.28E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1730983_1 No roles mapped out of 0 KOs Not_in_Uniref 9.70484772 6.86E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
203961_5 Cell motility and adherance Flagella complex and associated proteins Flagellin 9.64645121 2.12E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaePelomonas Pelomonas saccharophila
1482568_1 Transport and binding proteins Unknown substrate Uncharacterized protein 9.63647616 1.40E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Verrucomicrobia Verrucomicrobia bacterium
761951_2 No roles mapped out of 0 KOs 3-hydroxybutyrate dehydrogenase 9.62573319 1.60E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
830180_3 No roles mapped out of 0 KOs Hybrid sensor histidine kinase/response regulator 9.61726075 3.59E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeDyadobacter Dyadobacter sp. AR-3-6
1664284_10 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L2 9.59937508 2.62E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
31810_2 Carbohydrate metabolism Citrate cycle (TCA cycle) Isocitrate dehydrogenase [NADP] 9.59647215 3.72E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
1644064_2 No roles mapped out of 1 KOs Glycosyl hydrolase family 39 9.58825891 2.07E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaFrankiales MotilibacteraceaeMotilibacter Motilibacter peucedani
1743514_7 No roles mapped out of 0 KOs Nitroreductase domain-containing protein 9.55449695 2.19E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
592441_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L11 9.53813445 3.47E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
205678_2 Carbohydrate metabolism Pyruvate metabolism Pyruvate dehydrogenase E1 component subunit alpha 9.52686023 1.35E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
1247931_2 No roles mapped out of 0 KOs Not_in_Uniref 9.50771175 4.31E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
42959_1 No roles mapped out of 0 KOs GFO_IDH_MocA domain-containing protein 9.50188969 1.36E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria
1036795_11 No roles mapped out of 1 KOs Putative septation protein SpoVG 9.49851507 5.57E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
289565_2 Transport and binding proteins Amino acids, peptides and amines Peptide/nickel transport system substrate-binding protein 9.48489037 6.93E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
436352_15 Translation Translation factors Translation initiation factor IF-3 9.4731394 3.89E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1012559_4 Carbohydrate metabolism Fructose and mannose metabolism Rhamnulose-1-phosphate aldolase/alcohol dehydrogenase 9.46295671 1.00E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeNiastella
427466_5 Translation Translation factors Elongation factor G 9.4362475 4.61E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1708657_6 Metabolism of other amino acids and amines Glutathione and analogs metabolism Glutamate--cysteine ligase 9.43434769 6.91E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rivibacter Rivibacter subsaxonicus
1701297_2 Intracellular trafficking, assembly, and processing Peptidases Lon protease 9.41610162 2.29E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacter
417422_2 Transcription General RNA-binding transcriptional accessory protein 9.40979235 1.35E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium PMP191F
1025722_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S10 9.4016213 5.09E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
84307_7 Energy metabolism Nitrogen metabolism Ferredoxin-nitrate reductase 9.39744973 1.01E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
113341_7 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase 9.36212299 4.03E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1347439_3 No roles mapped out of 0 KOs TonB-dependent receptor 9.35778938 2.20E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae
1831276_7 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S16 9.348098 1.42E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceae
1786430_6 Translation Translation factors Elongation factor Tu 9.34089673 5.03E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1134144_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Peptidyl-prolyl cis-trans isomerase 9.33888156 4.54E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
499636_3 Translation Transfer R biogenesis Proline--tRNA ligase 9.33724969 4.54E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K2R10-39
66792_2 Nucleic acid metabolism Pyrimidine metabolism Ribose-phosphate pyrophosphokinase 9.3189238 1.71E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
511622_4 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpX 9.3175425 3.78E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Burkholderiales bacterium
1792981_3 Transport and binding proteins Porins and secretins OmpA family protein 9.31363146 1.92E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Piscinibacter
298715_4 Transport and binding proteins Porins and secretins OmpA family protein 9.31224851 2.82E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeRamlibacter Ramlibacter sp. WS9
1133352_66 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH 9.30433045 1.11E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1442528_3 No roles mapped out of 2 KOs Aldehyde dehydrogenase 9.30382287 6.91E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesRhodospirillaceaeAzospirillum
1145454_9 No roles mapped out of 0 KOs PAS domain S-box-containing protein 9.28878616 9.06E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales Bradyrhizobiaceae
552701_6 No roles mapped out of 0 KOs Predicted arabinose efflux permease, MFS family 9.28642452 4.03E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
339546_8 Translation Translation factors Translation initiation factor IF-2 9.28587851 5.38E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
814954_41 No roles mapped out of 0 KOs Peptidoglycan-binding protein 9.28333574 3.69E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus cereus
919730_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 9.26943279 9.09E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1039979_1 No roles mapped out of 0 KOs Uncharacterized amino-acid ABC transporter ATP-binding protein YhdZ 9.26638448 1.24E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta Lepidoptera Psychidae Eumeta Eumeta japonica
382109_9 Fatty acid and lipid metabolism Biosynthesis Acyl carrier protein 9.26428454 1.64E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
414365_5 Prosthetic groups, cofactors, and carriers Iron sulfur clusters FeS assembly scaffold apoprotein IscU 9.24350685 6.59E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
987740_2 Signal transduction Two-component systems Two-component sensor histidine kinase 9.23831753 4.30E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium IBVUCB2
53250_2 No roles mapped out of 1 KOs NlpC/P60 family protein 9.22957826 4.27E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicromonosporalesMicromonosporaceaeActinoplanes Actinoplanes globisporus
799837_3 No roles mapped out of 0 KOs Biopolymer transporter ExbD 9.21833181 8.34E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacterialesSphingobacteriaceaePedobacter
690908_4 Nucleic acid metabolism D replication, recombination, and repair Beta sliding clamp 9.20757531 3.96E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1141875_14 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamate synthase 9.20125942 1.30E-24 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum autotrophicum
516105_2 No roles mapped out of 0 KOs Not_in_Uniref 9.17638897 7.16E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1790719_7 No roles mapped out of 0 KOs Methyl-accepting transducer domain-containing protein 9.17472715 3.22E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rhizobacter Rhizobacter sp. Root1221
1028424_5 Transport and binding proteins Nucleosides, purines and pyrimidines Nitrate reductase 9.17182021 1.38E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium GR16-43
171787_1 No roles mapped out of 0 KOs Not_in_Uniref 9.15997183 4.90E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1424179_1 No roles mapped out of 0 KOs Uncharacterized protein 9.15027656 3.89E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
569558_5 Unknown function Enzymes of unknown specificity Phosphate starvation-inducible protein PhoH 9.14846244 5.25E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Burkholderiales bacterium RIFCSPLOWO2_02_FULL_57_36
296287_1 Translation Translation factors Elongation factor Tu 9.14490911 8.39E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1526184_1 No roles mapped out of 0 KOs Not_in_Uniref 9.13359292 7.56E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
686889_5 Transport and binding proteins Anions Sulfate and thiosulfate binding protein CysP 9.1235571 1.98E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
973122_3 Regulatory functions Protein interactions flagellar motor switch protein FliG 9.11548937 1.58E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales HyphomicrobiaceaeHyphomicrobiumHyphomicrobium zavarzinii
1458533_5 No roles mapped out of 0 KOs Uncharacterized protein 9.11456448 1.45E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
941888_7 Translation Translation factors Elongation factor G 9.11032471 1.04E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
1418528_12 Translation Translation factors Elongation factor G 9.10966378 9.94E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chlamydiae Chlamydiia ParachlamydialesWaddliaceaeWaddlia Waddlia chondrophila
1504263_4 Nucleic acid metabolism Pyrimidine metabolism CTP synthase 9.10939134 1.15E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rivibacter Rivibacter sp. C1-9
1453424_4 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S7 9.09082853 4.12E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
690547_32 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L34 9.07809439 1.10E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1702709_1 Carbohydrate metabolism Amino sugar and nucleotide sugar metabolism anhydro-N-acetylmuramic acid kinase 9.06816377 6.18E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerminiimonasHerminiimonas arsenitoxidans
269772_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L7/L12 9.05754015 1.89E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeGynurincola Gynurincola endophyticus
499636_1 No roles mapped out of 0 KOs SWIB domain-containing protein 9.04350703 8.64E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
544043_3 Carbohydrate metabolism Butanoate metabolism Esterase 9.03259825 3.44E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rhizobacter Rhizobacter sp. Root404
1382737_2 Transport and binding proteins Anions Uncharacterized protein 9.03207229 4.25E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1337934_9 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpA 9.03170106 2.25E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1704693_55 No roles mapped out of 0 KOs TonB-dependent receptor 9.02143827 7.58E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacteriales Sphingobacteriales bacterium
252677_41 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting protein-export chaperone SecB 9.00955706 2.60E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum massiliense
974809_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpA 9.00058898 1.99E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1282363_1 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L14 8.99814408 4.39E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
790531_64 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 8.99357929 2.56E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1739327_1 No roles mapped out of 1 KOs Uncharacterized protein 8.992066 3.71E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacteriales Flavobacteriales bacterium
1067854_14 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L16 8.99162102 1.92E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1025722_3 Translation Translation factors Translation elongation factor TU (Fragment) 8.98893544 8.37E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1073963_1 No roles mapped out of 0 KOs NAD(P)-dependent alcohol dehydrogenase 8.98785087 5.38E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeFlavobacteriumFlavobacterium sp. GSR18
547465_4 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis BFD domain protein (2Fe-2S)-binding domain protein 8.98472874 4.74E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
982485_1 No roles mapped out of 1 KOs Isocitrate dehydrogenase kinase/phosphatase 8.98284349 5.07E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
549164_2 Translation tR and rR base modification 23S rRNA (uracil(1939)-C(5))-methyltransferase RlmD 8.98070635 2.81E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1641357_25 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis peptidyl-prolyl cis-trans isomerase 8.97993819 1.93E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum massiliense
699480_27 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase 8.97492659 4.54E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1433164_1 No roles mapped out of 0 KOs Cell wall-associated hydrolase 8.97139736 1.78E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chlamydiae Chlamydiia ChlamydialesChlamydiaceaeChlamydia
436352_14 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L35 8.96880285 1.71E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
811476_16 Regulatory functions D interactions ATP-, maltotriose-and DNA-dependent transcriptional regulator MalT 8.96753635 6.77E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
973022_4 Defense and invasion systems General Chemical-damaging agent resistance protein C 8.96369517 1.77E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Deinococcus-ThermusDeinococci DeinococcalesDeinococcaceaeDeinococcus
690547_3 Carbohydrate metabolism Glycolysis / Gluconeogenesis Phosphoenolpyruvate carboxykinase [GTP] 8.96121801 4.18E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1170744_30 Nucleic acid metabolism D replication, recombination, and repair Superoxide dismutase 8.95138889 9.16E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
350517_35 Intracellular trafficking, assembly, and processing Peptidases AAA family ATPase 8.94989344 2.62E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K2R10-39
760744_8 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 8.9427924 3.17E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1407351_4 No roles mapped out of 1 KOs Patatin-like phospholipase 8.94177031 1.16E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea ThaumarchaeotaNitrososphaeriaNitrososphaeralesNitrososphaeraceaeCandidatus NitrosocosmicusCandidatus Nitrosocosmicus oleophilus
1174233_3 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase subunit L 8.93663747 6.88E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesGeminicoccaceaeGeminicoccusGeminicoccus roseus
861025_2 Intracellular trafficking, assembly, and processing Peptidases endopeptidase La 8.92548112 1.28E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas sp. J29
322089_1 Energy metabolism Carbon fixation in prokaryotes Phosphoenolpyruvate synthase 8.92108842 7.69E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
5078_1 Energy metabolism Carbon fixation in prokaryotes Carbon monoxide dehydrogenase 8.91750159 7.12E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
793459_2 Transport and binding proteins Cations and iron carrying compounds Ferrous iron transport protein B 8.91023817 2.38E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
1204127_2 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH 8.89549809 3.50E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
569757_5 No roles mapped out of 0 KOs Not_in_Uniref 8.89128464 1.29E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1300922_3 Defense and invasion systems Detoxification and inactivation Superoxide dismutase 8.88658986 1.44E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
1128106_8 Transcription Transcription factors Cold shock protein 8.88327756 1.11E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1587967_1 Regulatory functions Protein interactions BAX inhibitor (BI)-1/YccA family protein 8.88284182 4.71E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Piscinibacter Piscinibacter defluvii
983121_3 Nucleic acid metabolism Purine metabolism Adenylate kinase 8.87604298 7.91E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1074670_2 No roles mapped out of 2 KOs Proline/betaine transporter 8.87463434 9.05E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1299202_16 No roles mapped out of 1 KOs Sulfate-transporting ATPase 8.86608919 1.84E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
612874_1 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 8.86387933 3.96E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
29406_18 Transcription Transcription factors Cold-shock protein 8.8525436 2.58E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium
528389_3 Regulatory functions Protein interactions Serine/threonine protein kinase 8.85223912 7.00E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
116758_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpX 8.84100881 4.12E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1477939_3 No roles mapped out of 0 KOs Uncharacterized protein 8.83819979 8.42E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeChitinophagaChitinophaga sp. GDMCC 1.1325
1498719_2 Defense and invasion systems Restriction-modification systems hypothetical protein 8.83047178 3.06E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales HyphomicrobiaceaeRhodomicrobium
1070712_5 Carbohydrate metabolism Citrate cycle (TCA cycle) Succinate--CoA ligase [ADP-forming] subunit beta 8.82616937 2.33E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1453520_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta 8.80899282 1.71E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
152155_9 Amino acid metabolism Arginine biosynthesis Acetylglutamate kinase 8.79987294 2.83E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeUndibacterium
739489_21 No roles mapped out of 0 KOs DNA-binding response regulator 8.789326 2.02E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPropionibacterialesNocardioidaceaeNocardioidesNocardioides immobilis
162905_1 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 8.78002545 8.73E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
937952_2 Energy metabolism Oxidative phosphorylation Ubiquinol cytochrome C oxidoreductase, cytochrome C1 subunit 8.77751937 4.24E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1122624_21 Translation Transfer R biogenesis Valine--tRNA ligase 8.76636123 3.19E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K2R10-39
549485_3 No roles mapped out of 0 KOs Not_in_Uniref 8.76628582 1.60E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1299202_8 Energy metabolism Carbon fixation in prokaryotes methylmalonyl-CoA mutase 8.76371201 4.05E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum massiliense
610763_2 Transcription Transcription factors Cold shock-like transcription regulator protein 8.75482102 4.10E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1639071_2 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpX 8.74353233 2.15E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
268422_6 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit 8.74238262 1.47E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
627945_15 Transport and binding proteins Amino acids, peptides and amines ABC transporter related protein 8.74122851 2.41E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1695429_2 Transcription R polymerase Glutathione S-transferase 8.74017512 5.04E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
124016_49 Energy metabolism Oxidative phosphorylation Succinate dehydrogenase flavoprotein subunit 8.7394256 4.01E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1763295_2 Transport and binding proteins Porins and secretins OmpA family protein 8.73701078 7.61E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaNitrosomonadalesSterolibacteriaceaeMethyloversatilisMethyloversatilis thermotolerans
969070_2 No roles mapped out of 0 KOs SWIB domain-containing protein 8.73603426 4.70E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1067740_5 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S11 8.73248872 8.69E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1773983_1 No roles mapped out of 0 KOs Porin 8.73130374 1.96E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea flava
1100224_3 Transcription Transcription factors Cold-shock DNA-binding domain protein 8.72464407 1.85E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
312269_1 Intracellular trafficking, assembly, and processing Peptidases Uncharacterized protein 8.71588541 1.78E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1654387_4 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 8.71234035 1.79E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1538651_35 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L3 8.69649636 1.03E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1012166_6 Energy metabolism Electron transport Electron transporter RnfB 8.6946998 1.43E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax paradoxus
802255_11 Transcription Transcription factors RNA polymerase sigma factor RpoD 8.6858143 9.90E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales BradyrhizobiaceaeAfipia Afipia sp. P52-10
33244_2 Nucleic acid metabolism D replication, recombination, and repair Chromosomal replication initiator protein DnaA 8.68294482 8.43E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1538651_10 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S4 8.67901897 3.57E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1838590_3 Translation Translation factors Translation initiation factor IF-3 8.67333488 4.70E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1141875_33 Amino acid metabolism Histidine metabolism 1-(5-phosphoribosyl)-5-[(5-phosphoribosylamino)methylideneamino] imidazole-4-carboxamide isomerase8.66739087 7.41E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1069962_1 Carbohydrate metabolism Glycolysis / Gluconeogenesis Phosphoenolpyruvate carboxykinase [GTP] 8.66674687 1.37E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
686576_7 No roles mapped out of 0 KOs Not_in_Uniref 8.663519 1.96E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
853942_2 Transcription Transcription factors RNA polymerase-binding transcription factor DksA 8.65626695 6.81E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesAlcaligenaceaeParvibium Parvibium lacunae
1228759_1 No roles mapped out of 0 KOs Not_in_Uniref 8.65096597 1.79E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1080477_7 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-bisphosphate aldolase 8.62892096 1.12E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeFlavobacterium
124016_45 Carbohydrate metabolism Citrate cycle (TCA cycle) 2-oxoglutarate dehydrogenase 8.62033232 3.18E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
162096_5 No roles mapped out of 0 KOs Sulfatase domain-containing protein 8.61863931 1.52E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcales Myxococcales bacterium SG8_38
1843868_2 No roles mapped out of 0 KOs hypothetical protein 8.61526755 1.76E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaStreptosporangialesStreptosporangiaceaePlanobispora Planobispora rosea
1088352_1 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamate synthase large subunit 8.61377308 4.21E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaePseudoflavitaleaPseudoflavitalea sp. 5GH32-13
959384_2 Translation Transfer R biogenesis Aspartate--tRNA(Asp/Asn) ligase 8.59898233 1.05E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
192385_3 Translation Translation factors Elongation factor G 8.59411564 1.94E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
560142_5 Nucleic acid metabolism Pyrimidine metabolism NAD(P)/FAD-dependent oxidoreductase 8.58991027 5.64E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae Oxalobacteraceae bacterium OM1
124016_53 Carbohydrate metabolism Citrate cycle (TCA cycle) Malate dehydrogenase 8.58817233 2.30E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
569387_10 No roles mapped out of 1 KOs Uncharacterized protein 8.5809266 7.53E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
1073691_10 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 8.58038855 1.92E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceae
1517863_1 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 8.56732504 7.16E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Arachnida Ixodida Argasidae OrnithodorosOrnithodoros turicata
1647119_68 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S2 8.5650996 1.49E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1511035_1 No roles mapped out of 0 KOs Uncharacterized protein 8.5622276 1.96E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta Asterales Asteraceae Artemisia Artemisia annua
1330704_7 Cell motility and adherance Flagella complex and associated proteins Lateral flagellin 8.55615053 1.16E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacter
563151_1 Translation Translation factors Elongation factor P 8.55235142 1.56E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
937952_1 Energy metabolism Oxidative phosphorylation Cytochrome b (Fragment) 8.54316522 1.12E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax paradoxus
765729_2 Translation Translation factors Elongation factor Tu 8.53749304 4.18E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
1596468_2 Nucleic acid metabolism D replication, recombination, and repair Protein RecA 8.53069355 5.34E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
255130_2 No roles mapped out of 0 KOs Not_in_Uniref 8.52959569 2.49E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
259152_16 Nucleic acid metabolism Purine metabolism Inosine-5'-monophosphate dehydrogenase 8.52607472 3.25E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1057541_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S21 8.52010296 3.62E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1161305_2 No roles mapped out of 1 KOs Trypsin 8.51899498 3.63E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaChromatiales Chromatiales bacterium USCg_Taylor
517848_3 No roles mapped out of 0 KOs Acetoacetyl-CoA reductase 8.51819109 2.80E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
928956_3 Defense and invasion systems Detoxification and inactivation Peroxidase 8.5179063 4.10E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1351805_2 No roles mapped out of 1 KOs L-idonate 5-dehydrogenase 8.51254403 9.26E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
35945_3 Carbohydrate metabolism Glycolysis / Gluconeogenesis Enolase 8.51123966 4.03E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
534362_1 Carbohydrate metabolism Citrate cycle (TCA cycle) Aconitate hydratase 8.51095135 5.42E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
126561_2 Carbohydrate metabolism Pyruvate metabolism Acetyl-coenzyme A synthetase 8.50391855 5.47E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
52728_3 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein translocase subunit SecD 8.49084605 2.43E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. MHTC-1
1629511_6 Nucleic acid metabolism Purine metabolism Phosphoribosylamine--glycine ligase 8.48572736 7.50E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1629858_4 Nucleic acid metabolism D replication, recombination, and repair DNA polymerase III subunit alpha 8.47348722 3.52E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum massiliense
454746_2 Translation Transfer R biogenesis Guanyl-specific ribonuclease Sa 8.47066539 5.04E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1564889_2 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Glutamine amidotransferase, class I 8.45799815 2.43E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1781093_11 Transcription R polymerase DNA-directed RNA polymerase subunit alpha 8.45732209 1.11E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae
1423042_5 Amino acid metabolism Arginine biosynthesis Ornithine carbamoyltransferase 8.45483146 1.21E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
835529_1 No roles mapped out of 0 KOs FAD-binding PCMH-type domain-containing protein 8.452882 5.33E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_62_58
629758_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L31 8.45261705 9.82E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
993673_5 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L33 8.4521801 7.01E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1506092_2 Energy metabolism Oxidative phosphorylation ubiquinol-cytochrome c reductase iron-sulfur subunit 8.44156698 3.14E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Piscinibacter
871983_3 Carbohydrate metabolism Pentose phosphate pathway 6-phosphogluconate dehydrogenase, decarboxylating 8.43891421 4.81E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
265369_2 No roles mapped out of 0 KOs Uncharacterized protein 8.43516141 2.37E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales MethylocystaceaePleomorphomonasuncultured Pleomorphomonas sp.
1586882_13 Translation tR and rR base modification 16S rRNA (cytosine(1402)-N(4))-methyltransferase RsmH 8.4281152 6.02E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. ST 5-3
1199866_13 No roles mapped out of 0 KOs urate hydroxylase PuuD 8.42608613 2.97E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales MethylobacteriaceaeMicrovirga Microvirga aerophila
974604_2 Transport and binding proteins Anions Putative tricarboxylic transport membrane protein 8.42601586 1.73E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1356614_2 No roles mapped out of 0 KOs hypothetical protein 8.42523511 1.16E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacteralesSolirubrobacteraceaeSolirubrobacterSolirubrobacter soli
137397_2 Translation Translation factors Elongation factor G 8.4193481 2.04E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Burkholderiales bacterium
989556_4 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S9 8.41911008 5.96E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales



1596846_3 Nucleic acid metabolism Purine metabolism Bifunctional purine biosynthesis protein PurH 8.41568158 8.73E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
382325_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L32 8.41033954 1.41E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
281233_7 Translation Transfer R biogenesis Alanine--tRNA ligase 8.40736654 4.97E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1379579_20 Regulatory functions Protein interactions Serine/threonine protein kinase 8.40598123 3.55E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1616028_6 Translation Transfer R biogenesis Polyribonucleotide nucleotidyltransferase 8.40362489 1.52E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
229268_5 No roles mapped out of 0 KOs Uncharacterized protein 8.40111884 9.74E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales LawsonibacterLawsonibacter asaccharolyticus
1639071_1 Intracellular trafficking, assembly, and processing Peptidases Lon protease 8.39681174 6.19E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
570287_8 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S18 8.39502679 6.60E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1529085_3 Nucleic acid metabolism Purine metabolism Phosphoribosylformylglycinamidine synthase 8.38599685 6.45E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
842494_3 Transcription Transcription factors Transcription termination/antitermination protein NusA 8.37278318 6.17E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1617328_3 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Sec-independent protein translocase protein TatA 8.36319949 8.03E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1461017_3 Carbohydrate metabolism Citrate cycle (TCA cycle) Aconitate hydratase 8.36313158 2.19E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
761223_42 Carbohydrate metabolism Citrate cycle (TCA cycle) Succinate--CoA ligase [ADP-forming] subunit beta 8.35816678 3.37E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
435002_10 No roles mapped out of 0 KOs Probable transcriptional regulatory protein ASG30_07740 8.35124019 4.89E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
845802_24 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L13 8.34634677 1.74E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum autotrophicum
526245_5 No roles mapped out of 0 KOs Not_in_Uniref 8.34454685 1.35E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1601_3 No roles mapped out of 0 KOs Chemotaxis protein CheY 8.33592037 1.57E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
257003_4 Translation Translation factors Elongation factor Tu 8.33329881 1.28E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales
1183248_4 Translation Translation factors Elongation factor Tu 8.33229855 6.43E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1139099_4 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 8.33146366 2.31E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
36433_3 No roles mapped out of 0 KOs Not_in_Uniref 8.33067914 1.64E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
505102_17 Signal transduction Taxis Chemotaxis protein CheA 8.32964811 4.15E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K2R10-39
1110173_19 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L6 8.329207 2.95E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
33244_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L34 8.32459864 1.82E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1398625_7 Carbohydrate metabolism Galactose metabolism Uncharacterized protein 8.32438126 2.72E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesHymenobacteraceaeAdhaeribacterAdhaeribacter sp. HMF7616
12102_14 No roles mapped out of 0 KOs Uncharacterized protein 8.3222099 2.52E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeDyadobacter
1346275_5 Transport and binding proteins Amino acids, peptides and amines Ethanolamine utilization protein EutN 8.32019556 7.08E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
997801_5 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L6 8.31837333 4.11E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
549164_4 No roles mapped out of 0 KOs Hemin uptake protein HemP 8.30450144 9.28E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
480436_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L19 8.30240009 9.52E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
195770_2 Intracellular trafficking, assembly, and processing Peptidases Periplasmic serine endoprotease DegP-like 8.30004619 4.18E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1807526_7 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-1,6-bisphosphatase class 1 8.29345316 7.06E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1454848_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L10 8.29286979 1.36E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1537161_2 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase subunit N 8.28134728 4.24E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1654117_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S21 8.27861839 1.79E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
346862_7 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpA 8.27624521 7.84E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1251053_3 No roles mapped out of 0 KOs Histidine kinase domain-containing protein 8.27518322 1.07E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria Gammaproteobacteria bacterium
836179_4 Regulatory functions Protein interactions Metalloprotease TldD 8.27492344 1.47E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
21444_1 Translation Transfer R biogenesis Polyribonucleotide nucleotidyltransferase 8.27096743 2.36E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. YR216
731713_1 No roles mapped out of 0 KOs Uncharacterized protein 8.27061213 1.41E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Porifera DemospongiaeHaploscleridaNiphatidae AmphimedonAmphimedon queenslandica
1174893_2 No roles mapped out of 0 KOs PIG-L family deacetylase 8.26850919 6.17E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPropionibacterialesNocardioidaceaeNocardioidesNocardioides sp. 130
1538651_24 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L24 8.26478151 4.60E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1031390_4 Transcription Transcription factors RNA polymerase sigma-54 factor 8.26397142 2.97E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea flava
945075_9 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L15 8.25914791 1.36E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1538449_8 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L10 8.24924922 1.46E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1664391_1 Translation Translation factors Elongation factor G 8.24792452 4.48E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
313818_1 Energy metabolism Oxidative phosphorylation ATP synthase epsilon chain 8.24764104 2.31E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1452564_5 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Signal recognition particle receptor FtsY 8.24067559 7.44E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
699662_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpA 8.23740327 1.60E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
163971_23 No roles mapped out of 0 KOs Non-ribosomal peptide synthetase component F 8.23302925 2.32E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria Nostocales Nostocaceae Nostoc Nostoc flagelliforme
800586_4 No roles mapped out of 0 KOs Uncharacterized protein 8.23170887 4.74E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeFlavobacteriumFlavobacterium reichenbachii
637553_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L32 8.23122855 1.01E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium
1112860_1 Translation Translation factors Translation initiation factor IF-1 8.22850167 3.59E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
42601_2 Fatty acid and lipid metabolism Fatty acid degradation Long-chain-fatty-acid--CoA ligase 8.2219122 2.29E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1409708_3 Glycan biosynthesis and metabolism Polysacharide and lipopolysaccharide metabolism endo-1,4-beta-xylanase 8.21814702 8.23E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrococcaceaeArthrobacter Arthrobacter sp. NamE2
1793207_2 Transport and binding proteins Porins and secretins OmpA-like domain-containing protein 8.21709527 1.29E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rhizobacter Rhizobacter sp. Root404
626931_1 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase 8.21618066 6.28E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
311687_17 No roles mapped out of 0 KOs Not_in_Uniref 8.21248208 3.39E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
599277_2 No roles mapped out of 0 KOs Not_in_Uniref 8.20535198 8.43E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
211810_7 Regulatory functions D interactions LacI family transcriptional regulator 8.19972625 8.02E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaRhodocyclalesRhodocyclaceaeAzospira Azospira oryzae
665898_2 No roles mapped out of 0 KOs Not_in_Uniref 8.19659403 4.72E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
923488_6 Nucleic acid metabolism R degradation RNA pyrophosphohydrolase 8.19111353 2.23E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
859621_1 Carbohydrate metabolism Starch and sucrose metabolism Beta-glucosidase BglX 8.18472829 4.50E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium
1338055_16 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S20 8.17038709 7.84E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1017796_7 Amino acid metabolism Glycine, serine and threonine metabolism Glycine dehydrogenase (decarboxylating) 8.16419665 7.35E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1362706_7 Defense and invasion systems Detoxification and inactivation Alkyl hydroperoxide reductase C 8.15229374 1.46E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1848481_38 Energy metabolism Oxidative phosphorylation ATP synthase gamma chain 8.15183008 2.02E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
37236_7 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein translocase subunit SecA 8.14434561 1.73E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1279057_5 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L6 8.13600919 1.40E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1729964_4 Nucleic acid metabolism Purine metabolism Adenylosuccinate synthetase 8.13116181 2.98E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1166712_3 Intracellular trafficking, assembly, and processing Peptidases Peptidoglycan-binding protein 8.12908653 1.48E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. JS1663
1352166_14 Translation tR and rR base modification Ribosomal RNA small subunit methyltransferase B 8.12779478 3.27E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcalesSandaracinaceaeSandaracinusSandaracinus amylolyticus
292175_1 Glycan biosynthesis and metabolism Peptidoglycan metabolism Undecaprenyl-diphosphatase 8.1272687 9.65E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria AcidobacteriaBlastocatellia Blastocatellia bacterium
1453206_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta 8.12539661 6.31E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
937620_2 No roles mapped out of 2 KOs C4-dicarboxylate ABC transporter 8.12533161 1.29E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
612839_1 Transport and binding proteins Cations and iron carrying compounds Ferrous iron transport protein B 8.12227014 1.15E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
519382_4 Amino acid metabolism Alanine, aspartate and glutamate metabolism Aminotransferase 8.11985325 2.56E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1653726_7 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S9 8.11846438 7.30E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria
1435536_3 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 8.1173183 8.85E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
1772780_4 Transcription Transcription factors Transcription termination/antitermination protein NusG 8.11480041 3.42E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
35092_1 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH 8.11091856 6.32E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
191953_17 Energy metabolism Oxidative phosphorylation Cytochrome-c oxidase, cbb3-type subunit I 8.10320693 1.95E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K2R10-39
932621_1 No roles mapped out of 0 KOs Uncharacterized protein 8.10204313 3.83E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1607100_2 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpX 8.09413631 2.52E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
754377_5 No roles mapped out of 0 KOs Murein DD-endopeptidase MepM and murein hydrolase activator NlpD, contain LysM domain8.09320637 7.85E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
973422_2 No roles mapped out of 0 KOs DNA topoisomerase III 8.09288639 3.29E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1538449_4 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S12 8.08709693 1.82E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
271007_6 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L4 8.08495975 2.01E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1369452_1 Fatty acid and lipid metabolism Biosynthesis 3-oxoacyl-[acyl-carrier-protein] synthase 3 8.07759832 7.30E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
499636_9 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L21 8.0772044 1.95E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1638072_3 Amino acid metabolism Valine, leucine and isoleucine metabolism Ketol-acid reductoisomerase (NADP(+)) 8.0769433 5.82E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1052959_6 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L10 8.07264398 2.62E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium SG8_41
569757_25 Nucleic acid metabolism Pyrimidine metabolism CTP synthase 8.06786307 1.17E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1282238_3 Amino acid metabolism Valine, leucine and isoleucine metabolism CoA transferase subunit A 8.06775125 7.54E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas sp. H23
1503157_1 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 8.06770892 6.28E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
893020_5 Transcription Transcription factors Cold shock-like protein CspLA 8.06014266 2.07E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
960422_4 Cell structure, growth, and death Chromosome and assoicated proteins DNA-binding protein HU-beta 8.05954071 1.01E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
340541_1 Translation Translation factors Elongation factor Tu 8.05667053 1.92E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
1750706_1 Translation Translation factors Elongation factor Tu 8.05480076 4.83E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
400845_4 Amino acid metabolism Valine, leucine and isoleucine metabolism Ketol-acid reductoisomerase (NADP(+)) 8.03582728 2.68E-20 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
361627_2 Amino acid metabolism Valine, leucine and isoleucine metabolism CoA transferase subunit A 8.03118253 1.09E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales Rhizobiales bacterium
1781093_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S9 8.02984979 8.44E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
761223_61 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein DnaK 8.02952432 1.97E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1370284_2 No roles mapped out of 0 KOs DAO domain-containing protein 8.027772 2.48E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales RhodobiaceaeRhodobium Rhodobium orientis
1362853_3 No roles mapped out of 0 KOs Uncharacterized protein 8.02319617 4.88E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Kaiserbacteria Candidatus Kaiserbacteria bacterium GW2011_GWC2_52_8b
699480_5 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamine synthetase 8.02176981 2.09E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1486571_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L21 8.0209399 1.59E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1720006_3 Prosthetic groups, cofactors, and carriers Biotin and lipoate metabolism Lipoyl synthase 8.0183505 8.84E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rivibacter Rivibacter subsaxonicus
1736719_7 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S15 8.01671063 1.32E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1601643_2 Nucleic acid metabolism Purine metabolism Adenylate kinase 8.01665852 1.05E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Burkholderiales bacterium 70-64
1209303_2 Carbohydrate metabolism Pyruvate metabolism Dihydrolipoyl dehydrogenase 8.00947553 6.31E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1454848_1 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L7/L12 8.00937039 3.07E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1258563_2 No roles mapped out of 0 KOs Not_in_Uniref 8.00273407 7.20E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
739725_4 Carbohydrate metabolism Pyruvate metabolism Dihydrolipoyl dehydrogenase 8.00147505 2.80E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
671894_2 Transcription Transcription factors Transcription antitermination protein NusB 7.99775842 2.20E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1809523_1 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L19 7.99626413 1.16E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1095203_3 No roles mapped out of 0 KOs Heme chaperone HemW 7.99404912 6.27E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Verrucomicrobia Verrucomicrobia bacterium
1467279_2 Carbohydrate metabolism Citrate cycle (TCA cycle) Aconitate hydratase B 7.99110818 2.83E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1147296_1 Translation Translation factors Elongation factor P 7.98983193 8.75E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeComamonas Comamonas sp. BIGb0124
1796369_4 Translation Translation factors Elongation factor Tu (Fragment) 7.98516681 3.67E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
905351_18 Transport and binding proteins Amino acids, peptides and amines MFS transporter 7.98445561 8.70E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaRhodocyclalesRhodocyclaceaeAzospira Azospira oryzae
1418723_4 Translation tR and rR base modification Dual-specificity RNA methyltransferase RlmN 7.97466408 1.69E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
652851_2 Carbohydrate metabolism Butanoate metabolism Butyryl-CoA dehydrogenase 7.9727687 9.80E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1851056_3 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-1,6-bisphosphate aldolase 7.95679072 6.60E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
570856_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L5 7.94358417 4.82E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1454848_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L11 7.93477215 3.05E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
437747_1 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Aminodeoxychorismate synthase component 1 7.93379078 1.13E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea ThaumarchaeotaNitrososphaeriaNitrososphaeralesNitrososphaeraceaeCandidatus NitrosocosmicusCandidatus Nitrosocosmicus oleophilus
628959_2 No roles mapped out of 0 KOs Uncharacterized protein 7.92321019 5.05E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesAcetobacteraceaeAcidisphaera Acidisphaera rubrifaciens
740602_10 Transport and binding proteins Amino acids, peptides and amines Amino acid permease 7.92289494 1.59E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Verrucomicrobia Verrucomicrobia bacterium
569757_23 Carbohydrate metabolism Glycolysis / Gluconeogenesis Enolase 7.92210638 3.99E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1077451_4 Translation Translation factors Elongation factor Tu 7.91349618 4.43E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
1675249_1 Carbohydrate metabolism Pyruvate metabolism NADP-dependent malic enzyme 7.91241892 1.67E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rhizobacter Rhizobacter sp. S-16
471441_2 Cell motility and adherance Surface structures and assembly platforms Type IV pilus biogenesis protein PilQ 7.91171512 2.35E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1584108_2 Intracellular trafficking, assembly, and processing Peptidases Protein HflC 7.91010361 2.35E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia Lautropia mirabilis
1305231_1 No roles mapped out of 0 KOs TSUP family transporter 7.89292136 1.18E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesBogoriellaceaeGeorgenia Georgenia sp. Z443
1438759_1 Carbohydrate metabolism Citrate cycle (TCA cycle) Isocitrate dehydrogenase [NADP] 7.89104244 3.15E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
430183_2 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein translocase subunit SecA 7.8857881 1.77E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
436352_13 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L20 7.87288556 4.19E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
674_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S21 7.86506109 3.23E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
653352_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L20 7.8623603 1.54E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
117881_3 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase, cbb3-type subunit I 7.85672748 2.21E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1299554_2 Transcription Transcription factors RNA polymerase sigma-54 factor 7.85521469 7.59E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
57301_5 No roles mapped out of 0 KOs PBP_domain domain-containing protein 7.85242893 6.73E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Rokubacteria Candidatus Rokubacteria bacterium
100858_2 Transport and binding proteins Carbohydrates, organic alcohols, and acids Bmp domain-containing protein 7.84921113 3.52E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1464561_2 Intracellular trafficking, assembly, and processing Peptidases D-alanyl-D-alanine carboxypeptidase 7.84082623 1.28E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1098408_8 Translation Transfer R biogenesis Serine--tRNA ligase 7.83850789 1.96E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
257669_5 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 7.82327268 4.39E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1067740_9 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein translocase subunit SecY 7.81866711 5.74E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1338055_19 Carbohydrate metabolism Citrate cycle (TCA cycle) Isocitrate dehydrogenase [NADP] 7.81818563 1.41E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
988967_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpX 7.81625564 1.20E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1349365_3 Nucleic acid metabolism D replication, recombination, and repair A/G-specific adenine glycosylase 7.80608372 3.62E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPseudonocardialesPseudonocardiaceaeAmycolatopsis
1666983_4 Cell structure, growth, and death Chromosome and assoicated proteins RNA-binding protein Hfq 7.80196295 2.82E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1425446_2 No roles mapped out of 0 KOs Not_in_Uniref 7.80003316 2.87E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
551593_3 Defense and invasion systems Detoxification and inactivation Peroxiredoxin 7.78933691 2.50E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
257669_4 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 7.78859593 5.74E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1053988_2 No roles mapped out of 0 KOs Outer membrane porin protein 32 7.78497869 3.31E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
760863_16 Translation Transfer R biogenesis Leucine--tRNA ligase 7.78451347 2.40E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
380238_2 Amino acid metabolism Alanine, aspartate and glutamate metabolism Ferredoxin-dependent glutamate synthase 1 7.77817569 6.76E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
93887_9 Defense and invasion systems Detoxification and inactivation Peroxiredoxin 7.77656052 1.71E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
811752_8 Carbohydrate metabolism Glycolysis / Gluconeogenesis 2,3-bisphosphoglycerate-independent phosphoglycerate mutase 7.7739502 6.01E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
644867_4 No roles mapped out of 0 KOs Thioredoxin family protein 7.77253845 6.38E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea Thaumarchaeota Thaumarchaeota archaeon
945075_1 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L17 7.76357542 9.99E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
322472_1 No roles mapped out of 0 KOs Uncharacterized protein 7.75550665 1.27E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
1374353_1 No roles mapped out of 0 KOs Uncharacterized protein 7.75212938 6.78E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ThermotogaeThermotogaeThermotogalesThermotogaceaeThermotoga Thermotoga sp. TBYP3.1.4.1
655184_4 Transport and binding proteins Cations and iron carrying compounds Heavy metal translocating P-type ATPase 7.74917184 5.71E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. WS11
1552793_18 Translation Translation factors Elongation factor Tu 7.74275131 3.46E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes
257669_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta 7.74135014 4.23E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
823936_1 No roles mapped out of 0 KOs Uncharacterized protein 7.73373488 6.92E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus
431253_6 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein translocase subunit SecY 7.73355318 2.60E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia
554712_7 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S17 7.70782843 2.27E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
141700_5 Amino acid metabolism Valine, leucine and isoleucine metabolism Succinyl-CoA--3-ketoacid-CoA transferase 7.70131411 2.83E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1538449_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S7 7.70016064 2.08E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1398019_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 7.69764675 2.63E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia Lautropia mirabilis
1538449_5 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 7.6836565 1.70E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum massiliense
1341103_1 Signal transduction Two-component systems Histidine kinase domain-containing protein 7.6818062 4.60E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPropionibacterialesNocardioidaceaeNocardioidesNocardioides currus
1418421_3 Energy metabolism Oxidative phosphorylation Cytochrome-c oxidase, cbb3-type subunit I 7.68045106 1.34E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_68_19
754377_1 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L13 7.67619896 5.80E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
383271_2 Fatty acid and lipid metabolism Biosynthesis Biotin carboxylase 7.67264254 3.78E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1044415_4 No roles mapped out of 0 KOs RNA-binding protein 7.67031797 1.15E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. URHB0020
1166144_2 Carbohydrate metabolism Citrate cycle (TCA cycle) 2-oxoglutarate dehydrogenase E1 component 7.66993543 1.23E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
400358_1 Amino acid metabolism Valine, leucine and isoleucine metabolism Acetolactate synthase 7.66809294 3.78E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
458208_4 No roles mapped out of 0 KOs Not_in_Uniref 7.66217361 4.02E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
943382_1 Cell motility and adherance Flagella complex and associated proteins Glutamyl-tRNA reductase 7.654546 1.87E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. JS1663
257669_6 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S12 7.65251407 9.50E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales
371646_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S8 7.65020889 6.11E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria
632565_5 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase, subunit M NuoM 7.63929178 3.81E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
945075_2 Transcription R polymerase DNA-directed RNA polymerase subunit alpha 7.63778515 4.71E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
244614_1 No roles mapped out of 0 KOs Uncharacterized protein 7.63519546 6.85E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaOligoflexia Bdellovibrionales Bdellovibrionales bacterium RBG_16_40_8
1790719_9 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein-export protein SecB 7.6349575 6.81E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
1447727_3 No roles mapped out of 0 KOs NmrA/HSCARG family protein 7.6338576 3.52E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
879686_6 Nucleic acid metabolism D replication, recombination, and repair DNA mismatch repair protein MutS 7.63263439 3.19E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1525546_9 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 7.63125442 2.80E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
1434127_1 Translation Translation factors Elongation factor Tu 7.63069439 2.49E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
701733_8 Transcription Transcription factors Cold-shock protein 7.61701691 1.07E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae
1805861_15 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L15 7.61377631 8.91E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
634992_8 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Peptidyl-prolyl cis-trans isomerase 7.6121935 5.47E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1744532_9 Signal transduction Taxis Histidine kinase 7.61154344 2.67E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaRhodocyclalesRhodocyclaceaeAzospira Azospira oryzae
1494085_4 Transport and binding proteins Anions Low-affinity inorganic phosphate transporter 1 7.60852572 3.75E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax



592309_4 Transport and binding proteins Amino acids, peptides and amines Glutamate Aspartate periplasmic binding protein GltI 7.6067169 3.62E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
21223_3 Translation Transfer R biogenesis Polyribonucleotide nucleotidyltransferase 7.60622286 1.43E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
199331_7 Transcription Transcription factors Cold shock protein CspC 7.60087634 4.24E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales
1552793_19 Translation Translation factors Elongation factor Tu 7.6007417 8.20E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales
954864_1 Translation Transfer R biogenesis Proline--tRNA ligase 7.59749399 4.61E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1088940_7 No roles mapped out of 0 KOs Not_in_Uniref 7.58456823 3.88E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
917448_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S12 7.58387954 4.73E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
31418_1 Fatty acid and lipid metabolism Biosynthesis of unsaturated fatty acids Fatty acid desaturase 7.5822686 9.58E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
671764_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L3 7.58185262 3.98E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
406510_1 No roles mapped out of 0 KOs NA 7.57547248 4.49E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaDesulfovibrionalesDesulfovibrionaceaeLawsonia Lawsonia intracellularis
1398157_5 No roles mapped out of 1 KOs Uncharacterized protein 7.57071729 6.23E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi AnaerolineaeAnaerolinealesAnaerolineaceae Anaerolineaceae bacterium
1114079_13 No roles mapped out of 1 KOs Putative Glycosyl transferase, family 2 7.57013871 4.69E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Nitrospirae Nitrospira
84593_6 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpC 7.5647459 1.79E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
671764_31 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S4 7.56422277 2.32E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
724420_1 Energy metabolism General Polyphosphate kinase 7.56155762 1.18E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium RIFCSPLOWO2_02_FULL_67_21
1369681_1 Energy metabolism Oxidative phosphorylation Succinate dehydrogenase flavoprotein subunit 7.55570451 6.21E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
290673_1 No roles mapped out of 0 KOs Outer membrane protein (Porin) 7.555682 1.63E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. CF079
535905_2 No roles mapped out of 0 KOs Uncharacterized protein 7.5547279 8.22E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available marine metagenome
1419512_4 Translation Ribosomal proteins: synthesis and modification GTPase Der 7.5487216 1.00E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
681753_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Outer membrane protein 7.54334719 1.09E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
20879_2 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase subunit B 7.5402126 1.43E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
964363_2 No roles mapped out of 0 KOs OMP_b-brl_3 domain-containing protein 7.53918511 2.19E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeFlavihumibacterFlavihumibacter solisilvae
570856_5 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L24 7.53492468 8.20E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium Methylibium sp. NZG
193503_1 No roles mapped out of 0 KOs Methyl-accepting chemotaxis protein 7.53288603 5.57E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeRamlibacter Ramlibacter sp. WS9
1593048_1 Translation Transfer R biogenesis polyribonucleotide nucleotidyltransferase 7.52997535 1.51E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas mephitis
550919_3 Amino acid metabolism Valine, leucine and isoleucine metabolism 30S ribosomal protein S6 7.52837471 6.24E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
861490_8 Transport and binding proteins Porins and secretins OmpA-like domain-containing protein 7.52581462 3.62E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia Lautropia sp. SCN 70-15
438421_1 No roles mapped out of 0 KOs YLR154W-A-like protein 7.52537082 2.07E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Ascomycota SaccharomycetesSaccharomycetalesSaccharomycetaceaeSaccharomycesSaccharomyces kudriavzevii
1723328_1 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH 7.51971604 2.15E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1511035_3 No roles mapped out of 0 KOs Uncharacterized protein 7.51572783 1.08E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesRhodospirillaceaeAzospirillum
1459717_4 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 7.51316214 2.82E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria bacterium
783880_1 No roles mapped out of 0 KOs 50S ribosomal protein L28 7.50990402 2.08E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1419512_1 Intracellular trafficking, assembly, and processing Peptidases Protein HflK 7.50786849 8.73E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1434241_3 No roles mapped out of 0 KOs Not_in_Uniref 7.50196038 6.57E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1369353_5 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 7.4980197 6.97E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia
861490_9 Nucleic acid metabolism D replication, recombination, and repair DNA gyrase subunit A 7.49738303 1.36E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
1365210_6 Fatty acid and lipid metabolism Biosynthesis Acyl carrier protein 7.49470431 6.75E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
93887_13 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S3 7.49302833 6.95E-19 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1421826_1 Carbohydrate metabolism Pyruvate metabolism Acetyl-coenzyme A synthetase 7.4889328 2.12E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaRhodocyclalesRhodocyclaceaeAzospira Azospira oryzae
754377_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S9 7.48848535 3.63E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
593238_3 Nucleic acid metabolism D replication, recombination, and repair DNA topoisomerase 1 7.48556423 2.48E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
34567_1 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S7 7.48342239 2.77E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
709133_2 Cell structure, growth, and death Cell division Cell division protein FtsZ 7.48187681 2.92E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. JS1663
1067854_12 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L14 7.47789251 3.15E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1028756_1 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamine synthetase 7.47718226 2.97E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
1769354_6 Carbohydrate metabolism Pentose phosphate pathway Phosphogluconate dehydratase 7.47495492 1.08E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Burkholderiales bacterium 28-67-8
1342730_4 Transport and binding proteins Amino acids, peptides and amines branched-chain amino acid ABC transporter substrate-binding protein 7.47474489 4.87E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium Methylibium sp. CF059
1268017_30 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S16 7.46947559 2.37E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum humi
557523_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L21 7.46492945 1.40E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
9737_4 Nucleic acid metabolism D replication, recombination, and repair Protein RecA 7.46390283 6.02E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
557290_14 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L19 7.45559355 1.40E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus endophyticus
1521905_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L5 7.45359555 3.59E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales
983920_2 Amino acid metabolism Cysteine and methionine metabolism Methionine synthase 7.4502011 9.24E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Leptothrix Leptothrix cholodnii
981989_5 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase polypeptide III 7.45009971 6.60E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
719184_2 Nucleic acid metabolism D replication, recombination, and repair Superoxide dismutase 7.44852318 9.10E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
526245_6 No roles mapped out of 0 KOs Uncharacterized protein 7.44600218 7.75E-21 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1078780_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S2 7.44176179 2.80E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1379579_22 Cell structure, growth, and death Sporulation and germination SpoVR family protein 7.43808782 4.05E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
29386_5 No roles mapped out of 0 KOs RRM domain-containing protein 7.43697488 3.76E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1772780_1 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L1 7.43203123 8.04E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1563161_27 No roles mapped out of 0 KOs Not_in_Uniref 7.43028316 3.35E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
313468_4 Nucleic acid metabolism D replication, recombination, and repair Nucleoid-associated protein VAPA_1c24700 7.43003099 1.35E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
691347_9 Unknown function General Uncharacterized protein 7.42981426 3.01E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Planctomycetes Planctomycetes bacterium
546684_2 Energy metabolism Carbon fixation in prokaryotes Phosphoenolpyruvate synthase 7.42640688 4.64E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1292010_3 Defense and invasion systems Detoxification and inactivation Catalase 7.42244901 4.03E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1755698_6 Regulatory functions D interactions Ferric uptake regulation protein 7.41605565 1.63E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1538449_1 Translation Translation factors Elongation factor Tu 7.41585657 1.26E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
603616_1 No roles mapped out of 0 KOs Not_in_Uniref 7.41560958 3.34E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
334730_4 No roles mapped out of 0 KOs copper oxidase 7.4146712 4.50E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPropionibacterialesNocardioidaceaeActinopolymorphaActinopolymorpha alba
1772780_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L11 7.40771281 5.39E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
20879_3 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase subunit A 7.40728853 8.30E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1293291_5 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 7.40262458 8.92E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia
1272589_5 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L31 7.39855524 7.78E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium SG8_41
137663_1 No roles mapped out of 0 KOs Uncharacterized protein 7.39312196 3.33E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales ClostridiaceaeClostridium Clostridium botulinum
1810853_2 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 7.38953725 2.57E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
997801_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S14 7.38283362 2.43E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
811752_10 Carbohydrate metabolism Glycolysis / Gluconeogenesis Phosphoglycerate kinase 7.3821534 3.02E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
448379_11 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S8 7.37696026 2.97E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1365758_3 Carbohydrate metabolism Citrate cycle (TCA cycle) Malate dehydrogenase 7.37223281 9.09E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1456689_8 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S5 7.37021254 4.01E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
1643728_2 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpX 7.36825149 1.19E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1143731_14 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Pili biogenesis ATPase 7.3654071 1.00E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
1527479_2 Translation Transfer R biogenesis Threonine--tRNA ligase 7.36434691 1.82E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
982662_7 No roles mapped out of 0 KOs Uncharacterized protein 7.36081861 1.19E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
811211_5 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Phospho-2-dehydro-3-deoxyheptonate aldolase 7.35722194 1.00E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium GR16-43
454746_3 No roles mapped out of 0 KOs Histone acetyltransferase HPA2 7.35669988 3.83E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1233888_2 No roles mapped out of 0 KOs Uncharacterized protein 7.35147242 1.72E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Chordata Actinopteri CyprinodontiformesFundulidae Fundulus Fundulus heteroclitus
1538771_3 Transcription Transcription factors Transcription termination/antitermination protein NusG 7.34829759 1.82E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
911123_2 Energy metabolism Oxidative phosphorylation Inorganic pyrophosphatase 7.34685523 4.93E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1600039_4 Transcription Transcription factors Transcription termination/antitermination protein NusA 7.34419121 9.59E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1296236_4 No roles mapped out of 1 KOs POLIIIAc domain-containing protein 7.34282029 5.67E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
981989_3 Intracellular trafficking, assembly, and processing Enzyme assembly Cytochrome oxidase biogenesis protein Cox11-CtaG, copper delivery to Cox17.33754528 4.78E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
943657_1 No roles mapped out of 2 KOs CUB domain-containing protein 7.3230111 5.75E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Cytophagales bacterium TFI 002
1241070_12 Energy metabolism Oxidative phosphorylation cytochrome o ubiquinol oxidase subunit I 7.32030089 5.02E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacter
924308_2 Translation Translation factors Peptide chain release factor 2 7.3116329 7.68E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
353234_1 No roles mapped out of 0 KOs DNA-directed RNA polymerase 7.30786739 3.16E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Ascomycota SordariomycetesHypocreales Nectriaceae Fusarium Fusarium proliferatum
1365210_5 Fatty acid and lipid metabolism Biosynthesis 3-oxoacyl-[acyl-carrier-protein] synthase 2 7.30764122 5.15E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1755698_7 Amino acid metabolism Lysine biosynthesis 4-hydroxy-tetrahydrodipicolinate reductase 7.30743129 1.54E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
34567_4 Translation Translation factors elongation factor Tu 7.30663758 1.87E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaePseudacidovoraxPseudacidovorax intermedius
655184_6 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase cbb3-type subunit 1 7.30519743 4.79E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
193400_4 No roles mapped out of 1 KOs Short-chain oxidoreductase 7.30266091 3.70E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria VerrucomicrobiaVerrucomicrobiaeVerrucomicrobialesVerrucomicrobiaceae Verrucomicrobiaceae bacterium
842180_5 No roles mapped out of 0 KOs ATP-binding protein 7.30143415 2.42E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1317833_2 Translation Translation factors Translation initiation factor IF-2 7.29012526 9.99E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1122624_27 Nucleic acid metabolism D replication, recombination, and repair DNA helicase 7.28918716 5.22E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1667215_7 No roles mapped out of 0 KOs Methyltransferase type 11 7.28530282 2.55E-21 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea EuryarchaeotaHalobacteria Natrialbales NatrialbaceaeHaloterrigenaHaloterrigena turkmenica
298335_2 No roles mapped out of 0 KOs Porin 7.28145735 7.49E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
275689_4 Transcription R polymerase DNA-directed RNA polymerase subunit beta 7.27953998 2.50E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1298979_7 Translation Ribosomal proteins: synthesis and modification Uncharacterized protein 7.27903347 4.56E-21 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta Malvales Malvaceae Gossypium Gossypium barbadense
94440_1 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S10 7.27639889 1.59E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1552793_7 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L1 7.27200555 1.62E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
884157_2 No roles mapped out of 0 KOs AB hydrolase-1 domain-containing protein 7.2710484 4.47E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium GWC2_73_18
257669_8 Translation Translation factors Elongation factor G 7.26838219 4.09E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1491675_21 Carbohydrate metabolism Citrate cycle (TCA cycle) Isocitrate dehydrogenase [NADP] 7.2638119 5.41E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaCorynebacterialesMycobacteriaceaeMycolicibacteriumMycolicibacterium moriokaense
988967_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Trigger factor 7.25698248 3.60E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1228674_4 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S7 7.25127094 0.00010148 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteria uncultured actinobacterium Rifle_16ft_4_minimus_38826
1438759_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpA 7.24708669 6.94E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeHydrogenophagaHydrogenophaga sp. T4
594962_2 No roles mapped out of 1 KOs Carbon starvation protein 7.24209551 3.45E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1357053_1 No roles mapped out of 0 KOs Acetoacetyl-CoA reductase PhbB 7.23643914 1.46E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1369681_4 Carbohydrate metabolism Citrate cycle (TCA cycle) Citrate synthase 7.23621759 2.70E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
257005_12 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 7.23530138 6.30E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
370854_1 No roles mapped out of 0 KOs Histidine kinase 7.23267191 9.85E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea flava
730478_2 Nucleic acid metabolism Purine metabolism Adenylosuccinate synthetase 7.22194076 1.87E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
140358_5 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Peptidyl-prolyl cis-trans isomerase 7.21764496 3.76E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea ThaumarchaeotaNitrososphaeriaNitrososphaeralesNitrososphaeraceaeNitrososphaera
1041493_12 Transcription Transcription factors RNA polymerase sigma factor SigA 7.2145208 2.05E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales
35763_5 Translation Transfer R biogenesis Arginine--tRNA ligase 7.20759113 1.26E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1550257_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L10 7.19918609 1.44E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
78351_6 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 7.19744476 3.62E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1552793_13 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 7.19214579 1.62E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
194770_2 Intracellular trafficking, assembly, and processing Protein modification and repair Signal peptidase I 7.18832398 1.25E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1851056_5 Carbohydrate metabolism Glycolysis / Gluconeogenesis Pyruvate kinase 7.18395208 2.19E-16 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
7569_11 Translation Translation factors Elongation factor Tu 7.17691996 2.38E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes
989556_10 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein HtpG 7.17620442 1.39E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
1693682_5 Carbohydrate metabolism Glycolysis / Gluconeogenesis Phosphoglycerate kinase 7.1687788 7.14E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium GR16-43
94440_6 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L3 7.15997733 2.70E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
1772780_5 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Preprotein translocase subunit SecE 7.15166388 1.76E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
83135_3 No roles mapped out of 0 KOs HTH tetR-type domain-containing protein 7.14443809 4.07E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1649737_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 7.14171073 1.92E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1373038_1 Amino acid metabolism Valine, leucine and isoleucine metabolism 3-isopropylmalate dehydrogenase 7.14147985 3.91E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeRamlibacter
124016_56 Carbohydrate metabolism Citrate cycle (TCA cycle) Aconitate hydratase 7.12903112 2.02E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1356761_17 No roles mapped out of 0 KOs DUF748 domain-containing protein (Fragment) 7.1235622 3.03E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium
1615760_3 Amino acid metabolism Valine, leucine and isoleucine metabolism Succinyl-CoA:3-ketoacid-coenzyme A transferase subunit B 7.12354787 3.78E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
642474_4 Carbohydrate metabolism Amino sugar and nucleotide sugar metabolism Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 7.12319571 7.91E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
499535_9 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 7.12036618 1.68E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
38499_2 Transport and binding proteins Unknown substrate LPS export ABC transporter ATP-binding protein 7.1158087 1.64E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1852238_4 Nucleic acid metabolism Pyrimidine metabolism Thymidylate synthase 7.11429934 1.19E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeFilimonas Filimonas sp. TTM-71
1350792_5 Carbohydrate metabolism Citrate cycle (TCA cycle) Succinate--CoA ligase [ADP-forming] subunit alpha 7.10581861 2.57E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
257669_3 Transcription R polymerase DNA-directed RNA polymerase subunit beta 7.09396972 7.35E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1781093_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L13 7.09229384 1.40E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
131302_6 Translation Translation factors Elongation factor Ts 7.09224557 3.56E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1392535_1 Glycan biosynthesis and metabolism Other glycan degradation Putative Sel1 domain protein repeat-containing protein 7.08846062 2.82E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria candidate division NC10 Candidatus MethylomirabilisCandidatus Methylomirabilis oxyfera
1633353_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L14 7.08819265 1.19E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
538175_1 Carbohydrate metabolism Citrate cycle (TCA cycle) Isocitrate dehydrogenase [NADP] 7.08028897 3.64E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesRhodospirillaceaeAzospirillum Azospirillum sp. TSO22-1
1811590_8 Carbohydrate metabolism Pentose phosphate pathway Transketolase 7.0785934 3.76E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1454662_7 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 7.06595018 1.43E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
945075_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S4 7.06530041 3.58E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1012166_5 Energy metabolism Electron transport Electron transfer flavoprotein, subunit alpha 7.06401243 1.02E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
173678_2 Amino acid metabolism Alanine, aspartate and glutamate metabolism glutamate synthase subunit alpha 7.06341973 4.40E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Piscinibacter Piscinibacter caeni
48324_3 Carbohydrate metabolism Pyruvate metabolism L-lactate dehydrogenase LldD 7.05729351 4.87E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
508575_1 Energy metabolism Oxidative phosphorylation Cytochrome o ubiquinol oxidase subunit I 7.05479511 2.07E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1418723_5 Nucleic acid metabolism Purine metabolism Nucleoside diphosphate kinase 7.05134924 6.96E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1439266_4 Translation Translation factors Elongation factor G 7.04461063 1.12E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1516943_2 Translation Transfer R biogenesis Glutamate--tRNA ligase 7.03517285 2.07E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1846254_4 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase subunit beta 7.02203984 2.03E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
937963_11 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Thioredoxin 7.02155652 1.70E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1338276_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L28 7.01654569 1.01E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Ideonella Ideonella sakaiensis
1501122_12 No roles mapped out of 0 KOs SusC/RagA family TonB-linked outer membrane protein 7.01611753 1.32E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
800487_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein DnaK 7.01363181 8.69E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia
673137_9 Translation Translation factors Tr-type G domain-containing protein 7.01053815 8.33E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available marine metagenome
923605_6 No roles mapped out of 0 KOs Uncharacterized protein 7.00910513 3.23E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Nematoda ChromadoreaRhabditida OnchocercidaeBrugia Brugia timori
271007_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L2 7.00476012 1.83E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1050595_2 No roles mapped out of 0 KOs Not_in_Uniref 7.00339713 9.76E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1213845_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpX 7.0010414 9.88E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
38499_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Thiol:disulfide interchange protein 6.99355222 1.20E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
923605_7 Energy metabolism Oxidative phosphorylation ATP synthase subunit c 6.99127642 8.69E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1550257_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L7/L12 6.98756616 1.14E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1596468_3 Nucleic acid metabolism R degradation Ribonuclease Y 6.98756242 1.65E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1801016_10 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 6.98659249 1.09E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaNitrosomonadalesNitrosomonadaceae
1133352_62 Nucleic acid metabolism Pyrimidine metabolism Carbamoyl-phosphate synthase large chain 6.96865208 1.61E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeCollimonas
591288_3 Amino acid metabolism Glycine, serine and threonine metabolism Serine hydroxymethyltransferase 6.95865448 7.02E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Ascomycota PezizomycetesPezizales Tuberaceae Tuber Tuber aestivum
551816_4 Amino acid metabolism Alanine, aspartate and glutamate metabolism Aminotransferase 6.95227419 1.88E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
982662_8 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase subunit 2 (Fragment) 6.95178443 6.93E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae Comamonadaceae bacterium
956523_9 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 6.94843929 2.84E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
956523_10 No roles mapped out of 0 KOs Uncharacterized protein 6.93696303 1.43E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaCorynebacterialesCorynebacteriaceaeCorynebacteriumCorynebacterium efficiens
957369_1 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glucose-6-phosphate isomerase 6.93313977 1.72E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
34567_3 Translation Translation factors Elongation factor G 6.92801245 1.29E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
945075_5 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S13 6.92791942 4.87E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
945075_8 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein translocase subunit SecY 6.9239441 4.62E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
978095_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L20 6.92315638 1.02E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
997801_7 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S5 6.92154646 1.88E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
451283_4 Metabolism of other amino acids and amines D-Alanine metabolism D-alanine-D-alanine ligase 6.92152199 2.63E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Microgenomates group bacterium GW2011_GWB1_40_9
297144_2 No roles mapped out of 0 KOs Uncharacterized protein 6.92127251 3.35E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Apicomplexa Conoidasida EucoccidioridaCryptosporidiidaeCryptosporidiumCryptosporidium parvum
1369199_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L32 6.91748466 3.82E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
964388_14 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 6.9173356 1.42E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available human gut metagenome
1554515_3 Unknown function General UPF0234 protein Mpe_A3039 6.91672875 2.34E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
547465_12 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Bacterioferritin 6.9126827 2.56E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
940688_7 No roles mapped out of 0 KOs Not_in_Uniref 6.90911192 3.39E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1839_29 No roles mapped out of 0 KOs General stress protein 6.90755459 4.67E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1417861_1 Nucleic acid metabolism Purine metabolism Adenylosuccinate synthetase 6.90233075 2.68E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available



628959_1 No roles mapped out of 0 KOs Uncharacterized protein 6.89461541 8.47E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta Solanales Solanaceae Capsicum Capsicum chinense
1451631_1 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase subunit 1 6.89297268 2.54E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceae
1529225_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L35 6.88710209 3.06E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales HyphomicrobiaceaeRhodomicrobium
1127574_2 Translation Transfer R biogenesis Aspartate--tRNA(Asp/Asn) ligase 6.88071216 3.33E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
330595_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 6.87923825 2.51E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium IBVUCB2
761223_27 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-1,6-bisphosphate aldolase 6.87791236 6.53E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
133397_7 Defense and invasion systems Detoxification and inactivation Alkyl hydroperoxide reductase C 6.87513321 1.13E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1163302_26 No roles mapped out of 0 KOs Uncharacterized protein 6.87136859 1.88E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
969070_6 Translation Transfer R biogenesis Threonine--tRNA ligase 6.87014123 1.34E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1228280_5 Transport and binding proteins Cations and iron carrying compounds Ionic transporter y4hA 6.87007406 1.28E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeFlavobacteriumFlavobacterium sp. TSA-D2
1016214_8 Transport and binding proteins Unknown substrate Efflux pump membrane transporter 6.86978858 4.94E-22 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
78364_4 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 6.8693221 1.30E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1578039_5 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase subunit B 6.86923572 0.00010009 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacteralesSolirubrobacteraceaeSolirubrobacterSolirubrobacter sp. URHD0082
1110173_18 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S8 6.85689314 0.00017868 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales
1041943_4 No roles mapped out of 0 KOs family 20 glycosylhydrolase 6.85539805 4.34E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesBacteroidia MarinilabilialesMarinilabiliaceaeCarboxylicivirgaCarboxylicivirga sp. M1479
205095_4 Regulatory functions Protein interactions Serine protein kinase-like protein 6.85173865 3.05E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
997099_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Uncharacterized protein 6.84466641 3.15E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
494425_2 No roles mapped out of 3 KOs Uncharacterized protein 6.84361965 1.14E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales PaenibacillaceaePaenibacillusPaenibacillus mucilaginosus
1846254_6 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 6.84333299 2.22E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
671764_32 Transcription R polymerase DNA-directed RNA polymerase subunit alpha 6.84314294 3.62E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
516105_1 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 6.82595759 2.57E-15 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta Lamiales LentibulariaceaeGenlisea Genlisea aurea
1456150_3 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase 1 6.8257856 1.06E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1156564_2 Intracellular trafficking, assembly, and processing Peptidases Lon protease 6.82321674 1.98E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
811752_6 Carbohydrate metabolism Glycolysis / Gluconeogenesis Enolase 6.82007069 2.94E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1626534_1 Transport and binding proteins Anions Tricarboxylate transport protein TctC 6.81936778 6.57E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
293657_3 Nucleic acid metabolism Pyrimidine metabolism Orotate phosphoribosyltransferase 6.81633721 1.25E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
12704_3 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 6.80464137 7.03E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
423044_4 No roles mapped out of 0 KOs Uncharacterized protein 6.80286435 6.38E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria uncultured bacterium 5G4
1649568_6 No roles mapped out of 0 KOs Uncharacterized protein 6.79463119 7.67E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
540996_1 No roles mapped out of 0 KOs Not_in_Uniref 6.78359988 5.58E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1808517_8 Intracellular trafficking, assembly, and processing Protein modification and repair Deoxyhypusine synthase 6.78010921 4.53E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1578851_10 Cell structure, growth, and death Sporulation and germination SpoVR family protein 6.77341733 7.96E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaHydrogenophilaliaHydrogenophilales Hydrogenophilales bacterium 28-61-23
1552793_20 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S10 6.76552288 1.47E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1352391_14 No roles mapped out of 0 KOs Uncharacterized protein 6.76328421 3.52E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
499220_4 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Peptidyl-prolyl cis-trans isomerase 6.76227784 1.34E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1805133_4 Nucleic acid metabolism Pyrimidine metabolism Thioredoxin reductase 6.76086411 1.84E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria Gammaproteobacteria bacterium
1325581_26 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L2 6.75811983 2.34E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Aerophobetes Candidatus Aerophobetes bacterium
564752_6 Translation Transfer R biogenesis Valine--tRNA ligase 6.75422115 6.33E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1552793_27 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S3 6.75076004 2.41E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1789590_6 No roles mapped out of 0 KOs Hydrolase 6.74891519 8.34E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrobacteriaceaeMicrobacteriumMicrobacterium sp. TPD7012
271007_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S19 6.74840152 9.97E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
52728_4 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Sec translocon accessory complex subunit YajC 6.74549342 3.00E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1696226_11 Carbohydrate metabolism Pyruvate metabolism Formate C-acetyltransferase 6.74517032 0.00014413 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicromonosporalesMicromonosporaceaeKrasilnikovia Krasilnikovia cinnamomea
833564_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpC 6.73961039 1.15E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
93887_11 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L29 6.73736027 9.94E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1141875_67 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Anthranilate synthase component 1 6.73645898 3.78E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
492016_1 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase 6.72413046 2.11E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1110479_7 Intracellular trafficking, assembly, and processing Peptidases Lon N-terminal domain-containing protein 6.71856866 0.00144798 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Actinobacteria
970493_3 Transport and binding proteins Anions Tripartite tricarboxylate transporter TctA 6.70706635 5.51E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
961681_1 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 6.70660078 5.77E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
924463_3 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase 6.70198209 3.25E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
61437_4 Translation Translation factors Elongation factor Tu 6.69654115 2.67E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
292047_1 Cell structure, growth, and death Chromosome and assoicated proteins Cell shape-determining protein MreB 6.69475263 3.50E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1736484_2 No roles mapped out of 0 KOs Not_in_Uniref 6.69459058 1.15E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1012430_2 No roles mapped out of 0 KOs Two component transcriptional regulator, LuxR family 6.68937847 8.36E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
754377_3 Prosthetic groups, cofactors, and carriers Iron sulfur clusters Putative iron-sulfur cluster insertion protein ErpA 6.6858433 2.01E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1278811_15 Carbohydrate metabolism Glycolysis / Gluconeogenesis Pyruvate kinase 6.67226375 0.00012554 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteria
1350546_6 No roles mapped out of 0 KOs Uncharacterized protein 6.67118658 2.51E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1164000_5 Defense and invasion systems Detoxification and inactivation Superoxide dismutase [Cu-Zn] 6.66678404 5.14E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPseudonocardialesPseudonocardiaceaeKibdelosporangiumKibdelosporangium aridum
164801_1 Translation Translation factors Elongation factor G 6.66669678 2.47E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
945075_10 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L30 6.65798312 8.79E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
165572_1 Carbohydrate metabolism Citrate cycle (TCA cycle) Aconitase /2-methylcitrate dehydratase (Trans-methylaconitate-forming)6.65308658 5.93E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesRhodanobacteraceaeTahibacter Tahibacter aquaticus
1846254_3 No roles mapped out of 0 KOs Not_in_Uniref 6.65001457 3.50E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
362340_18 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 6.64722303 3.30E-17 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
1720318_6 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Thioredoxin 6.6451458 2.09E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1527838_1 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamine synthetase 6.64305368 1.14E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1551295_3 Carbohydrate metabolism Glycolysis / Gluconeogenesis phosphopyruvate hydratase 6.64004393 2.40E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus funiculus
398129_3 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 6.63904254 2.18E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales
1001921_4 Carbohydrate metabolism Pentose phosphate pathway Transketolase 6.63084927 8.38E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1451877_4 Transport and binding proteins Nucleosides, purines and pyrimidines Putative hydroxymethylpyrimidine transporter CytX 6.62534971 8.17E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
909646_3 Nucleic acid metabolism D replication, recombination, and repair DNA gyrase subunit B 6.62246763 3.53E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
730556_5 Intracellular trafficking, assembly, and processing Protein modification and repair tRNA (guanine-N(7)-)-methyltransferase 6.62097319 2.70E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcales Myxococcales bacterium SG8_38
1468059_10 Glycan biosynthesis and metabolism Peptidoglycan metabolism UDP-N-acetylenolpyruvoylglucosamine reductase 6.61915552 2.46E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
933337_7 Nucleic acid metabolism Pyrimidine metabolism Ribose-phosphate pyrophosphokinase 6.61801398 3.67E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
663996_6 Energy metabolism Oxidative phosphorylation Cytochrome-c oxidase, cbb3-type subunit I 6.61126388 2.02E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_68_20
117881_4 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase subunit CcoO 6.60758329 1.61E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
374058_2 Regulatory functions Protein interactions Putative serine protein kinase PrkA 6.60671715 3.28E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rivibacter Rivibacter subsaxonicus
945075_4 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S11 6.60631901 4.05E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
78142_5 Amino acid metabolism Glycine, serine and threonine metabolism Serine hydroxymethyltransferase 6.60465455 2.10E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
396758_8 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein HtpG 6.6033024 1.37E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K2R10-39
271059_1 Energy metabolism Oxidative phosphorylation Cytochrome b(N-terminal)/b6/petB family protein 6.60266968 5.72E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrococcaceae
964388_4 No roles mapped out of 0 KOs Probable transcriptional regulatory protein AN957_16660 6.60096113 0.00030718 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
591118_3 Regulatory functions D interactions UPF0301 protein APY03_6299 6.59943422 2.29E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1636364_9 No roles mapped out of 0 KOs Not_in_Uniref 6.59673009 3.28E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
917448_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S7 6.59301824 1.91E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
454612_1 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-1,6-bisphosphate aldolase 6.59170246 2.71E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeAcidovorax
1840086_56 Amino acid metabolism Arginine and proline metabolism Adenosylmethionine decarboxylase 6.5896747 2.25E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chlamydiae Chlamydiae bacterium RIFCSPLOWO2_01_FULL_28_7
1752607_11 Carbohydrate metabolism Citrate cycle (TCA cycle) Aconitate hydratase B 6.5866797 3.80E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
1683388_1 Amino acid metabolism Alanine, aspartate and glutamate metabolism aspartate/tyrosine/aromatic aminotransferase 6.58385694 7.77E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium Methylibium sp. CF059
89445_43 No roles mapped out of 1 KOs Amino acid adenylation domain-containing protein (Fragment) 6.58111785 5.85E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeFlavobacteriumFlavobacterium sp. 270
535905_1 No roles mapped out of 0 KOs Uncharacterized protein 6.57811889 2.68E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales ClostridiaceaeClostridium Clostridium butyricum
293103_5 Glycan biosynthesis and metabolism Peptidoglycan metabolism penicillin-binding protein 2 6.57762566 8.90E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. KK3
763756_2 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein DnaK 6.57658599 4.89E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1848481_21 Amino acid metabolism Glycine, serine and threonine metabolism Choline dehydrogenase 6.57053936 3.90E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum sp. Root189
671764_7 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L2 6.56417325 8.95E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
339546_3 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S15 6.56354265 1.14E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae
594962_1 Prosthetic groups, cofactors, and carriers Iron sulfur clusters GCV_T domain-containing protein 6.56188948 3.79E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1147038_2 No roles mapped out of 0 KOs CsbD domain-containing protein 6.56004097 1.19E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1789973_1 No roles mapped out of 0 KOs Not_in_Uniref 6.55421576 3.07E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
542120_1 No roles mapped out of 3 KOs Uncharacterized protein 6.55109195 7.85E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria VerrucomicrobiaVerrucomicrobiae
1821280_2 Cell structure, growth, and death Sporulation and germination SpoVR family protein 6.54599158 3.74E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium Methylibium sp. CF059
1543427_6 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 6.54539588 3.55E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
822993_4 Amino acid metabolism Valine, leucine and isoleucine metabolism Ketol-acid reductoisomerase (Fragment) 6.54496598 2.95E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales Rhizobiales bacterium
1110173_21 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S5 6.54138185 4.26E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
590150_7 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 6.53711167 5.77E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1421211_4 Cell structure, growth, and death Chromosome and assoicated proteins RNA-binding protein Hfq 6.53209883 8.86E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
548670_1 Energy metabolism Oxidative phosphorylation Cytochrome bo(3) ubiquinol oxidase subunit 1 6.53119848 6.43E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
924463_2 No roles mapped out of 0 KOs Uncharacterized protein 6.52989468 2.85E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1253185_9 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Putative ATP-dependent Clp protease ATP-binding subunit ClpC 6.52588654 3.28E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrococcaceae
759565_14 Nucleic acid metabolism D replication, recombination, and repair Exodeoxyribonuclease III 6.51925258 7.34E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
933916_2 No roles mapped out of 0 KOs Uncharacterized protein 6.51119419 6.47E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus stratosphericus
1507_5 Amino acid metabolism Phenylalanine metabolism D-amino acid dehydrogenase 6.51050885 1.24E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
892692_2 Transcription Transcription factors Cold-shock protein 6.50584037 1.29E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae
1774709_16 Defense and invasion systems Detoxification and inactivation Alkyl hydroperoxide reductase subunit F 6.49922221 3.26E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaNeisseriales NeisseriaceaeCrenobacter Crenobacter sp. GY 70310
719184_4 No roles mapped out of 0 KOs Uncharacterized protein 6.49683279 1.99E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1807427_1 Carbohydrate metabolism Glyoxylate and dicarboxylate metabolism Methylmalonyl-CoA carboxyltransferase 6.48306756 2.20E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1797132_3 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-1,6-bisphosphate aldolase 6.48209777 1.32E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1005274_2 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 6.47969385 3.57E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
1137237_7 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 6.47473529 1.12E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1110173_7 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L2 6.47328616 5.00E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
626931_2 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase 6.45011615 5.23E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1464917_4 Prosthetic groups, cofactors, and carriers Thiamine metabolism thiamine-phosphate kinase 6.44767312 9.86E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacteralesSolirubrobacteraceaeSolirubrobacterSolirubrobacter soli
1550257_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta 6.43147701 1.01E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeAlicycliphilus Alicycliphilus sp. B1
1000240_4 Nucleic acid metabolism Purine metabolism Adenylosuccinate lyase 6.42898927 0.00010861 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
143667_8 No roles mapped out of 0 KOs Radical SAM protein 6.42843569 1.37E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium 13_1_20CM_67_22
271007_5 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L23 6.42118538 3.91E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1721511_2 Terpenoids and polyketides metabolism Terpenoid backbone biosynthesis 1-deoxy-D-xylulose-5-phosphate synthase 6.41589861 1.62E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1179918_6 Transport and binding proteins General Flotillin 6.414851 0.00109477 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales PaenibacillaceaePaenibacillusPaenibacillus sp. DXL2
997801_4 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S8 6.4095875 9.37E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1769477_2 Nucleic acid metabolism D replication, recombination, and repair DNA repair protein RadA 6.40205303 4.20E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1058534_1 Defense and invasion systems Secretion systems ATP-dependent RNA helicase HrpA 6.40151284 5.68E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1725430_4 Transcription R polymerase DNA-directed RNA polymerase subunit omega 6.40103865 2.29E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
546684_6 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S18 6.39709555 3.25E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1575907_1 Carbohydrate metabolism Inositol phosphate metabolism Methylmalonate-semialdehyde dehydrogenase (CoA acylating) 6.38095501 2.72E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. WS11
1278581_2 No roles mapped out of 0 KOs Uncharacterized protein 6.37988697 2.57E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
98440_5 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 6.37981638 4.40E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria Gammaproteobacteria bacterium
1613634_5 No roles mapped out of 0 KOs Not_in_Uniref 6.37962377 5.40E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1037934_2 Transport and binding proteins Porins and secretins SusC/RagA family TonB-linked outer membrane protein (Fragment) 6.37740746 6.53E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
1724227_92 No roles mapped out of 0 KOs Uncharacterized protein 6.37308722 1.48E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeChitinophagaChitinophaga sp. YR573
1115665_8 Nucleic acid metabolism D replication, recombination, and repair DNA gyrase subunit A 6.36064969 1.11E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
1360038_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 6.36016912 3.65E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1104725_46 Transport and binding proteins Unknown substrate Tetracycline resistance MFS efflux pump 6.35848447 1.49E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Cytophagales bacterium
586000_1 Energy metabolism Carbon fixation in prokaryotes Phosphoenolpyruvate synthase (Fragment) 6.35611739 6.47E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae Comamonadaceae bacterium
507428_1 No roles mapped out of 0 KOs Alpha-keto acid-binding periplasmic protein TakP 6.35360734 3.12E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
50002_6 Transport and binding proteins Amino acids, peptides and amines Putative spermidine/putrescine transport system substrate-binding protein6.34837949 0.00040947 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillales EnhydrobacterEnhydrobacter aerosaccus
1176828_14 No roles mapped out of 0 KOs Probable Fe(2+)-trafficking protein 6.34830327 8.92E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
808958_2 Fatty acid and lipid metabolism Biosynthesis of unsaturated fatty acids 3-hydroxyacyl-CoA dehydrogenase 6.33931901 0.00015022 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
988967_2 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent Clp protease proteolytic subunit 6.33669318 1.28E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1429936_1 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L28 6.33253439 8.38E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
36832_6 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH 6.32133317 1.46E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria
923605_1 Energy metabolism Oxidative phosphorylation F0F1 ATP synthase subunit beta (Fragment) 6.31481492 8.49E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae Comamonadaceae bacterium
1759976_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 6.31211973 1.82E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas
1163302_25 Transport and binding proteins Carbohydrates, organic alcohols, and acids C4-dicarboxylate ABC transporter 6.29790386 2.50E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
842180_2 Regulatory functions General Candidate GTP-binding elongation factor 6.2902915 1.90E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
1787515_2 Amino acid metabolism Lysine biosynthesis 4-hydroxy-tetrahydrodipicolinate synthase 6.27887598 1.44E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
571216_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L7/L12 6.27840824 1.88E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rhizobacter Rhizobacter sp. OV335
15621_2 Transport and binding proteins Cations and iron carrying compounds Magnesium/cobalt efflux protein 6.27740628 1.54E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1210217_2 No roles mapped out of 0 KOs Uncharacterized protein 6.27643812 6.19E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeBurkholderia Burkholderia multivorans
1163645_2 Nucleic acid metabolism D replication, recombination, and repair Type IIA DNA topoisomerase subunit B 6.26696776 2.00E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae
1447495_2 Unknown function General 2-methylaconitate cis-trans isomerase 6.26654593 1.44E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesRhodanobacteraceaeTahibacter Tahibacter aquaticus
148011_1 No roles mapped out of 0 KOs Uncharacterized protein 6.26371522 2.69E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria uncultured bacterium A1Q1_fos_4
1039606_2 Defense and invasion systems Detoxification and inactivation Formyl-CoA transferase 6.25953528 1.93E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodobacteralesRhodobacteraceaeRoseovarius Roseovarius lutimaris
787510_2 Carbohydrate metabolism Glycolysis / Gluconeogenesis Phosphoglycerate kinase 6.25573003 7.29E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaRhodocyclalesRhodocyclaceaeAzospira Azospira oryzae
596326_1 No roles mapped out of 0 KOs Uncharacterized protein 6.25136248 5.86E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota BasidiomycotaAgaricomycetesPolyporales SparassidaceaeSparassis Sparassis crispa
1837688_1 No roles mapped out of 0 KOs PPOX class F420-dependent enzyme 6.24815036 2.74E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaCorynebacterialesMycobacteriaceaeMycobacteriumMycobacterium sp. AT1
1784899_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S12 6.2398925 2.97E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1274107_2 No roles mapped out of 0 KOs D-beta-hydroxybutyrate dehydrogenase 6.23742574 2.40E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1446487_9 Carbohydrate metabolism Propanoate metabolism Acyl-CoA dehydrogenase 6.23186614 0.00010051 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
551552_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein DnaK 6.2271116 1.53E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1833665_1 No roles mapped out of 0 KOs Uncharacterized protein 6.22509599 6.10E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
570010_1 No roles mapped out of 0 KOs Not_in_Uniref 6.22471947 2.66E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
388650_16 No roles mapped out of 0 KOs Uncharacterized protein 6.22312 4.65E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesIntrasporangiaceaeTetrasphaeraTetrasphaera elongata
1188892_12 Translation Transfer R biogenesis Polyribonucleotide nucleotidyltransferase 6.22192992 0.00038056 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria AcidobacteriaBlastocatellia Blastocatellia bacterium
117881_6 Energy metabolism Oxidative phosphorylation Cbb3-type cytochrome c oxidase subunit 6.20426596 5.39E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. WS11
1637439_4 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S2 6.18508528 2.48E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Spirochaetes Spirochaetia SpirochaetalesSpirochaetaceaeSediminispirochaeta
584197_7 Fatty acid and lipid metabolism Fatty acid degradation Long-chain acyl-CoA synthetase 6.18074276 1.22E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rivibacter Rivibacter subsaxonicus
1362853_2 No roles mapped out of 0 KOs Not_in_Uniref 6.17900011 5.60E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1581739_10 Defense and invasion systems Detoxification and inactivation MBL fold metallo-hydrolase 6.17791424 0.0001085 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacterales Solirubrobacterales bacterium URHD0059
400473_3 No roles mapped out of 0 KOs Not_in_Uniref 6.17630356 1.08E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
112770_4 Translation Transfer R biogenesis leucine--tRNA ligase 6.14435493 1.92E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rivibacter Rivibacter sp. C1-9
976281_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpA 6.14167098 2.41E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
981802_6 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH 6.12209065 2.25E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
419256_2 Carbohydrate metabolism Citrate cycle (TCA cycle) Succinate--CoA ligase subunit beta (Fragment) 6.11942832 3.27E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae Comamonadaceae bacterium
590916_3 Amino acid metabolism Lysine biosynthesis Aspartokinase 6.10097914 4.08E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
945075_6 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L36 6.09855372 1.44E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
24756_2 No roles mapped out of 0 KOs Uncharacterized protein 6.08475197 2.04E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcalesPolyangiaceaeSorangium Sorangium cellulosum
1351723_2 No roles mapped out of 0 KOs Uncharacterized protein 6.08263135 4.66E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales HeliobacteriaceaeHeliobacteriumHeliobacterium modesticaldum
1209895_1 No roles mapped out of 0 KOs Not_in_Uniref 6.07852473 6.40E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
576758_4 Intracellular trafficking, assembly, and processing Peptidases Peptidase T 6.07683237 8.26E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1734100_2 Carbohydrate metabolism Pyruvate metabolism Acetyl-coenzyme A synthetase 6.06911022 8.12E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaOceanospirillalesAlcanivoracaceaeKetobacter Ketobacter sp.
1158892_6 Nucleic acid metabolism D replication, recombination, and repair Chromosomal replication initiator protein DnaA 6.05457085 6.16E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
468513_10 No roles mapped out of 1 KOs DLH domain-containing protein 6.05071785 0.00010861 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium RIFCSPLOWO2_12_FULL_66_21
224663_2 No roles mapped out of 0 KOs Not_in_Uniref 5.99700463 3.79E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
139211_2 Nucleic acid metabolism D replication, recombination, and repair MPN domain-containing protein 5.99581876 8.38E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
1196752_14 Translation Transfer R biogenesis Methionine--tRNA ligase 5.98778878 9.09E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
829565_3 No roles mapped out of 0 KOs Uncharacterized protein 5.98314301 1.12E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteria Deltaproteobacteria bacterium RIFCSPLOWO2_12_FULL_60_19
1374353_3 No roles mapped out of 0 KOs Uncharacterized protein 5.97898071 1.93E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales ClostridiaceaeClostridium Clostridium argentinense
224663_3 No roles mapped out of 0 KOs Uncharacterized protein 5.9777096 4.67E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaStreptomycetalesStreptomycetaceaeStreptomycesStreptomyces sp. C



1521741_1 No roles mapped out of 0 KOs polyhydroxyalkanoate synthesis repressor PhaR 5.95970545 2.73E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium Methylibium sp. CF059
1783104_2 Amino acid metabolism Arginine biosynthesis Bifunctional glutamate N-acetyltransferase/amino-acid acetyltransferase ArgJ5.95896715 7.48E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeRamlibacter Ramlibacter sp. WS9
837760_6 Prosthetic groups, cofactors, and carriers Iron sulfur clusters Fe-S cluster assembly ATPase SufC 5.94791485 3.11E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1637763_9 No roles mapped out of 0 KOs Not_in_Uniref 5.93575303 1.98E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1569328_2 Transport and binding proteins Carbohydrates, organic alcohols, and acids sugar ABC transporter ATP-binding protein 5.92615548 2.50E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaStreptomycetalesStreptomycetaceaeStreptomycesStreptomyces niger
64234_4 Transport and binding proteins Cofactors and prosthetic groups Sulfate/thiosulfate import ATP-binding protein CysA 5.9228144 5.89E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1296256_3 No roles mapped out of 0 KOs Xanthine dehydrogenase family protein molybdopterin-binding subunit 5.90533338 0.00134425 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales Bradyrhizobiaceae
1831412_3 Amino acid metabolism Valine, leucine and isoleucine metabolism 2-isopropylmalate synthase 5.89868467 2.77E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeRamlibacter Ramlibacter sp. WS9
990212_2 No roles mapped out of 0 KOs Not_in_Uniref 5.89829611 0.00042189 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1351292_6 No roles mapped out of 0 KOs HTH_17 domain-containing protein 5.88014883 8.47E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesIntrasporangiaceaePhycicoccus Phycicoccus sp. Soil803
1622272_1 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S1 5.87847615 5.05E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
73964_2 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 5.87772849 2.39E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesRhodospirillaceaePararhodospirillumPararhodospirillum photometricum
589343_16 No roles mapped out of 0 KOs Uncharacterized protein 5.8621499 0.00013029 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria uncultured bacterium 5G12
763261_1 No roles mapped out of 0 KOs Uncharacterized protein 5.85194478 4.95E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteria uncultured actinobacterium HF0500_35G12
1411692_2 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase 5.84942043 0.00039658 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceae Cytophagaceae bacterium Ys
1679311_1 Amino acid metabolism Glycine, serine and threonine metabolism Choline dehydrogenase 5.84828278 0.00063066 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaStreptomycetalesStreptomycetaceaeStreptomycesStreptomyces lunaelactis
1736719_8 Translation Transfer R biogenesis Polyribonucleotide nucleotidyltransferase 5.83529915 1.24E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1447495_1 Carbohydrate metabolism Citrate cycle (TCA cycle) Aconitase /2-methylcitrate dehydratase (Trans-methylaconitate-forming)5.83232994 4.13E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesRhodanobacteraceaeTahibacter Tahibacter aquaticus
414789_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis MCG1049288 5.8260356 8.38E-13 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria ChroococcalesAphanothecaceaeCrocosphaeraCrocosphaera watsonii
810302_4 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 5.82164521 6.13E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceae
591276_6 No roles mapped out of 0 KOs Alpha-E domain-containing protein 5.81260401 3.29E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
873916_5 Regulatory functions General Translational GTPase TypA 5.81216673 7.68E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium
964620_3 No roles mapped out of 0 KOs Uncharacterized protein 5.80489857 1.64E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Chilopoda GeophilomorphaLinotaeniidaeStrigamia Strigamia maritima
997801_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L5 5.79521275 1.16E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
937793_10 Translation tR and rR base modification S-adenosylmethionine:tRNA ribosyltransferase-isomerase 5.79435613 1.32E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. CF079
526516_2 No roles mapped out of 0 KOs non-ribosomal peptide synthetase 5.79185794 0.00085243 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeChryseobacteriumChryseobacterium sp. YR485
801154_5 Cell motility and adherance Flagella complex and associated proteins Flagellar biosynthesis ATPase 5.78902213 1.14E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
1847574_22 Nucleic acid metabolism D replication, recombination, and repair Uncharacterized protein 5.78672896 6.73E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chlamydiae Chlamydiia Chlamydiales Chlamydiales bacterium 38-26
1811180_3 Carbohydrate metabolism Citrate cycle (TCA cycle) Isocitrate dehydrogenase [NADP] 5.78291976 3.20E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1738999_4 No roles mapped out of 0 KOs Manganese transport protein MntH 5.77914498 0.00018177 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrococcaceae
1822167_4 No roles mapped out of 1 KOs Putative sugar transport protein 5.76981053 1.40E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
534055_1 No roles mapped out of 0 KOs Uncharacterized protein 5.760734 3.36E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales LachnospiraceaeOribacteriumOribacterium sp. oral taxon 078
333058_1 No roles mapped out of 0 KOs Amino acid adenylation domain-containing protein 5.75476027 0.00075308 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeChitinophagaChitinophaga sp. Mgbs1
1025764_3 Carbohydrate metabolism Pentose and glucuronate interconversions UDP-glucose/GDP-mannose dehydrogenase family protein 5.75245194 5.54E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas mephitis
640555_1 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 5.750931 6.56E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
1833665_5 No roles mapped out of 0 KOs Not_in_Uniref 5.74425214 1.96E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
318897_1 Translation Translation factors Elongation factor G 5.74268817 6.65E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrobacteriaceae
990500_13 Energy metabolism Oxidative phosphorylation cytochrome o ubiquinol oxidase subunit I 5.73177741 8.48E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacter
2376_12 No roles mapped out of 0 KOs Not_in_Uniref 5.72034582 1.54E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
474970_1 Intracellular trafficking, assembly, and processing Peptidases Lon protease 5.71308407 0.00013149 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
838335_12 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH 5.70064806 3.67E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
154683_3 No roles mapped out of 0 KOs Lipoprotein 5.69261173 6.17E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium CSP1-4
486215_1 Translation tR and rR base modification Selenide, water dikinase 5.68695859 5.28E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1029517_2 No roles mapped out of 0 KOs D-beta-hydroxybutyrate dehydrogenase 5.68017535 4.17E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1096471_21 Intracellular trafficking, assembly, and processing Peptidases Insulinase family protein 5.67082666 0.00040074 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria AcidobacteriaBlastocatellia Blastocatellia bacterium AA13
1834749_3 Nucleic acid metabolism D replication, recombination, and repair UvrABC system protein A 5.66128928 3.36E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae Comamonadaceae bacterium
253059_1 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 5.66033425 9.29E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae AnoxybacillusAnoxybacillus sp. KU2-6(11)
1210217_3 No roles mapped out of 0 KOs Not_in_Uniref 5.66024767 2.36E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
224663_1 No roles mapped out of 0 KOs Uncharacterized protein 5.65986661 0.00016509 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Nematoda ChromadoreaRhabditida HeteroderidaeGlobodera Globodera pallida
413004_3 No roles mapped out of 1 KOs Short-chain dehydrogenase 5.64807567 1.96E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea flava
546684_7 No roles mapped out of 0 KOs 50S ribosomal protein L9 (Fragment) 5.63785301 1.33E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae Comamonadaceae bacterium
948587_4 Cell motility and adherance Surface structures and assembly platforms Type IV-A pilus assembly ATPase PilB 5.63597761 7.89E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
760744_26 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 5.63346689 8.89E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
360877_3 Translation Translation factors Elongation factor Tu (Fragment) 5.63046984 0.00010997 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Saccharibacteria Candidatus Saccharibacteria bacterium CG_4_10_14_0_2_um_filter_52_9
1068531_1 Translation Transfer R biogenesis Lysine--tRNA ligase 5.62571093 0.00125891 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae Chitinophagaceae bacterium
1261639_4 Transport and binding proteins Amino acids, peptides and amines ABC transporter substrate-binding protein 5.62177244 1.98E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1511035_4 No roles mapped out of 0 KOs Not_in_Uniref 5.61072897 1.31E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
804757_7 No roles mapped out of 0 KOs Not_in_Uniref 5.60645214 0.00038358 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1177496_7 Translation Translation factors Elongation factor Tu 5.59346807 6.69E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1140726_1 No roles mapped out of 0 KOs Uncharacterized protein 5.5870861 2.69E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta Brassicales BrassicaceaeBrassica Brassica oleracea
1788431_6 Translation Transfer R biogenesis Threonine--tRNA ligase 5.57964446 3.62E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas aestuarii
416063_2 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Anthranilate synthase component 1 5.56651876 3.44E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
1203972_6 No roles mapped out of 2 KOs Uncharacterized protein 5.56366464 8.03E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacterales Solirubrobacterales bacterium 67-14
52350_2 Transport and binding proteins Accessory functions Energy transducer TonB 5.55757844 2.95E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales
1621624_10 No roles mapped out of 0 KOs Uncharacterized protein 5.55468474 7.16E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
414789_2 No roles mapped out of 0 KOs Uncharacterized protein 5.55314249 4.07E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
577416_3 Translation Translation factors Elongation factor Tu 5.54956154 0.00026111 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1142459_3 Energy metabolism Oxidative phosphorylation Cytochrome o ubiquinol oxidase subunit I 5.53893646 4.94E-18 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesRhodospirillaceaeAzospirillum Azospirillum sp. CFH 70021
671764_19 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S8 5.53210845 1.68E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1552793_9 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L7/L12 5.51720581 0.00073204 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
1549298_2 No roles mapped out of 0 KOs Cell wall-associated hydrolase 5.51498802 1.21E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria PlanctomycetesCandidatus BrocadiaeCandidatus BrocadialesCandidatus BrocadiaceaeCandidatus ScalinduaCandidatus Scalindua brodae
272418_7 Translation Translation factors Elongation factor Tu 5.51480016 1.31E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1640491_22 Amino acid metabolism Alanine, aspartate and glutamate metabolism Aminotransferase 5.51030636 2.62E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcalesPolyangiaceaeSorangium Sorangium cellulosum
671764_9 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L22 5.484345 1.72E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
344769_1 No roles mapped out of 0 KOs Uncharacterized protein 5.47675034 2.57E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales LachnospiraceaeBlautia Blautia obeum
331465_4 No roles mapped out of 0 KOs Not_in_Uniref 5.47375571 3.54E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1362853_1 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 5.47313095 3.63E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Verrucomicrobia Verrucomicrobia bacterium
1421095_1 Transport and binding proteins Porins and secretins porin family protein 5.45751797 6.89E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLysobacter Lysobacter sp. Root494
239155_3 Fatty acid and lipid metabolism Fatty acid degradation long-chain fatty acid--CoA ligase 5.45308086 1.63E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales BradyrhizobiaceaeBradyrhizobiumBradyrhizobium sp. URHD0069
503859_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 5.45141027 1.53E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1447709_3 No roles mapped out of 0 KOs Uncharacterized protein 5.43315223 3.03E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales LachnospiraceaeOribacteriumOribacterium sp. oral taxon 078
16673_1 No roles mapped out of 0 KOs Not_in_Uniref 5.43104385 0.00012506 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1848481_37 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 5.42248191 1.53E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1453424_5 Translation Translation factors Elongation factor G 5.41493559 1.43E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum hiltneri
467894_1 Cell motility and adherance Flagella complex and associated proteins Flagellin 5.4088039 9.26E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeDuganella Duganella sp. Leaf126
540297_13 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 5.40854832 8.87E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
183797_1 No roles mapped out of 0 KOs Uncharacterized protein 5.40582929 0.00015564 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota MucoromycotaGlomeromycetesGlomerales GlomeraceaeRhizophagus Rhizophagus irregularis
106775_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta 5.39806112 1.77E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
607746_2 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH 5.39657629 7.17E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
500244_5 No roles mapped out of 0 KOs Uncharacterized protein 5.39416944 1.27E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1291833_1 Regulatory functions Protein interactions Bifunctional glutamine synthetase adenylyltransferase/adenylyl-removing enzyme5.38053824 4.22E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria Gammaproteobacteria bacterium 13_2_20CM_66_19
1365210_7 No roles mapped out of 0 KOs 3-oxoacyl-ACP reductase FabG 5.37556678 8.33E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
37844_5 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein DnaK 5.35096564 2.51E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea flava
1581969_2 No roles mapped out of 0 KOs Uncharacterized protein 5.34742053 1.38E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ThermotogaeThermotogaeThermotogalesThermotogaceaeThermotoga Thermotoga sp. TBYP3.1.4.1
1163302_29 No roles mapped out of 0 KOs Outer membrane porin, OprD family 5.34582686 4.35E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1230422_2 No roles mapped out of 0 KOs MHS family MFS transporter 5.34578372 2.91E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas
1503929_7 No roles mapped out of 2 KOs Succinic semialdehyde dehydrogenase 5.33963448 2.05E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1418050_3 Defense and invasion systems Restriction-modification systems type III restriction enzyme, res subunit 5.33907386 9.12E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales BeijerinckiaceaeMethylocapsaMethylocapsa acidiphila
1538449_9 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L1 5.338904 1.71E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
932844_5 Amino acid metabolism Histidine metabolism Histidinol dehydrogenase 5.3376199 1.43E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
302198_6 No roles mapped out of 3 KOs Aldehyde dehydrogenase 5.33315385 1.12E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
128425_8 No roles mapped out of 0 KOs Uncharacterized protein 5.31621847 1.73E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas thivervalensis
1621624_9 No roles mapped out of 0 KOs Uncharacterized protein 5.31480097 2.29E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1390716_5 No roles mapped out of 0 KOs DUF2171 domain-containing protein 5.31165394 0.00034381 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
981571_9 Unknown function General Uncharacterized protein 5.31096542 2.20E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
571216_4 Transcription R polymerase DNA-directed RNA polymerase subunit beta 5.29918964 5.24E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1418551_7 Transport and binding proteins Unknown substrate MFS transporter 5.29141729 0.00019107 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales Rhizobiales bacterium
407265_1 Transport and binding proteins Carbohydrates, organic alcohols, and acids Acetate permease ActP (Cation/acetate symporter) 5.28756863 1.60E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1093008_7 No roles mapped out of 0 KOs Not_in_Uniref 5.27495324 8.67E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1230747_30 No roles mapped out of 1 KOs NADH-quinone oxidoreductase subunit N 5.26809815 1.43E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
360620_12 Transport and binding proteins Cations and iron carrying compounds Sodium transporter 5.2606594 5.10E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea Chryseolinea flava
1074834_4 Amino acid metabolism Arginine biosynthesis Argininosuccinate lyase 5.25715589 4.84E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Gemmatimonadetes Gemmatimonadetes bacterium
1581969_1 No roles mapped out of 0 KOs Uncharacterized protein 5.25443277 0.00039658 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria uncultured bacterium 5G12
591042_2 Amino acid metabolism Phenylalanine metabolism Bifunctional protein PaaZ/MaoC/YdbN 5.247376 8.89E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
384855_1 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 5.24652659 1.00E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta CaryophyllalesChenopodiaceaeBeta Beta vulgaris
573063_19 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 5.24446037 0.00051066 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
895617_1 No roles mapped out of 0 KOs Uncharacterized protein 5.2421852 0.00221854 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaePseudoxanthomonasPseudoxanthomonas indica
1836826_1 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-1,6-bisphosphatase class 1 5.23666132 3.68E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales
1494085_5 Regulatory functions Protein interactions Uncharacterized protein 5.2301195 9.66E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1686637_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L16 5.22456322 1.43E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
66792_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L25 5.2038411 7.67E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
297144_1 No roles mapped out of 0 KOs Regulator of rDNA transcription protein 15 5.20062225 8.51E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta Solanales Solanaceae Capsicum Capsicum baccatum
1610677_2 No roles mapped out of 0 KOs Serine/threonine protein kinase 5.19261689 1.63E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaFrankiales Frankiaceae Frankia Frankia sp. EUN1h
1084659_18 No roles mapped out of 0 KOs Not_in_Uniref 5.19209539 0.00113669 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1179593_3 No roles mapped out of 0 KOs Cell wall-associated hydrolase 5.19091211 0.00062311 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Nematoda Enoplea Trichinellida Trichuridae Trichuris Trichuris trichiura
30153_3 Defense and invasion systems Detoxification and inactivation Superoxide dismutase 5.17808605 5.56E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceae
384855_2 No roles mapped out of 0 KOs Uncharacterized protein 5.16748734 8.54E-12 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta Rosales Rosaceae
1240211_5 Prosthetic groups, cofactors, and carriers Porphyrin and chlorophyll metabolism Coproporphyrinogen-III oxidase 5.16672626 0.00014371 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
861234_2 No roles mapped out of 0 KOs Uncharacterized protein 5.15042919 0.00027974 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available marine sediment metagenome
926216_3 No roles mapped out of 0 KOs YgiQ family radical SAM protein 5.14272333 1.44E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeRamlibacter Ramlibacter sp. WS9
1521905_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L14, chloroplastic 5.13198804 0.00288506 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1484537_1 Translation tR and rR base modification tRNA-2-methylthio-N(6)-dimethylallyladenosine synthase 5.13013662 5.58E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeArenimonas Arenimonas oryziterrae
1180006_3 No roles mapped out of 0 KOs Hybrid sensor histidine kinase/response regulator 5.11326151 0.00104955 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1718580_4 No roles mapped out of 2 KOs General substrate transporter 5.11323699 0.00052741 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1028928_6 Prosthetic groups, cofactors, and carriers Folate biosynthesis Metallophos domain-containing protein 5.11007453 0.00641972 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
38831_3 Prosthetic groups, cofactors, and carriers Nicotinate and nicotinamide metabolism NAD(P) transhydrogenase subunit beta 5.10821865 8.38E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
1552793_12 Transcription R polymerase DNA-directed RNA polymerase subunit beta 5.10459839 4.77E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1146524_2 Nucleic acid metabolism D replication, recombination, and repair DNA polymerase III subunit gamma/tau 5.10046517 4.45E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas mephitis
243898_3 Carbohydrate metabolism Pyruvate metabolism dihydrolipoyllysine-residue acetyltransferase 5.09809899 3.51E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. URHB0020
423044_2 No roles mapped out of 0 KOs Uncharacterized protein 5.08612299 0.00024974 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli LactobacillalesStreptococcaceaeStreptococcus
1460281_3 No roles mapped out of 0 KOs PhaK-like protein 5.0718826 8.56E-14 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
780077_2 No roles mapped out of 0 KOs Uncharacterized protein 5.07037697 0.00122756 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1611036_1 No roles mapped out of 1 KOs Uncharacterized protein 5.06947191 0.00263933 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria GemmatimonadetesGemmatimonadetes
1338172_3 Transport and binding proteins Carbohydrates, organic alcohols, and acids C4-dicarboxylate transport protein 5.05779251 4.65E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax Variovorax sp. HW608
1740032_12 Amino acid metabolism Histidine metabolism Histidine biosynthesis bifunctional protein HisIE 5.04819784 0.00038577 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
263879_2 Carbohydrate metabolism Amino sugar and nucleotide sugar metabolism Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 5.02898073 0.00067404 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPseudonocardialesPseudonocardiaceaePseudonocardiaPseudonocardia thermophila
1230060_1 No roles mapped out of 0 KOs Uncharacterized protein 5.02042142 0.00233989 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda BranchiopodaDiplostraca Daphniidae Daphnia Daphnia magna
1685150_4 Energy metabolism Oxidative phosphorylation ATP synthase subunit beta 5.01763869 0.00345919 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
1061179_4 Translation Translation factors Elongation factor Tu 5.01092628 4.95E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
614951_1 No roles mapped out of 1 KOs Peroxidase 5.00963183 0.00220007 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicromonosporalesMicromonosporaceae Micromonosporaceae bacterium
1102318_29 No roles mapped out of 0 KOs NosD domain-containing protein 5.00852476 8.97E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea Thaumarchaeota Thaumarchaeota archaeon
1352391_13 No roles mapped out of 0 KOs Uncharacterized protein 5.00807487 1.74E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaEnterobacteralesMorganellaceaeXenorhabdus Xenorhabdus stockiae
1655683_32 Energy metabolism Oxidative phosphorylation Ubiquinol oxidase subunit 1 5.00154262 0.00263574 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chlamydiae Chlamydiia ParachlamydialesParachlamydiaceaeCandidatus Protochlamydia
522279_9 Amino acid metabolism Lysine degradation Acyl-CoA dehydrogenase 4.99385878 3.26E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium SCGC AG-212-J23
1404077_8 No roles mapped out of 2 KOs Succinic semialdehyde dehydrogenase 4.99221298 1.71E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
38831_2 Prosthetic groups, cofactors, and carriers Nicotinate and nicotinamide metabolism NAD(P) transhydrogenase subunit alpha 4.97831384 0.00020323 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
34908_4 Carbohydrate metabolism Citrate cycle (TCA cycle) Malate synthase G 4.96909426 0.00020498 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1456007_2 No roles mapped out of 0 KOs Cytochrome c oxidase accessory protein FixG 4.96130375 9.81E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
856846_2 No roles mapped out of 0 KOs EF-hand domain-containing protein 4.9609826 5.33E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium RIFCSPLOWO2_12_FULL_67_14b
1110173_10 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S3 4.94155314 3.49E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
254752_9 No roles mapped out of 0 KOs Uncharacterized protein 4.94139763 1.18E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1404077_7 Carbohydrate metabolism Ascorbate and aldarate metabolism Probable 5-dehydro-4-deoxyglucarate dehydratase 4.93859828 8.62E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
675379_1 Glycan biosynthesis and metabolism Polysacharide and lipopolysaccharide metabolism CBM_X domain-containing protein (Fragment) 4.93598644 0.00255426 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
712556_2 Cell structure, growth, and death Sporulation and germination SH3-like domain-containing protein 4.9351269 8.28E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaNitrosomonadalesNitrosomonadaceaeNitrosospira Nitrosospira sp. Nsp2
1244271_2 Intracellular trafficking, assembly, and processing Peptidases Methionine aminopeptidase 4.92800136 5.27E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales
1281130_2 Nucleic acid metabolism Purine metabolism Amidophosphoribosyltransferase 4.92564222 3.90E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
83135_4 Carbohydrate metabolism Propanoate metabolism Acyl-CoA dehydrogenase 4.92276579 0.00010519 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1503929_6 Carbohydrate metabolism Ascorbate and aldarate metabolism Probable 5-dehydro-4-deoxyglucarate dehydratase 4.89810325 2.40E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
205678_4 Carbohydrate metabolism Pyruvate metabolism Dihydrolipoamide acetyltransferase component of pyruvate dehydrogenase complex4.89653702 6.55E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
1730078_2 No roles mapped out of 0 KOs Bacteriophage replication 4.88894815 0.00066411 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus stratosphericus
635797_1 No roles mapped out of 0 KOs Uncharacterized protein 4.88814083 0.0013961 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes ErysipelotrichiaErysipelotrichalesErysipelotrichaceaeCoprobacillusCoprobacillus sp. 8_1_38FAA
231196_4 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 1 4.88222726 0.00028281 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
259152_3 Transport and binding proteins Unknown substrate ABC transporter ATP-binding protein 4.87989825 0.00051157 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1552793_31 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L14 4.87071094 0.00011824 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
857039_2 No roles mapped out of 0 KOs LysM domain protein 4.86916728 1.67E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia Lautropia mirabilis
37594_3 Amino acid metabolism Histidine metabolism 1-(5-phosphoribosyl)-5-[(5-phosphoribosylamino)methylideneamino] imidazole-4-carboxamide isomerase4.86847572 0.00022555 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_68_19
774761_1 Translation Translation factors Elongation factor G 4.86787946 0.00063066 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrobacteriaceae
1330704_5 Carbohydrate metabolism Citrate cycle (TCA cycle) Fe/S-dependent 2-methylisocitrate dehydratase AcnD 4.86782667 1.67E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacterSteroidobacter sp. JW-3
1783104_1 No roles mapped out of 0 KOs MBL fold metallo-hydrolase 4.85738318 9.85E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeRamlibacter Ramlibacter sp. WS9
856223_5 No roles mapped out of 1 KOs Aerobic C4-dicarboxylate transport protein 4.85322516 0.00185207 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria PlanctomycetesPlanctomycetiaPlanctomycetalesPlanctomycetaceaePlanctomycesPlanctomyces sp. SH-PL14
1407636_29 Carbohydrate metabolism Ascorbate and aldarate metabolism D-glucarate dehydratase 4.85298107 3.35E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum humi
768127_2 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 4.83919942 0.00109804 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesRhodospirillaceaePararhodospirillumPararhodospirillum photometricum
486414_4 Cell motility and adherance Surface structures and assembly platforms Twitching motility protein PilT 4.83240327 4.19E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Burkholderiales bacterium RIFCSPLOWO2_12_FULL_64_99
811752_9 Carbohydrate metabolism Glycolysis / Gluconeogenesis Triosephosphate isomerase 4.82673429 0.00263574 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
205599_4 Carbohydrate metabolism Amino sugar and nucleotide sugar metabolism UTP--glucose-1-phosphate uridylyltransferase 4.82336333 2.38E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
545545_10 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein ClpB 4.82161751 9.02E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1692377_2 Amino acid metabolism Valine, leucine and isoleucine metabolism Acetolactate synthase 4.81950069 1.83E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium
950670_4 Nucleic acid metabolism D replication, recombination, and repair DNA topoisomerase 1 4.81513275 9.47E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia Cytophagales Chryseolinea
1163302_24 No roles mapped out of 0 KOs DctM domain-containing protein 4.80622992 2.13E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
495835_1 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 4.80533501 0.00011437 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
1140611_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta 4.79972646 5.30E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceae
1190734_3 No roles mapped out of 0 KOs Uncharacterized protein 4.79602224 9.08E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcalesPolyangiaceaeSorangium Sorangium cellulosum
1025208_3 Amino acid metabolism Glycine, serine and threonine metabolism Serine hydroxymethyltransferase 4.79534783 4.69E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteria Alphaproteobacteria bacterium ADurb.BinA280
1002646_3 No roles mapped out of 1 KOs LemA family protein 4.79424621 0.00059669 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1316943_3 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 4.78740776 1.03E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Burkholderiales bacterium
75684_15 Prosthetic groups, cofactors, and carriers Nicotinate and nicotinamide metabolism NAD(P) transhydrogenase subunit beta 4.78403727 4.99E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K2R10-39
708722_5 No roles mapped out of 0 KOs FecR domain-containing protein 4.77499981 0.00240506 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Verrucomicrobia Verrucomicrobia bacterium
1748506_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S11 4.77128688 0.01719782 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria



72413_3 Translation Translation factors Elongation factor Tu (Fragment) 4.76991206 2.58E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta CaryophyllalesChenopodiaceaeBeta Beta vulgaris
1505443_6 Translation Translation factors Elongation factor Tu 4.76646335 0.00492035 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrococcaceaeArthrobacter
1385760_2 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 4.76238434 3.36E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1456653_1 No roles mapped out of 0 KOs Outer membrane porin, OprD family 4.74094051 6.42E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1270461_1 No roles mapped out of 0 KOs Not_in_Uniref 4.73154596 0.00639991 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1269361_2 No roles mapped out of 0 KOs Not_in_Uniref 4.71280405 6.66E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1215842_11 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L14 4.6718089 1.14E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1481095_2 No roles mapped out of 1 KOs NADH dehydrogenase subunit 2 4.65196292 5.05E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Ascomycota SordariomycetesSordariales ChaetomiaceaeChaetomium Chaetomium thermophilum
1163302_28 Carbohydrate metabolism Ascorbate and aldarate metabolism Epimerase domain-containing protein 4.64594136 2.10E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
130682_4 Carbohydrate metabolism Pentose phosphate pathway Transketolase 4.64142027 0.00038871 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaePseudoxanthomonasPseudoxanthomonas wuyuanensis
1093216_2 Carbohydrate metabolism Citrate cycle (TCA cycle) Fumarate hydratase 4.64136159 0.00016194 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1039348_6 No roles mapped out of 0 KOs Uncharacterized protein 4.63221104 0.00656905 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Chordata Ascidiacea StolidobranchiaStyelidae
1269361_3 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 4.62195412 7.10E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Ascomycota SordariomycetesHypocreales HypocreaceaeTrichoderma Trichoderma atroviride
528389_1 Cell structure, growth, and death Sporulation and germination SpoVR family protein 4.62091695 0.00271055 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
1538449_6 Transcription R polymerase DNA-directed RNA polymerase subunit beta 4.59717324 1.12E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
1612601_7 Nucleic acid metabolism Pyrimidine metabolism Carbamoyl-phosphate synthase large chain 4.59701258 7.08E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1724464_1 Defense and invasion systems Invasion response DNA excision repair protein ERCC-2 4.59689346 8.14E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
225966_1 Nucleic acid metabolism D replication, recombination, and repair UvrABC system protein B 4.59215266 0.00011128 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae Comamonadaceae bacterium
1730248_4 Energy metabolism Oxidative phosphorylation Succinate dehydrogenase iron-sulfur subunit 4.59075096 0.00024604 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RBG_16_66_20
1776123_1 No roles mapped out of 0 KOs Uncharacterized protein 4.58669101 0.00212155 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria uncultured bacterium 5G12
1538449_7 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L7/L12 4.57891155 2.24E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K1R23-30
1133080_4 No roles mapped out of 1 KOs Dipeptide epimerase 4.55906474 0.00233336 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Eremiobacteraeota Candidatus Eremiobacteraeota bacterium
896698_1 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 4.55534318 9.97E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales LachnospiraceaeBlautia [Ruminococcus] torques
1005309_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 4.54774243 0.00017657 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia Lautropia mirabilis
273367_13 Carbohydrate metabolism Glyoxylate and dicarboxylate metabolism Uncharacterized protein 4.54358402 1.04E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesFlavobacteriiaFlavobacterialesFlavobacteriaceaeAquimarina Aquimarina atlantica
1607277_2 Signal transduction Taxis Hybrid sensor histidine kinase/response regulator 4.54139796 0.00043454 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus sp. SRB_336
1288842_1 Nucleic acid metabolism Pyrimidine metabolism Carbamoyl-phosphate synthase large chain 4.5398897 2.63E-10 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
332265_5 No roles mapped out of 0 KOs Metallophosphatase 4.51606237 0.00732029 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrobacteriaceaePontimonas Pontimonas salivibrio
543590_2 Energy metabolism Oxidative phosphorylation Cytochrome-c oxidase, cbb3-type subunit II 4.51181032 0.00014709 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_02_FULL_62_17
929394_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 4.51104214 0.00063343 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales HyphomicrobiaceaeHyphomicrobiumHyphomicrobium nitrativorans
1821057_4 No roles mapped out of 0 KOs Not_in_Uniref 4.50095603 6.56E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
547465_14 Defense and invasion systems Detoxification and inactivation Alkyl hydroperoxide reductase subunit F 4.50058106 0.00028281 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1552793_8 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L10 4.49349204 0.00046054 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli
1453520_3 Transcription R polymerase DNA-directed RNA polymerase subunit beta 4.49098125 1.07E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
904890_4 No roles mapped out of 0 KOs TonB_C domain-containing protein 4.49094196 8.70E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria Gammaproteobacteria bacterium
1165362_1 Amino acid metabolism Arginine and proline metabolism Uncharacterized protein 4.48882824 5.13E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
673400_12 Translation Translation factors Elongation factor Tu 4.48609759 0.00086645 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
479615_5 Intracellular trafficking, assembly, and processing Peptidases type I methionyl aminopeptidase 4.48576081 0.00033273 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas mephitis
845725_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 4.48507579 0.00031214 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales
537245_6 No roles mapped out of 0 KOs hypothetical protein 4.47804372 7.54E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria AcidobacteriaAcidobacteriiaAcidobacterialesAcidobacteriaceae Acidobacteriaceae bacterium KBS 96
53437_2 No roles mapped out of 1 KOs Alpha-L-fucosidase 2 4.4617352 0.00589144 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesBacteroidia BacteroidalesPorphyromonadaceae
1078208_2 Translation Translation factors Elongation factor Tu 4.44815401 0.00332095 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
1777969_3 Regulatory functions General GTP-binding protein TypA 4.44181879 0.00042181 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
73964_1 No roles mapped out of 0 KOs Uncharacterized protein 4.43604889 0.00140983 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
925225_18 Carbohydrate metabolism Glycolysis / Gluconeogenesis 2,3-bisphosphoglycerate-independent phosphoglycerate mutase 4.42871072 4.17E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1433536_8 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 4.4195939 0.00012954 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceae
1654117_5 Transcription Transcription factors RNA polymerase sigma factor RpoD 4.41578393 0.00116642 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K2R10-39
1723475_26 Intracellular trafficking, assembly, and processing Peptidases Peptidase S11 D-alanyl-D-alanine carboxypeptidase 1 4.41015537 0.00016797 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacteralesConexibacteraceaeConexibacter Conexibacter woesei
587652_13 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L21 4.40401672 1.51E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_62_13
1026139_1 Carbohydrate metabolism Citrate cycle (TCA cycle) 2-oxoglutarate dehydrogenase E1 component 4.40256783 0.00037401 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas sp. H23
1176828_36 Amino acid metabolism Arginine and proline metabolism Arginine decarboxylase Ornithine decarboxylase Lysine decarboxylase 4.39178303 0.00769051 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1809750_1 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamate synthase (NADPH/NADH) large chain 4.38741504 1.04E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeSediminibacteriumSediminibacterium goheungense
907488_2 Transport and binding proteins Unknown substrate ABC transporter ATP-binding protein 4.37815502 0.00011862 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
534926_8 No roles mapped out of 1 KOs Aldehyde dehydrogenase 4.36787277 9.56E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales Xanthomonadales bacterium
1462477_4 Translation Transfer R biogenesis Serine--tRNA ligase 4.3668941 9.26E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeRamlibacter Ramlibacter sp. WS9
1486177_24 Carbohydrate metabolism Pyruvate metabolism Dihydrolipoyl dehydrogenase 4.36176819 0.00315635 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceae Cytophagaceae bacterium Ys
735279_3 Transport and binding proteins General TolB_N domain-containing protein 4.35744285 6.91E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria AcidobacteriaAcidobacteriiaAcidobacterialesAcidobacteriaceaeAcidobacteriumAcidobacterium sp.
1308127_3 No roles mapped out of 0 KOs Cytochrome c oxidase accessory protein CcoG 4.3550289 5.22E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
1748773_2 Translation Translation factors Elongation factor G 4.35205213 0.00268218 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria Gammaproteobacteria bacterium
584197_9 Prosthetic groups, cofactors, and carriers Nicotinate and nicotinamide metabolism NAD(P) transhydrogenase subunit beta 4.34590302 4.83E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
134929_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein ClpB 4.34046918 0.00049802 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
764500_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L21 4.32461823 0.01874874 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
618789_2 Transport and binding proteins Unknown substrate ABC transporter 4.3231387 7.36E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
106446_1 No roles mapped out of 0 KOs Uncharacterized protein 4.31544831 1.42E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Parcubacteria Parcubacteria bacterium C7867-001
786183_3 No roles mapped out of 0 KOs amidohydrolase 4.31141245 0.00075533 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesRhodospirillaceae Rhodospirillaceae bacterium SYSU D60006
640547_1 No roles mapped out of 0 KOs Uncharacterized protein 4.30789624 0.00198185 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1800590_2 No roles mapped out of 0 KOs Histidine kinase domain-containing protein 4.30091309 0.00460324 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Actinobacteria Actinobacteria bacterium RBG_19FT_COMBO_70_19
9737_3 Nucleic acid metabolism R degradation Ribonuclease Y 4.29605327 0.00011885 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1453520_1 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L7/L12 4.29591375 5.79E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K1R23-30
634992_5 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein DnaK 4.28808715 0.00756081 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1552793_24 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L2 4.27826957 0.00097666 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae
1163302_27 Carbohydrate metabolism Pentose and glucuronate interconversions SGL domain-containing protein 4.27554292 9.38E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
604141_8 No roles mapped out of 0 KOs Uncharacterized protein 4.27375639 0.00014069 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesSphingobacteriiaSphingobacteriales Sphingobacteriales bacterium 46-32
1657011_1 Transport and binding proteins Carbohydrates, organic alcohols, and acids MFS domain-containing protein 4.27253579 1.27E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria uncultured bacterium
1453206_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 4.26876258 5.82E-09 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeNoviherbaspirillumNoviherbaspirillum sp. K1S02-23
1447709_2 No roles mapped out of 0 KOs Uncharacterized protein 4.26497576 0.0033389 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available mine drainage metagenome
1079050_1 Translation Transfer R biogenesis Alanine--tRNA ligase 4.26171955 0.00080638 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas sp. H23
1093216_59 Regulatory functions General Translational GTPase TypA 4.24681546 0.00794828 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
823903_1 No roles mapped out of 0 KOs Not_in_Uniref 4.2360189 0.00560312 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
379609_2 No roles mapped out of 0 KOs Tetratricopeptide repeat-containing protein 4.22759909 2.92E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
189587_5 Regulatory functions D interactions Uncharacterized protein 4.2093897 9.15E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available marine sediment metagenome
761223_41 Carbohydrate metabolism Citrate cycle (TCA cycle) Succinate--CoA ligase [ADP-forming] subunit alpha 4.20204024 2.25E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1185175_5 Transport and binding proteins Amino acids, peptides and amines MFS transporter, MHS family, citrate/tricarballylate:H+ symporter 4.19631542 2.46E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
91892_3 Nucleic acid metabolism D replication, recombination, and repair ATP-dependent DNA helicase Rep 4.19627382 3.63E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
690815_15 No roles mapped out of 0 KOs Not_in_Uniref 4.17070901 1.73E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
775843_3 Translation Translation factors Elongation factor G 4.16560293 0.01553897 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria
1663605_19 No roles mapped out of 0 KOs Not_in_Uniref 4.16471064 1.23E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
767795_2 No roles mapped out of 0 KOs Porin 4.15837176 3.77E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales HyphomicrobiaceaeRhodoplanes Rhodoplanes sp. Z2-YC6860
1216251_7 No roles mapped out of 0 KOs Uncharacterized protein 4.15637456 2.68E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi AnaerolineaeAnaerolineales Anaerolineales bacterium
505102_9 Energy metabolism Nitrogen metabolism Nitrite/sulfite reductase 4.15600596 5.24E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K2R10-39
373123_6 No roles mapped out of 0 KOs peptidoglycan DD-metalloendopeptidase family protein 4.14713429 2.80E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacter
1130337_4 No roles mapped out of 0 KOs Uncharacterized protein 4.14413119 0.00026803 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria uncultured bacterium 5G12
1439199_3 No roles mapped out of 0 KOs phospholipid carrier-dependent glycosyltransferase 4.14151012 3.31E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacterales Solirubrobacterales bacterium URHD0059
499563_51 No roles mapped out of 1 KOs DNA polymerase 4.12510164 4.46E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum sp. K1R23-30
1341493_3 No roles mapped out of 1 KOs PASTA domain-containing protein 4.12387775 1.33E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceae Cytophagaceae bacterium Ys
690084_3 Prosthetic groups, cofactors, and carriers Folate biosynthesis Alkaline phosphatase D 4.12292954 2.97E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria PlanctomycetesPlanctomycetiaPlanctomycetalesIsosphaeraceaeSingulisphaeraSingulisphaera sp. GP187
1811678_19 Transport and binding proteins Carbohydrates, organic alcohols, and acids Uncharacterized protein 4.12290859 0.00143697 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1541479_4 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 4.11794385 3.61E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium
842494_1 Translation Translation factors Translation initiation factor IF-2 4.11565743 0.00021027 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
356645_2 No roles mapped out of 1 KOs Parallel beta-helix repeat (Two copies) 4.10824424 1.89E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaJiangellales JiangellaceaeJiangella Jiangella alkaliphila
1407558_3 No roles mapped out of 1 KOs DUF218 domain-containing protein 4.10459079 2.69E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria AcidobacteriaBlastocatellia Blastocatellia bacterium
204553_4 No roles mapped out of 0 KOs TlpA family protein disulfide reductase 4.1033775 1.87E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales BradyrhizobiaceaeBradyrhizobium
53547_14 No roles mapped out of 0 KOs Oxidoreductase domain protein 4.09356433 7.33E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria PlanctomycetesPlanctomycetiaPlanctomycetalesPlanctomycetaceaePirellula Pirellula staleyi
917448_1 Translation Translation factors Elongation factor G 4.08904682 2.00E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
640155_4 No roles mapped out of 2 KOs Polyketide synthase 4.08826201 1.89E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceae Cytophagaceae bacterium Ys
252905_2 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-1,6-bisphosphate aldolase, class II 4.07580338 0.01281825 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
803199_29 Transport and binding proteins Amino acids, peptides and amines ABC transporter ATP-binding protein 4.07190705 1.06E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPropionibacterialesNocardioidaceaeMarmoricola Marmoricola sp. 4Q3S-7
531944_2 No roles mapped out of 0 KOs Uncharacterized protein 4.06444797 6.12E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available hydrothermal vent metagenome
235567_4 No roles mapped out of 0 KOs DSBA domain-containing protein 4.06153778 5.30E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteria Alphaproteobacteria bacterium HGW-Alphaproteobacteria-5
949547_42 No roles mapped out of 0 KOs Not_in_Uniref 4.0610814 3.04E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1023270_2 No roles mapped out of 0 KOs hypothetical protein 4.05620268 9.35E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacterSteroidobacter cummioxidans
257755_1 Metabolism of other amino acids and amines Taurine and hypotaurine metabolism taurine dioxygenase 4.05420797 1.83E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaCorynebacterialesNocardiaceaeNocardia Nocardia beijingensis
1026914_13 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Uncharacterized protein 4.05253942 5.34E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteria Deltaproteobacteria bacterium RBG_13_43_22
1751819_4 Transport and binding proteins Amino acids, peptides and amines Glutamine transport ATP-binding protein GlnQ 4.05046899 0.00013149 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
281575_5 No roles mapped out of 0 KOs Carb-bd_dom_fam9 domain-containing protein 4.0446143 0.00209847 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1827927_2 Carbohydrate metabolism Starch and sucrose metabolism Concanavalin A-like lectin/glucanase superfamily protein 4.04365103 6.75E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicromonosporalesMicromonosporaceaeCatellatosporaCatellatospora citrea
976511_2 No roles mapped out of 0 KOs Uncharacterized protein 4.04256497 0.00013981 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
861287_4 Translation Translation factors Elongation factor Tu 4.03461746 0.01099073 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
164539_2 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 4.03443489 0.00070123 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaChromatialesEctothiorhodospiraceaeThioalkalivibrio
967873_6 No roles mapped out of 0 KOs DNA-binding response regulator, NarL/FixJ family, contains REC and HTH domains4.02959758 2.19E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPseudonocardialesPseudonocardiaceaeAlloactinosynnemaAlloactinosynnema iranicum
707138_80 No roles mapped out of 0 KOs Not_in_Uniref 4.02949964 3.61E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1187439_4 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamine amidotransferase type-2 domain-containing protein (Fragment)4.02299479 4.95E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
319163_1 Carbohydrate metabolism Butanoate metabolism Acyl-CoA dehydrogenase 4.02229725 0.0004839 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia Lautropia sp. SCN 70-15
826564_1 No roles mapped out of 0 KOs hypothetical protein 4.00034929 0.00659773 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaAlteromonadalesPsychromonadaceaePsychromonasPsychromonas ossibalaenae
1196330_16 Carbohydrate metabolism Citrate cycle (TCA cycle) Multifunctional oxoglutarate decarboxylase/oxoglutarate dehydrogenase thiamine pyrophosphate-binding subunit/dihydrolipoyllysine-residue succinyltransferase subunit3.99764364 0.01354791 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaNitriliruptoriaEgibacteralesEgibacteraceaeEgibacter Egibacter rhizosphaerae
368174_36 Transport and binding proteins Unknown substrate Putative ABC transport system permease protein 3.99234957 0.00021556 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
765495_5 No roles mapped out of 0 KOs Uncharacterized protein 3.98611307 3.95E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Gemmatimonadetes Gemmatimonadetes bacterium
1000603_4 Cell structure, growth, and death Cell division Segregation and condensation protein A 3.98411836 2.73E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
1735229_3 Cell structure, growth, and death Cell division Cell division protein FtsZ 3.9829649 3.90E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1351723_1 No roles mapped out of 0 KOs Uncharacterized protein 3.98119858 0.00102723 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrococcaceaePseudoglutamicibacterPseudoglutamicibacter albus
1762484_2 No roles mapped out of 0 KOs PepSY domain-containing protein (Fragment) 3.97520246 0.00038193 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea Thaumarchaeota Nitrosopumilales Nitrosopumilales archaeon
1278882_6 Fatty acid and lipid metabolism Biosynthesis Enoyl-[acyl-carrier protein] reductase II 3.97318951 3.29E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
805277_1 No roles mapped out of 0 KOs Glucose starvation-inducible protein B 3.96984206 0.0070738 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1748671_6 Translation Translation factors Elongation factor Tu 3.96911977 7.44E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria
705609_1 No roles mapped out of 0 KOs Uncharacterized protein 3.96010305 5.50E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeBurkholderia Burkholderia cenocepacia
1000560_7 No roles mapped out of 0 KOs TPP_enzyme_C domain-containing protein 3.95722165 0.00034769 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteria
1298031_2 Fatty acid and lipid metabolism Biosynthesis 3-oxoacyl-ACP synthase 3.95385414 0.00097906 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaCaulobacteralesCaulobacteraceaePhenylobacterium
271871_2 No roles mapped out of 0 KOs Uncharacterized protein 3.93776665 0.00011262 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
367104_3 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 3.93733695 0.00734874 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota MucoromycotaMortierellomycetesMortierellalesMortierellaceaeMortierella Mortierella elongata
1649027_1 No roles mapped out of 0 KOs hypothetical protein 3.91889457 3.08E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales MethylobacteriaceaeMicrovirga Microvirga sp. CCBAU 65841
1333103_25 No roles mapped out of 0 KOs N-acetyltransferase domain-containing protein 3.9187336 2.59E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
750337_2 No roles mapped out of 0 KOs Uncharacterized protein 3.91840493 2.12E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Mollusca
1732241_3 No roles mapped out of 0 KOs DUF4398 domain-containing protein 3.91327695 6.13E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
998752_13 No roles mapped out of 0 KOs Uncharacterized protein 3.9130064 0.0015426 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae LysinibacillusLysinibacillus sp. AC-3
1725684_2 No roles mapped out of 0 KOs Uncharacterized protein 3.91108393 4.69E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus endophyticus
848048_3 Xenobiotics biodegradation and metabolism Caprolactam degradation hypothetical protein 3.90935047 5.88E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPseudonocardialesPseudonocardiaceaePseudonocardia
1200542_4 No roles mapped out of 0 KOs Beta-lactamase 3.90839257 1.83E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria GemmatimonadetesGemmatimonadetesGemmatimonadalesGemmatimonadaceaeGemmatirosaGemmatirosa kalamazoonesis
1547842_6 No roles mapped out of 1 KOs Beta-CASP ribonuclease aCPSF1 3.90441837 7.17E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea Thaumarchaeota Thaumarchaeota archaeon
1798402_8 No roles mapped out of 0 KOs helix-turn-helix domain-containing protein 3.89686044 0.00019091 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaCorynebacterialesMycobacteriaceaeMycolicibacteriumMycolicibacterium sp. CR10
755270_1 Nucleic acid metabolism Purine metabolism Dihydropyrimidinase 3.89213803 0.00014051 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaRubrobacteriaRubrobacteralesRubrobacteraceaeRubrobacter Rubrobacter xylanophilus
1613702_4 No roles mapped out of 0 KOs Peptidase_M56 domain-containing protein 3.87346001 0.03372072 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Gemmatimonadetes Gemmatimonadetes bacterium
1227451_1 Defense and invasion systems Restriction-modification systems Uncharacterized protein 3.87083425 0.0002587 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesBacteroidia BacteroidalesTannerellaceaeParabacteroidesParabacteroides distasonis
594335_10 Regulatory functions D interactions Putative response regulator, NarL family 3.87043941 7.67E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
236453_1 No roles mapped out of 0 KOs Uncharacterized protein 3.86747552 3.28E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1845268_1 Energy metabolism Oxidative phosphorylation Cytochrome bo3 quinol oxidase subunit 1 apoprotein 3.86501825 0.00021639 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeCupriavidus
1806152_17 No roles mapped out of 0 KOs YcxB domain-containing protein 3.8516144 3.09E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
861234_1 No roles mapped out of 0 KOs Not_in_Uniref 3.8499782 0.00560997 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1807984_24 No roles mapped out of 1 KOs GNAT family N-acetyltransferase 3.841305 8.32E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
195147_8 No roles mapped out of 1 KOs Epimerase domain-containing protein 3.8392188 0.00018608 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcales Myxococcales bacterium 68-20
368185_1 No roles mapped out of 0 KOs Not_in_Uniref 3.83618884 0.00444994 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1453424_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 3.83492579 0.00043751 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
628553_10 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin 3.83487772 0.01249826 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
1558027_3 Regulatory functions Protein interactions GAF domain-containing protein 3.8310849 0.00018174 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
1588868_1 No roles mapped out of 0 KOs Not_in_Uniref 3.83065496 0.00027214 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
923605_4 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 3.82314413 5.89E-11 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1066700_21 No roles mapped out of 0 KOs Uncharacterized protein 3.82273103 0.00017034 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
9304_137 Prosthetic groups, cofactors, and carriers Porphyrin and chlorophyll metabolism cob(I)yrinic acid a,c-diamide adenosyltransferase 3.82081451 0.00047476 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillumHerbaspirillum autotrophicum
927225_6 Transport and binding proteins Carbohydrates, organic alcohols, and acids Putative glucarate transporter 3.81429058 2.82E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1098268_11 Signal transduction Two-component systems Uncharacterized protein 3.81083913 0.00013807 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacterales Solirubrobacterales bacterium
933916_5 No roles mapped out of 0 KOs Uncharacterized protein 3.80942574 0.00010371 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria Gammaproteobacteria bacterium
1798539_6 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis NDP-hexose 4-ketoreductase 3.8090262 0.00047898 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Actinobacteria Actinobacteria bacterium HGW-Actinobacteria-3
352267_1 No roles mapped out of 0 KOs Amidohydro-rel domain-containing protein 3.79987434 5.44E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesRhodospirillaceae Rhodospirillaceae bacterium
1590301_6 No roles mapped out of 0 KOs Uncharacterized protein 3.79195643 0.00758853 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria uncultured bacterium
830185_2 Fatty acid and lipid metabolism Biosynthesis Putative omega-3 polyunsaturated fatty acid synthase PfaBC 3.77453518 0.02233721 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaAcidimicrobiiaAcidimicrobialesIlumatobacteraceaeIlumatobacterIlumatobacter coccineus
285082_3 Glycan biosynthesis and metabolism Peptidoglycan metabolism D-alanine--D-alanine ligase 3.76237887 0.00029432 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaSphingomonadalesSphingomonadaceaeSphingomonasSphingomonas sp. 17J27-24
1408126_2 No roles mapped out of 0 KOs hypothetical protein 3.76200386 0.0002217 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacteralesSolirubrobacteraceaeSolirubrobacterSolirubrobacter sp. URHD0082
694355_1 No roles mapped out of 0 KOs Recombination protein RecT 3.76040193 0.00066358 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
472393_1 Transport and binding proteins Cations and iron carrying compounds Cation:proton antiporter 3.76005435 0.00068205 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Rhizobacter Rhizobacter sp. Root1221
1282802_2 No roles mapped out of 0 KOs FAD-dependent oxidoreductase 3.75896741 4.88E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteria Actinobacteria bacterium
899347_3 Nucleic acid metabolism Pyrimidine metabolism Dihydropyrimidine dehydrogenase [NADP+] 3.75874578 0.00684653 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1805992_9 Nucleic acid metabolism D replication, recombination, and repair MCM domain-containing protein 3.75848428 1.36E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteria Actinobacteria bacterium
843349_2 No roles mapped out of 0 KOs TPR_REGION domain-containing protein 3.75708755 0.00015066 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Rokubacteria Candidatus Rokubacteria bacterium
1554933_3 No roles mapped out of 0 KOs Uncharacterized protein 3.75545229 0.00031042 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
643193_3 Nucleic acid metabolism D replication, recombination, and repair Chromosomal replication initiator protein DnaA 3.74122546 0.00020914 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaStreptomycetalesStreptomycetaceaeStreptomyces
724605_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L4 3.73721715 0.00046528 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Gemmatimonadetes Gemmatimonadetes bacterium
927225_7 No roles mapped out of 0 KOs Uncharacterized protein 3.72957736 2.26E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1169231_2 No roles mapped out of 0 KOs Uncharacterized protein 3.71760542 0.00020125 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales Xanthomonadales bacterium
933781_5 Fatty acid and lipid metabolism Biosynthesis Carbamoyl phosphate synthase 3.71427644 0.00010492 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteria Actinobacteria bacterium
665705_8 Transport and binding proteins Amino acids, peptides and amines Leucine/isoleucine/valine transporter subunit ATP-binding component of ABC superfamily3.71208769 6.46E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteria uncultured Alphaproteobacteria bacterium
831882_44 Regulatory functions Protein interactions Metalloprotease TldD 3.71177703 0.00012933 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
1090656_2 Transport and binding proteins Anions Na+-dependent transporter 3.71066156 0.00268953 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPseudonocardialesPseudonocardiaceaeAmycolatopsis
1681864_6 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Lipoprotein-releasing system ATP-binding protein LolD 3.70597813 0.00911363 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLysobacter Lysobacter sp. WF-2
927225_5 Carbohydrate metabolism Pentose and glucuronate interconversions D-galactarate dehydratase 3.7029789 5.77E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
95931_2 Transport and binding proteins Amino acids, peptides and amines Peptide ABC transporter substrate-binding protein 3.69668953 8.20E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales Clostridiales bacterium
500836_1 Cell motility and adherance Adhesins filamentous hemagglutinin N-terminal domain-containing protein 3.69216391 0.04836326 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacterSteroidobacter sp. JW-3
994822_1 No roles mapped out of 0 KOs DUF1016 domain-containing protein 3.68865478 0.00374659 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Candidatus AccumulibacterCandidatus Accumulibacter phosphatis
1742066_5 Transport and binding proteins Carbohydrates, organic alcohols, and acids UgpA 3.68558323 1.43E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1404077_9 Carbohydrate metabolism Pentose and glucuronate interconversions D-galactarate dehydratase 3.67959712 5.81E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available



1228759_2 No roles mapped out of 0 KOs Uncharacterized protein 3.67409836 0.01187587 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available mine drainage metagenome
1082862_1 No roles mapped out of 0 KOs Uncharacterized protein 3.67393362 5.02E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria
642012_6 Transport and binding proteins Unknown substrate ABC-2 type transporter 3.67331149 3.89E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1412759_3 No roles mapped out of 0 KOs Non-ribosomal peptide synthetase 3.6510336 0.00245877 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1246527_5 No roles mapped out of 0 KOs Enoyl-[acyl-carrier-protein] reductase [NADPH] 3.63628768 0.00022349 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
306306_4 Transport and binding proteins Anions Alpha-ketoglutarate permease 3.62819096 2.56E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1352736_1 No roles mapped out of 1 KOs Carbon-nitrogen family hydrolase 3.62795628 9.90E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaGeodermatophilalesGeodermatophilaceaeBlastococcus
863253_2 No roles mapped out of 0 KOs Not_in_Uniref 3.61683388 0.03240528 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
968432_1 Carbohydrate metabolism Amino sugar and nucleotide sugar metabolism Putative UDP-glucose-hexose-1-phosphate uridylyltransferase 3.61258094 0.00010879 Polysaccharide_EnrichedRelativeto_SimpleSubstratesArchaea Thaumarchaeota
782474_7 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH 3.60268762 0.00130262 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
792342_1 No roles mapped out of 0 KOs Acyl_transf_3 domain-containing protein 3.60044158 0.00077716 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaAcidimicrobiiaAcidimicrobialesIlumatobacteraceaeIlumatobacterIlumatobacter sp.
1292802_3 No roles mapped out of 0 KOs Uncharacterized protein 3.59621066 0.04078319 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacterales Solirubrobacterales bacterium 70-9
1060822_2 Prosthetic groups, cofactors, and carriers Porphyrin and chlorophyll metabolism Uroporphyrinogen-III C-methyltransferase 3.58889415 0.00020914 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
379332_5 Transcription Transcription factors RNA polymerase sigma factor RpoH 3.58630377 0.00907921 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
273027_2 No roles mapped out of 0 KOs Not_in_Uniref 3.58032704 0.00106102 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1340946_33 No roles mapped out of 0 KOs Cell wall-associated hydrolase 3.57875365 0.00973601 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Chlamydiae Chlamydiia ChlamydialesChlamydiaceaeChlamydia
311385_5 No roles mapped out of 0 KOs Uncharacterized protein 3.56346287 0.00029771 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteria Deltaproteobacteria bacterium 13_1_40CM_4_54_4
1544499_11 Nucleic acid metabolism Purine metabolism Phosphoribosylformylglycinamidine cyclo-ligase 3.5368746 0.00039658 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Verrucomicrobia Verrucomicrobia bacterium
394171_3 Carbohydrate metabolism Glyoxylate and dicarboxylate metabolism Isocitrate lyase 3.53296523 2.40E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas
1562867_2 Cell motility and adherance Surface structures and assembly platforms PilT/PilU family type 4a pilus ATPase 3.52245772 0.00212798 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesRhodanobacteraceaeRudaea Rudaea sp. 3F27F6
1016851_10 Amino acid metabolism Glycine, serine and threonine metabolism Gamma-aminobutyrate:alpha-ketoglutarate aminotransferase 3.51694176 0.00646944 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
171073_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta 3.51292975 0.00621547 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
175059_15 No roles mapped out of 0 KOs Histidine kinase domain-containing protein 3.51216298 0.00026852 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Actinobacteria Actinobacteria bacterium RBG_19FT_COMBO_70_19
823313_2 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein translocase subunit SecA 3.50525523 0.00028406 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
793992_2 No roles mapped out of 0 KOs Not_in_Uniref 3.50270642 0.03763151 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
624962_1 Nucleic acid metabolism D replication, recombination, and repair DNA gyrase subunit B 3.50101351 0.04218191 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
1164012_5 Carbohydrate metabolism Galactose metabolism Aldose epimerase 3.48920013 0.00180536 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
7015_1 No roles mapped out of 0 KOs Uncharacterized protein 3.48358393 0.04493039 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Chordata Ascidiacea StolidobranchiaStyelidae
299220_3 No roles mapped out of 0 KOs Uncharacterized protein 3.47798042 0.01307765 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria candidate division WOR-1 bacterium DG_54_3
1560177_5 No roles mapped out of 0 KOs Not_in_Uniref 3.47739258 0.00022163 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
481642_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L35 3.47557166 0.00089563 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
553529_4 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein ClpB 3.47352902 0.01071703 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1789973_2 No roles mapped out of 0 KOs Uncharacterized protein 3.47341581 0.01153225 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria candidate division WWE3 candidate division WWE3 bacterium RIFCSPLOWO2_01_FULL_41_9
768127_1 No roles mapped out of 0 KOs Uncharacterized protein 3.47173773 0.0025698 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Clostridia Clostridiales ClostridiaceaeClostridium
41007_4 No roles mapped out of 2 KOs EPTC-inducible aldehyde dehydrogenase 3.46691062 0.00014173 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaCorynebacterialesMycobacteriaceaeMycobacteriumMycobacterium intracellulare
1277518_37 Transport and binding proteins Amino acids, peptides and amines Putrescine-binding periplasmic protein 3.46473534 0.0177966 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaePseudoxanthomonas
320473_16 No roles mapped out of 0 KOs Uncharacterized protein 3.45410985 0.00059852 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaDesulfuromonadalesGeobacteraceae Geobacteraceae bacterium GWB2_52_12
1614631_6 Translation Translation factors Elongation factor Tu 3.45086128 0.00030641 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
823564_8 Carbohydrate metabolism Amino sugar and nucleotide sugar metabolism UTP--glucose-1-phosphate uridylyltransferase 3.44995863 0.00080875 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
727719_1 No roles mapped out of 0 KOs Not_in_Uniref 3.44966726 0.00034072 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
321796_5 Amino acid metabolism Lysine biosynthesis Aspartate-semialdehyde dehydrogenase 3.44505936 0.00771929 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrococcaceaeArthrobacter
171307_1 Intracellular trafficking, assembly, and processing Peptidases Membrane dipeptidase 3.4432628 0.00194472 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesCytophagia CytophagalesCytophagaceaeOhtaekwangiaOhtaekwangia koreensis
152759_9 Transport and binding proteins Carbohydrates, organic alcohols, and acids Sodium:dicarboxylate symporter 3.4431923 0.00083105 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
768438_3 Nucleic acid metabolism D replication, recombination, and repair Non-homologous end joining protein Ku 3.44252812 0.00082195 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Nitrospirae Nitrospira Nitrospirales NitrospiraceaeNitrospira Nitrospira sp. SCN 59-13
485477_2 No roles mapped out of 0 KOs Uncharacterized protein 3.44090562 7.43E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium RIFCSPLOWO2_12_FULL_66_21
1376340_7 Transport and binding proteins Porins and secretins Membrane protein 3.43448097 0.00353774 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas syringae
560998_7 Fatty acid and lipid metabolism Fatty acid degradation long-chain fatty acid--CoA ligase 3.43246323 0.0003153 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas mephitis
368185_4 No roles mapped out of 0 KOs Not_in_Uniref 3.42062846 0.00604718 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
15532_1 Translation Translation factors Elongation factor Tu 3.41456717 0.00274319 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaNitrosomonadales
1545945_5 No roles mapped out of 0 KOs Uncharacterized protein 3.40554295 0.00037069 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_62_13
1702371_13 No roles mapped out of 1 KOs Putative sugar transport protein 3.39414479 0.02401734 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1334305_1 No roles mapped out of 0 KOs Uncharacterized protein 3.38649412 0.00031268 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPropionibacterialesNocardioidaceaeKribbella
1243335_6 Cell motility and adherance Surface structures and assembly platforms Uncharacterized protein 3.37436341 0.00024129 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcales Myxococcales bacterium 68-20
67777_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 3.36244273 0.0006691 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales
1747747_6 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glucose-6-phosphate isomerase 3.35938473 0.00389519 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta PhasmatodeaBacillidae Bacillus
543325_2 Carbohydrate metabolism Ascorbate and aldarate metabolism Glucarate dehydratase 3.35289278 4.89E-07 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
946958_1 No roles mapped out of 0 KOs Uncharacterized protein 3.3474593 0.00453987 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPseudonocardialesPseudonocardiaceaeActinophytocolaActinophytocola xinjiangensis
1811797_2 Nucleic acid metabolism Pyrimidine metabolism Dihydroorotase 3.34267138 0.02712269 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
655992_5 Nucleic acid metabolism D replication, recombination, and repair Replicative DNA helicase 3.34164364 2.35E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeArenimonas
220599_4 No roles mapped out of 0 KOs DUF4160 domain-containing protein 3.34134954 0.00101559 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales MethylobacteriaceaeMethylobacteriumMethylobacterium sp. Leaf113
1576790_3 No roles mapped out of 0 KOs Not_in_Uniref 3.33490462 0.00321555 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1744530_5 No roles mapped out of 0 KOs Uncharacterized protein 3.33029834 0.00223502 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales BradyrhizobiaceaeBradyrhizobiumBradyrhizobium japonicum
171073_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 3.32639617 0.00964595 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
1298653_1 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 3.32200877 0.00040996 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
611441_12 No roles mapped out of 0 KOs Uncharacterized protein 3.32196539 0.00059939 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
502956_14 No roles mapped out of 0 KOs tetratricopeptide repeat protein 3.32168873 0.00202589 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaStreptosporangialesThermomonosporaceaeThermomonosporaThermomonospora catenispora
818949_6 No roles mapped out of 0 KOs MFS transporter 3.3169985 0.00064729 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicromonosporalesMicromonosporaceaeActinoplanes Actinoplanes xinjiangensis
117100_1 Transcription R polymerase DNA-directed RNA polymerase subunit beta 3.30198875 0.00178717 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria
1131782_4 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 3.29291174 0.00889542 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1366179_8 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 3.29244127 0.00044146 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1005414_13 Nucleic acid metabolism D replication, recombination, and repair adenylate cyclase 3.28731004 0.00086247 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria OscillatorialesOscillatoriaceaeOscillatoria Oscillatoria sp. PCC 10802
1455313_3 Nucleic acid metabolism Purine metabolism Hypoxanthine phosphoribosyltransferase 3.28604502 0.00297447 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria bacterium HR41
411054_1 No roles mapped out of 0 KOs UPF0313 protein DBR37_06515 3.28078732 0.04612523 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
10337_3 Transport and binding proteins Anions VWFA domain-containing protein 3.26921352 0.01936492 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
662700_2 Glycan biosynthesis and metabolism Peptidoglycan metabolism Uncharacterized protein 3.2656989 0.00172875 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1520011_5 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 3.26328402 0.00703396 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
970162_4 No roles mapped out of 0 KOs Predicted protein (Fragment) 3.25842417 0.01175138 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Cnidaria Anthozoa Actiniaria EdwardsiidaeNematostellaNematostella vectensis
1740535_7 No roles mapped out of 0 KOs Not_in_Uniref 3.24028591 0.0039616 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
70533_5 Defense and invasion systems Detoxification and inactivation Alkyl hydroperoxide reductase 3.24023313 0.00068526 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeHerbaspirillum
287243_2 No roles mapped out of 0 KOs Not_in_Uniref 3.22250444 0.00149627 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
693967_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S2 3.21002929 0.0255378 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus endophyticus
1278340_6 Amino acid metabolism Tyrosine metabolism 4-hydroxyphenylpyruvate dioxygenase 3.20793527 0.00589059 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales AquabacteriumAquabacterium tepidiphilum
1466140_5 No roles mapped out of 0 KOs Uncharacterized protein 3.19201894 0.00229826 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Streptophyta Solanales Solanaceae Capsicum Capsicum baccatum
1838103_13 No roles mapped out of 0 KOs Glucose 1-dehydrogenase 1 3.19141008 0.00032576 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1103428_1 No roles mapped out of 1 KOs NADH dehydrogenase subunit 5 3.1880965 0.00059939 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Nematoda ChromadoreaStrongylida HaemonchidaeHaemonchus Haemonchus contortus
952261_1 Amino acid metabolism Valine, leucine and isoleucine metabolism 3-isopropylmalate dehydratase small subunit 3.18469054 0.00169207 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaSphingomonadalesSphingomonadaceaeBlastomonas
720369_4 Transport and binding proteins Porins and secretins OmpA-like domain-containing protein 3.17756701 0.00128469 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
218707_6 Energy metabolism Electron transport formate dehydrogenase-N subunit alpha 3.17446146 0.01296399 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacterSteroidobacter sp. JW-3
1630093_7 Carbohydrate metabolism Citrate cycle (TCA cycle) Oxoglutarate dehydrogenase (Succinyl-transferring), E1 component 3.17384837 0.00072063 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesBurkholderiaceaeLautropia
256191_1 No roles mapped out of 0 KOs Uncharacterized protein 3.16902972 0.04356084 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Candidatus Rokubacteria Candidatus Rokubacteria bacterium
1830270_20 No roles mapped out of 1 KOs Pilus assembly protein PapC 3.16766725 8.90E-08 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
531458_4 No roles mapped out of 0 KOs Rhomboid family intramembrane serine protease 3.1624176 0.00215415 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
901676_9 No roles mapped out of 0 KOs Hemerythrin domain-containing protein 3.15896362 0.00136329 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1353041_3 No roles mapped out of 0 KOs Not_in_Uniref 3.13652999 0.00159234 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1845141_4 Energy metabolism Oxidative phosphorylation Cytochrome o ubiquinol oxidase subunit I 3.12983068 0.00050935 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales MethylobacteriaceaeMethylobacterium
1161968_6 Transport and binding proteins Amino acids, peptides and amines Putrescine ABC transporter, periplasmic putrescine-binding protein 3.11551824 0.00402789 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
924246_1 Regulatory functions Protein interactions Protease TldD 3.11307833 0.00255195 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesRhodanobacteraceaeDyella
334297_1 Amino acid metabolism Arginine biosynthesis Argininosuccinate synthase 3.11191337 0.02795666 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
804463_5 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamine synthetase 3.11165114 0.04929906 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1149838_5 No roles mapped out of 0 KOs Not_in_Uniref 3.10612836 0.00462699 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1845959_4 No roles mapped out of 0 KOs Uncharacterized protein 3.1028386 0.00245878 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
1565729_16 Prosthetic groups, cofactors, and carriers Vitamin B6 metabolism Pyridoxal 5'-phosphate synthase subunit PdxS 3.09086328 0.01976114 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae
1552054_2 Nucleic acid metabolism Purine metabolism Ald_Xan_dh_C domain-containing protein 3.08947027 0.00154807 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
261257_5 No roles mapped out of 0 KOs Uncharacterized protein 3.08778296 0.00706639 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1754965_3 Energy metabolism Nitrogen metabolism Sulfite reductase 3.08716542 0.00534088 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium GR16-43
295796_2 No roles mapped out of 1 KOs Pyoverdine synthase (Fragment) 3.07536251 0.03687402 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas fluorescens
1191458_1 Carbohydrate metabolism Citrate cycle (TCA cycle) Citrate synthase 3.0703486 0.00430958 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium SCGC AG-212-J23
1376211_5 Transport and binding proteins Amino acids, peptides and amines PBPb domain-containing protein 3.05454468 6.73E-05 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
351414_1 No roles mapped out of 1 KOs Uncharacterized protein 3.05438827 0.01407616 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales HyphomicrobiaceaeBlastochloris Blastochloris sp. GI
1682129_5 Transport and binding proteins Cations and iron carrying compounds Na+/H+ antiporter subunit E 3.03828233 0.00240574 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaMicrococcalesMicrococcaceaeArthrobacter Arthrobacter sp. 9E14
405784_4 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Outer membrane protein assembly factor BamA 3.00796601 0.00638471 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae Comamonadaceae bacterium
1822793_7 No roles mapped out of 0 KOs Yip1 domain-containing protein 3.00551829 0.0039616 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae
1364448_7 No roles mapped out of 0 KOs Not_in_Uniref 2.99305479 0.04039468 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1656385_1 No roles mapped out of 0 KOs Nitroreductase domain-containing protein 2.97373951 0.00080132 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1594806_157 Prosthetic groups, cofactors, and carriers Molybdopterin and tungstate Molybdopterin molybdenumtransferase (Fragment) 2.96462904 0.00234689 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
1348456_6 Translation Ribosomal proteins: synthesis and modification Uncharacterized protein 2.95981641 0.01780468 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available marine metagenome
731530_4 Signal transduction Taxis chemotaxis protein CheB 2.95981038 0.00535814 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Cyanobacteria OscillatorialesOscillatoriaceaeOscillatoria Oscillatoria sp. PCC 10802
1375287_1 No roles mapped out of 1 KOs Autotransporter domain-containing protein 2.9571175 0.03848327 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaCaulobacteralesCaulobacteraceae Caulobacteraceae bacterium
1789105_2 Carbohydrate metabolism Citrate cycle (TCA cycle) Fe/S-dependent 2-methylisocitrate dehydratase AcnD 2.94114729 0.00242688 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacterSteroidobacter sp. JW-3
328721_4 Amino acid metabolism Tyrosine metabolism 4-hydroxyphenylpyruvate dioxygenase 2.93922112 0.00476904 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Burkholderiales bacterium PBB6
1801677_3 No roles mapped out of 0 KOs DUF3309 domain-containing protein 2.93811567 0.00723119 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
753384_12 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein HscA homolog 2.93072737 0.00795966 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales Methylibium
1146301_6 Defense and invasion systems General Elongation factor 4 2.93035911 0.00776541 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
927225_8 No roles mapped out of 2 KOs Aldehyde dehydrogenase family protein 2.91864504 0.008243 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
715768_9 Regulatory functions D interactions HTH lysR-type domain-containing protein 2.90057585 0.00541716 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1247931_3 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 2.89430037 0.02205412 Polysaccharide_EnrichedRelativeto_SimpleSubstratesEukaryota Annelida Polychaeta Capitellida Capitellidae Capitella Capitella teleta
899347_4 Nucleic acid metabolism Pyrimidine metabolism Dihydropyrimidine dehydrogenase [NADP+] 2.8766466 0.00606859 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
899251_4 No roles mapped out of 1 KOs Allantoate amidohydrolase 2.8751645 0.00657537 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1478004_2 Signal transduction Taxis Chemotaxis protein 2.86961446 0.00044785 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
758544_4 Defense and invasion systems Detoxification and inactivation Superoxide dismutase 2.86608219 0.02256414 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1541479_5 Transcription R polymerase DNA-directed RNA polymerase subunit beta 2.86067072 0.00063287 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium
1535635_4 No roles mapped out of 0 KOs Not_in_Uniref 2.80543529 0.00913649 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNot_in_Uniref
1280536_1 Carbohydrate metabolism Amino sugar and nucleotide sugar metabolism glutamine--fructose-6-phosphate transaminase (isomerizing) 2.78973082 0.04161258 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLuteimonas Luteimonas sp. J29
1781093_22 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S5 2.7852035 0.03069413 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
6448_2 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 2.77968754 0.01492017 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
504874_7 Carbohydrate metabolism Citrate cycle (TCA cycle) Aconitate hydratase 2.74037038 0.02265257 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae
755404_1 Prosthetic groups, cofactors, and carriers Porphyrin and chlorophyll metabolism AmpE 2.73539914 0.01553897 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1056981_1 No roles mapped out of 1 KOs Imipenem/basic amino acid-specific outer membrane pore 2.73383826 0.00162217 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1414713_3 No roles mapped out of 0 KOs Putative membrane protein 2.73247657 0.01120554 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
562789_7 Amino acid metabolism Glycine, serine and threonine metabolism Threonine synthase 2.71765475 0.0310234 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
620458_2 Transport and binding proteins Carbohydrates, organic alcohols, and acids carbohydrate ABC transporter permease 2.7097599 0.0039616 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhodospirillalesRhodospirillaceaeAzospirillum Azospirillum halopraeferens
829931_4 Carbohydrate metabolism Starch and sucrose metabolism malto-oligosyltrehalose synthase 2.6870923 0.02152237 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria BacteroidetesChitinophagiaChitinophagalesChitinophagaceaeSegetibacter Segetibacter koreensis
768127_4 No roles mapped out of 0 KOs Uncharacterized protein 2.68289572 0.00250692 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaDesulfobacteralesDesulfobacteraceaeDesulfobacteriumuncultured Desulfobacterium sp.
65636_1 No roles mapped out of 0 KOs Cation/H(+) antiporter 2.66424272 0.02013574 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Planctomycetes Planctomycetes bacterium
660863_6 Amino acid metabolism Lysine degradation Acyl-CoA dehydrogenase 2.62744622 0.0187583 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1042954_4 Transport and binding proteins Cations and iron carrying compounds Glutathione-regulated potassium-efflux system protein KefC 2.60235242 0.00108675 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
889360_7 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 2.59944545 0.03791744 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales
715768_1 Signal transduction Taxis Methyl-accepting chemotaxis protein 2.59816417 0.00333446 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
66192_6 Energy metabolism Oxidative phosphorylation ATP synthase subunit alpha 2.59590757 0.00213296 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales
1393178_3 Unknown function General N-acetyltransferase domain-containing protein 2.58187086 0.02210682 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
68728_5 Cell motility and adherance Surface structures and assembly platforms SAF domain-containing protein 2.55661423 0.00881017 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1567713_1 Transport and binding proteins Amino acids, peptides and amines Thiamine transporter substrate binding subunit 2.53935078 0.00130251 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1378213_4 Transport and binding proteins Carbohydrates, organic alcohols, and acids MFS transporter 2.53330773 0.00439826 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
1416236_3 Carbohydrate metabolism Citrate cycle (TCA cycle) Citrate synthase 2.51282593 0.01851721 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceae
15532_5 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 2.47044419 0.015638 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria
1166572_2 Amino acid metabolism Glycine, serine and threonine metabolism Homoserine kinase 2.46895343 0.01577216 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
756896_2 Signal transduction Phosphotransferase system (PTS) FruA 2.45785458 0.01605089 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1376211_2 Transcription General Exonuclease 2.45693826 0.01384487 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
66192_5 No roles mapped out of 0 KOs Uncharacterized protein 2.45358497 0.00492035 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
800399_5 No roles mapped out of 0 KOs Uncharacterized protein 2.45063224 0.00488545 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
391113_4 Carbohydrate metabolism Citrate cycle (TCA cycle) 2-oxoglutarate dehydrogenase E1 component 2.43535174 0.03051609 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales
1169901_1 Cell motility and adherance Flagella complex and associated proteins Flagellin_D0/D1 domain-containing protein 2.43176867 0.00125427 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
856391_5 Transport and binding proteins Amino acids, peptides and amines PBPb domain-containing protein 2.42704099 0.0055169 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
838066_5 No roles mapped out of 1 KOs Peroxiredoxin OsmC 2.42166651 0.01600827 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
565037_1 Translation tR and rR base modification 6-pyruvoyltetrahydropterin/6-carboxytetrahydropterin synthase 2.41194711 0.01517468 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas mucidolens
168989_3 Transport and binding proteins Amino acids, peptides and amines OpuAC domain-containing protein 2.40435614 3.35E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
825597_1 No roles mapped out of 0 KOs Permeases of the major facilitator superfamily 2.3930649 0.01484623 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
102276_2 Transport and binding proteins Carbohydrates, organic alcohols, and acids MFS transporter 2.38851428 0.02034911 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1170523_2 Transport and binding proteins Carbohydrates, organic alcohols, and acids UgpA 2.38825669 0.00044785 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
250222_4 No roles mapped out of 0 KOs Uncharacterized protein 2.38527143 0.02078788 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1106172_3 No roles mapped out of 0 KOs IMP dehydrogenase 2.37904952 0.00886562 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1037030_2 Signal transduction Taxis Chemotaxis protein 2.36544323 0.00887301 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
885578_5 No roles mapped out of 0 KOs Uncharacterized protein 2.34994199 0.03164581 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
206534_3 Carbohydrate metabolism Citrate cycle (TCA cycle) Succinate--CoA ligase [ADP-forming] subunit alpha 2.33719156 0.00657211 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadales
1319382_5 Nucleic acid metabolism Purine metabolism Adenylosuccinate lyase 2.3340163 0.00586501 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesRhodanobacteraceaeRhodanobacterRhodanobacter fulvus
891510_13 Nucleic acid metabolism D replication, recombination, and repair Non-homologous end joining protein Ku 2.32959758 0.00515607 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1449447_13 No roles mapped out of 0 KOs Uncharacterized protein 2.32674298 0.00462075 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
634071_3 Transport and binding proteins Cations and iron carrying compounds Copper resistance protein B 2.32538403 0.00246476 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas thivervalensis
1019167_13 Transport and binding proteins Amino acids, peptides and amines LivH 2.31721872 3.77E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
541307_4 Carbohydrate metabolism Glyoxylate and dicarboxylate metabolism 3-ketoacyl-CoA thiolase @ Acetyl-CoA acetyltransferase 2.31516721 0.00939027 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
531687_4 Signal transduction Taxis Chemotaxis protein 2.29355526 0.0308461 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
699480_20 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Phospho-2-dehydro-3-deoxyheptonate aldolase 2.29335421 0.0268794 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceaeUndibacterium
790531_72 Translation Translation factors Elongation factor Tu 2.27841899 0.01907226 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria
231275_5 No roles mapped out of 0 KOs D-beta-hydroxybutyrate permease 2.26925193 1.12E-06 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
633000_9 No roles mapped out of 1 KOs Porin 2.26624354 0.02852623 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
880643_3 Transport and binding proteins Carbohydrates, organic alcohols, and acids MFS transporter 2.25247844 0.02162543 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales
25052_4 Transport and binding proteins Anions TctA 2.23696854 0.0242695 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1844992_7 Transport and binding proteins Cations and iron carrying compounds Na(+) H(+) antiporter subunit A 2.22746454 0.00581231 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesComamonadaceaeVariovorax
1037030_7 Signal transduction Taxis Chemotaxis protein 2.22476647 0.00784763 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1163302_11 No roles mapped out of 0 KOs Peptidase M4 2.21709071 0.01445373 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
915691_3 Nucleic acid metabolism D replication, recombination, and repair Excinuclease ABC subunit A 2.20348281 0.01252381 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLysobacter
1521920_5 No roles mapped out of 1 KOs Carbon starvation protein A 2.15643884 0.03868242 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaXanthomonadalesXanthomonadaceaeLysobacter Lysobacter daejeonensis
23608_2 Nucleic acid metabolism D replication, recombination, and repair RecBCD enzyme subunit RecB 2.14238264 0.00488672 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1404312_7 No roles mapped out of 0 KOs Porin 2.11626641 0.00415493 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
565429_5 Energy metabolism Oxidative phosphorylation Cytochrome-c oxidase, cbb3-type subunit I 2.11079897 0.03322488 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_68_19
1170853_17 Translation Ribosomal proteins: synthesis and modification YcaO domain-containing protein 2.08339572 0.00025396 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
334264_15 No roles mapped out of 0 KOs Uncharacterized protein 2.08070956 0.02211606 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas brassicacearum
1163302_36 No roles mapped out of 1 KOs Allantoate amidohydrolase 2.07498943 0.04961398 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available



755870_2 Signal transduction Taxis Chemotaxis protein 2.06990931 0.00456327 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1179230_1 Terpenoids and polyketides metabolism Geraniol degradation Very-long-chain acyl-CoA synthetase 2.05593354 0.00205891 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1019167_12 Transport and binding proteins Amino acids, peptides and amines Peripla_BP_6 domain-containing protein 2.05157887 0.02296075 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
23608_3 Nucleic acid metabolism D replication, recombination, and repair RecBCD enzyme subunit RecC 2.05142167 0.04783846 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria Proteobacteria
28320_2 Transport and binding proteins Amino acids, peptides and amines Metabolite-proton symporter 2.04827952 0.04207471 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
268112_4 No roles mapped out of 0 KOs HTH lysR-type domain-containing protein 2.04674454 0.01301932 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1376094_4 Nucleic acid metabolism D replication, recombination, and repair DNA ligase-associated DEXH box helicase 2.02008647 0.0007383 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1019167_14 Transport and binding proteins Amino acids, peptides and amines DUF3382 domain-containing protein 2.01203922 0.00018683 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1170523_6 Transport and binding proteins Cofactors and prosthetic groups UgpC 1.99030846 0.00057742 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1449447_6 Cell structure, growth, and death Chromosome and assoicated proteins Bacterial nucleoid protein HU alpha subunit 1.98124115 0.02401734 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
699620_2 No roles mapped out of 1 KOs Alginate_exp domain-containing protein 1.94938795 0.01537608 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1754055_4 Intracellular trafficking, assembly, and processing Peptidases Predicted Zn-dependent peptidase 1.94765499 0.02211606 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1568866_3 Intracellular trafficking, assembly, and processing Peptidases D-alanyl-D-alanine endopeptidase 1.93046884 0.00072806 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1741964_3 No roles mapped out of 1 KOs Sigma-54 dependent transcriptional regulator 1.91129426 0.00067988 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
525326_12 No roles mapped out of 0 KOs Endo/exonuclease/phosphatase domain-containing protein 1.90908217 0.04560193 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1834238_1 No roles mapped out of 1 KOs HTH-type transcriptional regulator CdhR 1.90883369 0.0042652 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
541307_5 No roles mapped out of 0 KOs 3-ketoacyl-ACP reductase 1.90816541 0.02698059 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1542056_3 Prosthetic groups, cofactors, and carriers Porphyrin and chlorophyll metabolism CtaA 1.89363745 0.00137095 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
891510_9 Carbohydrate metabolism Fructose and mannose metabolism Fructokinase 1.83583247 0.04104462 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1830031_4 Transport and binding proteins Amino acids, peptides and amines ABC transporter domain-containing protein 1.83208779 0.0065169 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1232222_4 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone SurA 1.82738182 0.0275141 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1834238_5 Fatty acid and lipid metabolism Biosynthesis of unsaturated fatty acids L-carnitine dehydrogenase 1.81598504 0.01315687 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1168473_16 Cell motility and adherance Flagella complex and associated proteins FlgK 1.80923015 0.0198772 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1753734_3 Transport and binding proteins Amino acids, peptides and amines OpuAC domain-containing protein 1.80499598 0.00016701 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1552173_1 Translation tR and rR base modification tRNA/tmRNA (Uracil-C(5))-methyltransferase 1.79956457 0.03169898 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1426407_6 Transport and binding proteins Carbohydrates, organic alcohols, and acids L-arabinose-binding periplasmic protein 1.79569323 0.0050302 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1542056_4 No roles mapped out of 1 KOs Protoheme IX farnesyltransferase 1.78484532 0.01037888 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
855384_3 Transport and binding proteins Amino acids, peptides and amines ABC transmembrane type-1 domain-containing protein 1.78057381 0.02020723 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
460866_8 Transport and binding proteins Amino acids, peptides and amines High-affinity branched-chain amino acid transport ATP-binding protein 1.77611306 0.00024685 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
795572_9 Glycan biosynthesis and metabolism Polysacharide and lipopolysaccharide metabolism Lipid A deacylase 1.75470242 0.01419173 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1057207_9 No roles mapped out of 0 KOs Transcriptional regulator MvaT 1.7425857 0.01520633 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
987157_2 No roles mapped out of 0 KOs Uncharacterized protein 1.74223812 0.04627022 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
25264_9 Transport and binding proteins Anions TctC 1.7408207 0.04593138 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
701792_4 No roles mapped out of 1 KOs DNA polymerase 1.72634526 0.02233721 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
808092_3 Cell motility and adherance Flagella complex and associated proteins Flg_hook domain-containing protein 1.72310955 0.03490955 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1198818_1 Transport and binding proteins Carbohydrates, organic alcohols, and acids Arabinose import ATP-binding protein AraG 1.71548723 0.00048927 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1753389_2 No roles mapped out of 1 KOs PKS_ER domain-containing protein 1.70624467 0.01658971 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
726404_2 Signal transduction Taxis Chemotaxis protein 1.69902913 0.03009205 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1538651_32 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L2 1.69269364 0.03082402 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderiales
1053277_3 No roles mapped out of 0 KOs Transcriptional regulator, LysR family 1.68389616 0.04306686 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
460866_3 Transport and binding proteins Amino acids, peptides and amines Peripla_BP_6 domain-containing protein 1.68299793 0.02277122 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
322989_2 Transport and binding proteins Cations and iron carrying compounds Fe/B12 periplasmic-binding domain-containing protein 1.67431564 0.00282603 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
301362_1 No roles mapped out of 0 KOs DUF1338 domain-containing protein 1.66919145 0.0399038 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
460866_5 Transport and binding proteins Amino acids, peptides and amines DUF3382 domain-containing protein 1.65038623 0.00295338 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
567378_8 Signal transduction Taxis Chemotaxis protein 1.64698541 0.01976534 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
856391_3 Transport and binding proteins Amino acids, peptides and amines GltK 1.64694739 0.0095452 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadales
1403125_1 No roles mapped out of 0 KOs Uncharacterized protein 1.64153929 0.04541654 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1699411_4 No roles mapped out of 1 KOs ATP-dependent helicase HepA 1.63113664 0.00028462 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1163302_20 Carbohydrate metabolism Pyruvate metabolism BkdA1 protein 1.62512571 0.0242695 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
974463_3 Signal transduction Taxis Chemotaxis protein 1.61560448 0.02146051 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
823833_2 No roles mapped out of 0 KOs Putative membrane protein 1.59606826 0.00349126 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1530414_4 No roles mapped out of 0 KOs C4-dicarboxylic acid transporter DauA 1.56726389 0.00453987 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1571671_2 No roles mapped out of 1 KOs Oxidoreductase, zinc-binding protein 1.56363035 0.00014497 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
428519_2 Amino acid metabolism Cysteine and methionine metabolism Methylthioribose-1-phosphate isomerase 1.55134137 0.03049076 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
116564_2 Signal transduction General KaiC 1.54348478 0.04809942 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadales
823833_6 Energy metabolism Nitrogen metabolism biotin-dependent carboxyltransferase 1.541255 0.00092594 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas fluorescens
1064022_9 Carbohydrate metabolism Amino sugar and nucleotide sugar metabolism Alginate biosynthesis protein AlgA 1.52995352 0.00886562 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1568059_5 Transport and binding proteins Amino acids, peptides and amines ABC-type Fe3+ transport system protein 1.52192025 0.03083319 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
725057_4 Transport and binding proteins Cations and iron carrying compounds Cytochrome c domain-containing protein 1.50052197 0.00205261 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1828546_1 Amino acid metabolism Glycine, serine and threonine metabolism SoxA 1.49746331 0.00414218 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
567037_4 Regulatory functions D interactions HDOD domain-containing protein 1.48861594 0.0077117 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1700488_4 Prosthetic groups, cofactors, and carriers Sulfur relay system Sulfur carrier protein TusA 1.47835556 0.01676977 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1019167_16 Transport and binding proteins Amino acids, peptides and amines High-affinity branched-chain amino acid transport ATP-binding protein 1.47556589 0.04528654 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1741964_2 Transport and binding proteins Carbohydrates, organic alcohols, and acids sn-glycerol-3-phosphate import ATP-binding protein UgpC 1.47487474 0.04779616 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1742066_3 Transport and binding proteins Carbohydrates, organic alcohols, and acids Trehalose transport system permease protein SugB 1.44536592 0.03701878 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
236453_4 Transcription R polymerase DNA-directed RNA polymerase subunit beta' 1.4448929 0.04138658 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria
822617_5 Transport and binding proteins Amino acids, peptides and amines SpuE/PotF2 1.43904014 0.03901714 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
855384_2 Transport and binding proteins Amino acids, peptides and amines GltK 1.42530771 0.03903037 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadales
44057_3 Signal transduction Taxis CheW-like domain-containing protein 1.41379182 0.03775272 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1272649_6 Regulatory functions D interactions GlmR 1.40209477 0.00544525 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1129007_6 No roles mapped out of 0 KOs MFS transporter 1.39627329 0.00105086 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1837641_1 No roles mapped out of 1 KOs HTH-type transcriptional regulator CdhR 1.39350623 0.03572563 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1811678_22 No roles mapped out of 0 KOs Uncharacterized protein 1.39350529 0.02204544 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1754055_13 Signal transduction Two-component systems Alginate biosynthesis sensor protein KinB 1.39348773 0.02304835 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
26262_2 No roles mapped out of 1 KOs Ammonia monooxygenase 1.38572821 0.03772281 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
104663_8 Transport and binding proteins Unknown substrate MFS domain-containing protein 1.37957893 0.00681286 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
178740_1 No roles mapped out of 0 KOs Response regulator receiver domain-containing protein 1.37400545 0.04277977 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
509837_11 Transport and binding proteins Unknown substrate Lipid A export ATP-binding/permease protein MsbA 1.34769307 0.02156719 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1344903_8 Metabolism of other amino acids and amines Glutathione and analogs metabolism GST C-terminal domain-containing protein 1.31959176 0.02906616 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
795126_1 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Outer-membrane lipoprotein LolB 1.30226009 0.00889542 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1042983_8 Transport and binding proteins Amino acids, peptides and amines FliY 1.30024494 0.02609738 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
398312_8 No roles mapped out of 1 KOs Esterase YdiI 1.27735172 0.03095626 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1799938_4 No roles mapped out of 1 KOs Fe-ADH domain-containing protein 1.27619472 0.02310305 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
421520_7 Nucleic acid metabolism D replication, recombination, and repair Exonuclease SbcCD, C subunit 1.26361946 0.01264877 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas fluorescens
1128811_5 Transport and binding proteins Amino acids, peptides and amines Branched-chain amino acid ABC transporter permease 1.26186442 0.04034435 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1568059_16 No roles mapped out of 1 KOs PNPLA domain-containing protein 1.25862883 0.01618875 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
26444_6 Amino acid metabolism Valine, leucine and isoleucine metabolism Ketol-acid reductoisomerase (Fragment) 1.25437003 0.0316455 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1754784_2 Cell structure, growth, and death Cell division Segregation and condensation protein A 1.25286114 0.01874874 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1066622_2 No roles mapped out of 0 KOs Putative membrane protein 1.25198639 0.03697365 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
75369_4 Amino acid metabolism Cysteine and methionine metabolism Aminotransferase 1.23822142 0.01479203 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
460866_7 Transport and binding proteins Amino acids, peptides and amines LivG 1.2167773 0.0263971 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
41273_3 No roles mapped out of 0 KOs Glucose/arabinose dehydrogenase, beta-propeller fold 1.21372121 0.02875673 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1829225_6 Nucleic acid metabolism D replication, recombination, and repair UvrABC system protein A 1.20737339 0.03394209 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1061970_1 Fatty acid and lipid metabolism Biosynthesis Acetyl-coenzyme A carboxylase carboxyl transferase subunit alpha 1.19649309 0.00613986 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1426034_3 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis 7-methyl-GTP pyrophosphatase 1.18854927 0.00213296 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1799938_2 Carbohydrate metabolism Glyoxylate and dicarboxylate metabolism Phosphoglycolate phosphatase 1.18250131 0.01000124 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
912782_6 Regulatory functions Small molecule interactions GGDEF domain protein 1.17165712 0.00096694 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1628221_11 Nucleic acid metabolism D replication, recombination, and repair Exonuclease SbcC 1.1537026 0.00243689 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
537469_3 Glycan biosynthesis and metabolism Peptidoglycan metabolism UDP-N-acetylenolpyruvoylglucosamine reductase 1.09445453 0.03572563 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1050972_8 No roles mapped out of 0 KOs Methyltransf_11 domain-containing protein 1.06387172 0.02650422 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1149838_2 Cell structure, growth, and death Sporulation and germination Gate domain-containing protein 1.05970594 0.01057453 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
446925_1 Signal transduction Taxis Methyl-accepting chemotaxis protein 1.0299752 0.04740517 Polysaccharide_EnrichedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1571551_5 Translation tR and rR base modification Selenide, water dikinase 1.02476282 0.02741662 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1018612_7 No roles mapped out of 0 KOs Uncharacterized protein 1.00811665 0.02455862 Polysaccharide_EnrichedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1694148_1 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH -1.0006754 0.04017926 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
840263_2 Transport and binding proteins Amino acids, peptides and amines AotP -1.002622 0.00354436 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1343247_5 Transport and binding proteins Porins and secretins Porin -1.004271 0.00034477 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
41774_3 Fatty acid and lipid metabolism Glycerolipid and glycerophospholid metabolism Glycerol kinase -1.0102667 0.03345954 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
210382_2 No roles mapped out of 0 KOs Response regulatory domain-containing protein -1.0108424 0.02733197 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1833151_7 No roles mapped out of 0 KOs HTH gntR-type domain-containing protein -1.0117733 0.02939645 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1694811_2 Translation Translation factors Translation initiation factor IF-2 -1.0239678 0.04553628 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1392678_13 No roles mapped out of 1 KOs Acyl-CoA thioesterase -1.0311643 0.00894433 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
398643_12 No roles mapped out of 0 KOs AB hydrolase-1 domain-containing protein -1.0379763 0.00072548 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1427207_2 Nucleic acid metabolism Purine metabolism Glutamine amidotransferase type-1 domain-containing protein -1.0392581 0.03354117 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
554338_5 No roles mapped out of 0 KOs HTH tetR-type domain-containing protein -1.0397229 0.04335913 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1460864_1 Transport and binding proteins Porins and secretins CmeC -1.0398367 0.00043699 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria
1272421_8 Energy metabolism Oxidative phosphorylation ATP synthase epsilon chain -1.0402793 0.0294148 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1829465_7 Translation Translation factors Elongation factor G -1.0451334 0.03699119 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
79294_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L27 -1.0472789 0.04425456 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
567592_7 Nucleic acid metabolism D replication, recombination, and repair UvrABC system protein B -1.0545887 0.01066657 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
631132_3 No roles mapped out of 0 KOs Arc domain-containing protein -1.0547372 0.00820086 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
564801_2 Nucleic acid metabolism D replication, recombination, and repair UvrABC system protein B -1.0617361 0.02455862 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1740293_7 Amino acid metabolism Cysteine and methionine metabolism Adenosylhomocysteinase -1.0651078 0.00727144 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1754153_4 Intracellular trafficking, assembly, and processing Protein modification and repair Peptide deformylase -1.0654344 0.04195978 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1408702_4 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Peptidyl-prolyl cis-trans isomerase -1.0725264 0.03938553 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1264646_6 Translation Translation factors Ribosome-recycling factor -1.0759714 0.02789637 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1587305_2 Prosthetic groups, cofactors, and carriers Nicotinate and nicotinamide metabolism Isochorismatase domain-containing protein -1.0769896 0.00271055 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
61774_1 Amino acid metabolism Alanine, aspartate and glutamate metabolism Glutamine synthetase -1.0787088 0.01618254 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1427979_1 No roles mapped out of 0 KOs Electron transfer flavoprotein subunit beta -1.0869267 0.04515238 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria
873371_7 Intracellular trafficking, assembly, and processing Protein modification and repair tRNA (guanine-N(7)-)-methyltransferase -1.0936424 0.01286278 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1460864_2 Transport and binding proteins Unknown substrate Efflux pump membrane transporter -1.0946757 0.00173604 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
530068_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L22 -1.0999698 0.04564452 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Actinobacteria Actinobacteria bacterium 13_1_20CM_3_68_9
601727_5 Amino acid metabolism Glycine, serine and threonine metabolism Homoserine dehydrogenase -1.1001216 0.01032788 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1330752_1 No roles mapped out of 1 KOs NAD-glutamate dehydrogenase (Fragment) -1.1004793 0.00086428 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas sp.
1837979_3 Unknown function General Uncharacterized protein -1.101342 0.01630718 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
161362_5 Carbohydrate metabolism Citrate cycle (TCA cycle) Citrate synthase -1.1069486 0.03318004 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaCellvibrionalesSpongiibacteraceaeSinobacteriumSinobacterium caligoides
910558_3 Intracellular trafficking, assembly, and processing Peptidases Methionine aminopeptidase -1.1075963 0.00174283 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
537469_13 Transport and binding proteins Unknown substrate ABC transporter domain-containing protein -1.1079231 0.03069413 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
434551_2 Nucleic acid metabolism Purine metabolism Nucleoside diphosphate kinase -1.1099679 0.01518757 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1209133_7 Translation tR and rR base modification Ribosomal RNA small subunit methyltransferase A -1.1205479 0.03470251 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
80700_3 Intracellular trafficking, assembly, and processing Peptidases Oligopeptidase A -1.1211096 0.02380532 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1568525_1 Intracellular trafficking, assembly, and processing Peptidases endopeptidase La -1.1226302 0.02153439 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas massiliensis
1139284_3 No roles mapped out of 0 KOs Uncharacterized protein -1.128681 0.03278763 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaPropionibacterialesNocardioidaceaeKribbella Kribbella soli
1223351_4 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L14 -1.1303769 0.02380532 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
927433_10 Regulatory functions Protein interactions Metalloprotease TldD -1.132551 0.03224615 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1841321_7 Intracellular trafficking, assembly, and processing General STAS domain-containing protein -1.134604 0.01045928 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
703889_7 Regulatory functions D interactions Transcriptional regulatory protein TyrR -1.1468301 0.04625116 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1732241_1 Carbohydrate metabolism Pyruvate metabolism Phosphoenolpyruvate carboxylase (Fragment) -1.1485613 0.02242053 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
900274_2 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis YegD -1.1520814 0.00806547 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1392678_3 Amino acid metabolism Cysteine and methionine metabolism S-adenosylmethionine synthase -1.1529502 0.00219866 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1007467_7 Regulatory functions D interactions Transcriptional regulator -1.1541259 0.0355328 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1841321_3 Amino acid metabolism Histidine metabolism Histidinol dehydrogenase (Fragment) -1.1637651 0.00418251 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas jessenii
1274692_14 No roles mapped out of 2 KOs DNA-binding transcriptional regulator, MerR family -1.1660884 0.00747072 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1345146_3 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent Clp protease adapter protein ClpS -1.1667378 0.01559811 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1841321_11 Transport and binding proteins Carbohydrates, organic alcohols, and acids YrbF -1.1675615 0.02143519 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
509455_5 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L1 -1.1676893 0.04202687 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacterSteroidobacter denitrificans
1426407_3 Unknown function General Uncharacterized protein -1.1684767 0.02750448 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas corrugata
1476766_2 No roles mapped out of 0 KOs Uncharacterized protein -1.1717474 0.04083103 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
738869_3 Prosthetic groups, cofactors, and carriers Ubiquinone and other terpenoid-quinone biosynthesis Ubiquinone biosynthesis O-methyltransferase -1.1814844 0.03217266 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
427760_4 Cell structure, growth, and death Chromosome and assoicated proteins Integration host factor subunit beta -1.1864468 0.04195978 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1018057_2 Intracellular trafficking, assembly, and processing Peptidases Protein HflK -1.193368 0.00149706 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1699084_3 Regulatory functions D interactions Transcriptional activator protein Anr -1.1937004 0.0352455 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
680863_1 Prosthetic groups, cofactors, and carriers Riboflavin metabolism RibC -1.1954128 0.02161035 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1568525_2 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent Clp protease ATP-binding subunit ClpX -1.1955773 0.04168423 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1647870_4 Cell structure, growth, and death Cell division Peptidoglycan synthase FtsI -1.1968115 0.00860595 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
290858_18 Translation Ribosomal proteins: synthesis and modification Multifunctional fusion protein -1.1980797 0.023552 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaEnterobacteralesBudviciaceaeBudvicia Budvicia aquatica
720112_4 Prosthetic groups, cofactors, and carriers Pantothenate and CoA biosynthesis Dephospho-CoA kinase -1.1995547 0.00216864 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1272649_1 No roles mapped out of 0 KOs Not_in_Uniref -1.199878 0.02986633 Polysaccharide_DepletedRelativeto_SimpleSubstratesNot_in_Uniref
98062_11 Unknown function General Thioredoxin reductase -1.2001123 0.02636731 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1066168_6 Regulatory functions D interactions HTH tetR-type domain-containing protein -1.2003198 0.01078962 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
681093_1 Energy metabolism Sulfur metabolism Sulfate adenylyltransferase subunit 2 -1.2087042 0.00997216 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
927905_3 Amino acid metabolism Histidine metabolism Histidinol dehydrogenase -1.2091452 0.00101545 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
873371_3 Metabolism of other amino acids and amines D-Glutamine and D-glutamate metabolism dITP/XTP pyrophosphatase -1.2103644 0.0029891 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1843848_3 Carbohydrate metabolism Citrate cycle (TCA cycle) Fumarate hydratase class I -1.2179244 0.02210682 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
770244_2 Prosthetic groups, cofactors, and carriers Biotin and lipoate metabolism Biotin synthase -1.2238075 0.04306686 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1157085_1 Carbohydrate metabolism Glycolysis / Gluconeogenesis phosphoglycerate kinase -1.2257776 0.0048017 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
724837_11 Amino acid metabolism Glycine, serine and threonine metabolism Aminomethyltransferase -1.2297275 0.00140764 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1308075_2 Translation tR and rR base modification Ribosomal RNA small subunit methyltransferase H -1.2339539 0.00936101 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1392678_15 Amino acid metabolism Cysteine and methionine metabolism Adenosylhomocysteinase -1.2363684 0.00187563 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1535597_7 Unknown function General 50S ribosomal protein L21 -1.2384021 0.0459362 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
969084_9 Amino acid metabolism Lysine biosynthesis YfdZ -1.2399531 0.02366485 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
514792_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein DnaJ -1.2431212 0.01933344 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
2433_1 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L7/L12 -1.2449918 0.02586331 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaNitrosomonadales
1745240_1 No roles mapped out of 1 KOs Putative phosphotransferase -1.2543407 0.0012787 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
40521_5 Nucleic acid metabolism Purine metabolism GTP pyrophosphokinase, (P)ppGpp synthetase I / Guanosine-3',5'-bis(Diphosphate) 3'-pyrophosphohydrolase-1.2657735 0.02840406 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1568059_30 No roles mapped out of 0 KOs Smr domain protein -1.2668202 0.04956388 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1681899_5 No roles mapped out of 0 KOs Non-motile and phage-resistance protein -1.2725173 0.04350293 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1393684_6 Carbohydrate metabolism Glycolysis / Gluconeogenesis Fructose-1,6-bisphosphate aldolase (Fragment) -1.2804837 0.04217481 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas sp. 63_8
565587_1 Translation tR and rR base modification 6-pyruvoyltetrahydropterin/6-carboxytetrahydropterin synthase -1.2826012 0.04538462 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas mucidolens
1295560_6 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L14 -1.2834736 0.03407501 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1041124_2 Regulatory functions D interactions TetR/AcrR family transcriptional regulator -1.2844806 0.01346453 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1070285_5 Intracellular trafficking, assembly, and processing Protein modification and repair Rubredoxin -1.2973553 0.04491636 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
681093_2 Energy metabolism Sulfur metabolism Multifunctional fusion protein -1.3034366 2.55E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
679941_4 Nucleic acid metabolism Pyrimidine metabolism Glucosaminate ammonia-lyase -1.3144119 0.04534041 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
676131_8 No roles mapped out of 0 KOs Uncharacterized protein -1.3181992 0.03355227 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
25264_4 Prosthetic groups, cofactors, and carriers Iron sulfur clusters Aminomethyltransferase -1.324578 0.00182504 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
758613_2 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L16 -1.3253204 0.04318215 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Chloroflexi
1007467_6 Carbohydrate metabolism Pentose phosphate pathway Glucose-6-phosphate 1-dehydrogenase -1.3299276 0.00075343 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available



776023_2 Energy metabolism Carbon fixation in prokaryotes Biotin carboxylase -1.3367718 0.04752541 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
808092_5 Transport and binding proteins Cofactors and prosthetic groups Heme exporter protein B -1.3480134 0.02365698 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1054755_2 Transport and binding proteins Amino acids, peptides and amines PBPb domain-containing protein -1.353863 0.01118998 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
776023_1 Carbohydrate metabolism Pyruvate metabolism Oxaloacetate decarboxylase subunit alpha -1.3545441 0.02498502 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
795356_2 Regulatory functions Small molecule interactions Ribosome-binding ATPase YchF -1.3646858 0.0051185 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1168895_4 No roles mapped out of 1 KOs Selenoprotein -1.3826678 0.01476693 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1546098_4 Xenobiotics biodegradation and metabolism Nitrotoluene degradation N-ethylmaleimide reductase -1.3930232 0.03348242 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1343556_2 No roles mapped out of 0 KOs Uncharacterized protein -1.3934972 0.0450774 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
492809_2 No roles mapped out of 0 KOs NorR -1.3938431 0.01351438 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1184464_2 No roles mapped out of 0 KOs Cytochrome c oxidase accessory protein CcoG -1.3999308 0.02465078 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1324054_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L13 -1.401628 0.03068361 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_62_58
1765707_8 Transcription R polymerase DNA-directed RNA polymerase subunit beta -1.4043665 0.02650728 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
434093_1 Carbohydrate metabolism Inositol phosphate metabolism Inositol monophosphatase (Fragment) -1.4122336 0.02587254 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteriaBurkholderialesOxalobacteraceae Oxalobacteraceae bacterium
1698631_8 Fatty acid and lipid metabolism Glycerolipid and glycerophospholid metabolism Glycerophosphoryl diester phosphodiesterase -1.412823 0.00506906 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
323862_12 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L5 -1.4210268 0.01142804 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria Gammaproteobacteria bacterium
1131876_5 Prosthetic groups, cofactors, and carriers One carbon pool by folate Formyltetrahydrofolate deformylase -1.4236392 0.02412736 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1129113_1 Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase -1.4337554 0.00807698 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1426757_13 Energy metabolism Electron transport ETF domain-containing protein -1.4347553 0.01138261 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
566686_5 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis SHSP domain-containing protein -1.4354647 0.03401246 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1342298_2 Translation Ribosomal proteins: synthesis and modification JmjC domain-containing protein -1.4417457 0.02171524 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
726146_12 Prosthetic groups, cofactors, and carriers Ubiquinone and other terpenoid-quinone biosynthesis UbiH -1.4464786 0.0315301 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
703574_17 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Bacterioferritin -1.4636829 0.01194226 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1062784_11 Xenobiotics biodegradation and metabolism Benzoate degradation Ferredoxin--NADP reductase -1.465365 0.0005753 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1801896_8 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Thiol:disulfide interchange protein -1.469047 0.00167836 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas sp. MF4836
726146_11 Intracellular trafficking, assembly, and processing Peptidases Xaa-Pro aminopeptidase -1.4794251 0.0044947 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria
219427_5 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S19 -1.5040809 0.01878239 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
104998_11 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Thioredoxin -1.5079349 0.02530452 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1404077_4 Transport and binding proteins Unknown substrate ABC transporter ATP-binding protein -1.5100485 0.0008562 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
840857_2 Amino acid metabolism Glycine, serine and threonine metabolism Beta_elim_lyase domain-containing protein -1.5157497 0.00528973 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
247397_4 Transport and binding proteins Carbohydrates, organic alcohols, and acids C4-dicarboxylate transport protein -1.5167905 0.00490985 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas deceptionensis
976447_4 Translation Ribosomal proteins: synthesis and modification Ribosomal subunit interface protein -1.5236401 0.02942572 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1694811_3 Translation Ribosomal proteins: synthesis and modification Ribosome-binding factor A -1.5257277 0.00066439 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
170553_1 Regulatory functions General translational GTPase TypA -1.5331145 0.00059948 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaNevskiales SinobacteraceaeSteroidobacter
1138006_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 33 kDa chaperonin -1.5455474 0.02896831 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
882358_1 No roles mapped out of 0 KOs Not_in_Uniref -1.5528816 0.04270911 Polysaccharide_DepletedRelativeto_SimpleSubstratesNot_in_Uniref
615089_1 Regulatory functions General Translational GTPase TypA -1.5669135 0.01892208 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Planctomycetes Planctomycetes bacterium
1700263_2 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase subunit 1 homolog, bacteroid -1.5682752 0.0012787 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
680502_5 Transport and binding proteins Unknown substrate ABC transporter domain-containing protein -1.5818594 0.02165143 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
357913_4 Transcription Transcription factors RNA polymerase sigma factor RpoH -1.5822856 0.02152237 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium
703889_2 Signal transduction Two-component systems Sigma-54 dependent DNA-binding response regulator -1.5915582 0.0217834 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1546098_3 No roles mapped out of 1 KOs Putative sugar transport protein -1.5951689 0.03061738 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
930424_3 Nucleic acid metabolism R degradation ATP-dependent RNA helicase DeaD -1.6118806 0.00470737 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1062784_12 No roles mapped out of 0 KOs Bacterial regulatory helix-turn-helix, lysR family protein -1.6160186 0.01198008 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1701160_2 Fatty acid and lipid metabolism Fatty acid degradation 3-ketoacyl-CoA thiolase -1.6163986 0.02636731 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1829225_4 Defense and invasion systems Detoxification and inactivation Catalase -1.6176558 0.03687402 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
48719_2 Transport and binding proteins Amino acids, peptides and amines Methionine ABC transporter substrate-binding protein -1.622666 0.02503364 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
562789_6 Amino acid metabolism Glycine, serine and threonine metabolism Threonine synthase -1.6371672 0.02950591 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1119506_9 Amino acid metabolism Glycine, serine and threonine metabolism Homoserine kinase -1.6397625 0.00011457 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
44249_3 Translation Ribosomal proteins: synthesis and modification 50S ribosomal protein L15 -1.6431348 0.00395791 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
454504_3 Nucleic acid metabolism Purine metabolism N5-carboxyaminoimidazole ribonucleotide mutase -1.6460757 0.02870359 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1467524_5 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Outer membrane protein assembly factor BamE -1.6470764 0.01186799 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_68_20
210157_4 No roles mapped out of 1 KOs RND transporter -1.6639724 0.02993928 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
324989_8 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin -1.6843221 0.00285314 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1701160_1 Fatty acid and lipid metabolism Biosynthesis of unsaturated fatty acids Fatty acid oxidation complex subunit alpha -1.6888312 0.01768862 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
776023_10 No roles mapped out of 0 KOs Tim44 domain-containing protein -1.6966917 0.00896166 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
80700_4 Intracellular trafficking, assembly, and processing Peptidases Oligopeptidase A -1.7010555 0.0128891 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
771382_2 Carbohydrate metabolism Butanoate metabolism Long chain acyl-CoA dehydrogenase -1.7069892 0.03574145 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1066287_20 No roles mapped out of 0 KOs Uncharacterized protein -1.7150778 0.00450044 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
80700_5 Intracellular trafficking, assembly, and processing Peptidases Oligopeptidase A -1.7322255 0.0399038 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1799938_3 Carbohydrate metabolism Pentose phosphate pathway Ribulose-phosphate 3-epimerase -1.7363719 0.02354548 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1414713_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Curved DNA-binding protein -1.7383973 4.45E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1128603_8 Transport and binding proteins Carbohydrates, organic alcohols, and acids Glucose ABC transporter, ATP-binding subunit -1.7452806 0.04992635 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1062784_23 No roles mapped out of 0 KOs Uncharacterized protein -1.7610078 0.01594162 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
517741_5 No roles mapped out of 0 KOs Uncharacterized protein -1.7640134 0.00221854 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
247144_8 No roles mapped out of 0 KOs Two component transcriptional regulator, winged helix family -1.767625 0.03277954 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1702596_1 Transport and binding proteins Unknown substrate Lipoprotein releasing system transmembrane protein LolC -1.7730957 0.00843006 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
459838_3 Carbohydrate metabolism Pyruvate metabolism 2-oxoglutarate carboxylase large subunit -1.7908818 9.26E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
600903_2 Translation Ribosomal proteins: synthesis and modification 30S ribosomal protein S17 -1.7975373 0.01517468 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Chloroflexi ThermomicrobiaSphaerobacteralesSphaerobacteraceaeNitrolancea Nitrolancea hollandica
1700827_2 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase subunit 1 homolog, bacteroid -1.8116266 0.00200227 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
776431_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 60 kDa chaperonin -1.8128972 0.01498551 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1261601_10 Nucleic acid metabolism Purine metabolism Carbamate kinase -1.8449406 0.02284741 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
209456_3 Amino acid metabolism Arginine and proline metabolism Pyrroline-5-carboxylate reductase -1.8581715 0.00354436 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
791451_2 Intracellular trafficking, assembly, and processing Protein modification and repair Peptide deformylase -1.8685695 7.03E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
324989_7 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis 10 kDa chaperonin -1.8717318 0.01425355 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1090165_4 No roles mapped out of 0 KOs Phage terminase, small subunit -1.8784312 0.0011106 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1401694_3 Carbohydrate metabolism Citrate cycle (TCA cycle) Citrate synthase -1.8796813 0.03823154 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaSphingomonadalesErythrobacteraceaeCroceicoccus
368937_2 Xenobiotics biodegradation and metabolism Benzoate degradation AB hydrolase-1 domain-containing protein -1.8894139 0.04800213 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteria
562117_8 Intracellular trafficking, assembly, and processing Peptidases Lon protease -1.9030116 0.01093444 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1343361_1 Regulatory functions Small molecule interactions Histidine kinase (Fragment) -1.9249017 0.03901714 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas sp. HMWF031
1067130_9 Xenobiotics biodegradation and metabolism Benzoate degradation Ferredoxin--NADP reductase -1.9386566 3.55E-06 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1698868_5 Prosthetic groups, cofactors, and carriers Porphyrin and chlorophyll metabolism Coproporphyrinogen-III oxidase -1.9408611 0.00317295 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
514792_1 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Protein GrpE -1.9517437 0.01986405 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1180789_1 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase subunit B -1.9540998 0.03355227 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ActinobacteriaThermoleophiliaSolirubrobacterales Solirubrobacterales bacterium 67-14
157299_1 Intracellular trafficking, assembly, and processing Protein export, secretion, and sorting Protein translocase subunit SecY -1.955314 0.01610223 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria
1288_6 Defense and invasion systems Detoxification and inactivation Alkyl hydroperoxide reductase protein F -1.9584656 0.03508619 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
680070_8 Energy metabolism Sulfur metabolism Sulfate adenylyltransferase subunit 2 -1.9594954 0.00293907 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1700827_3 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase, cbb3-type, subunit II -1.9672944 0.00261655 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1449447_17 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Tryptophan synthase beta chain -1.983648 0.00877489 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
561767_10 Intracellular trafficking, assembly, and processing Peptidases Lon protease -2.0077259 2.36E-07 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
601812_6 Regulatory functions D interactions Propanediol utilization protein -2.0270674 0.00538997 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas sp. ES3-33
1460165_13 No roles mapped out of 1 KOs PhaG -2.0350902 0.04007881 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1128603_6 Transport and binding proteins Carbohydrates, organic alcohols, and acids ABC transmembrane type-1 domain-containing protein -2.0502096 0.02408773 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1416324_1 No roles mapped out of 0 KOs Uncharacterized protein -2.0832316 0.02380532 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Bacteroidetes Bacteroidetes bacterium
904622_7 Transport and binding proteins Porins and secretins TonB-dependent copper receptor -2.1081478 0.03051609 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
397831_6 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein HtpG -2.1090907 0.00962296 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1288_7 Defense and invasion systems Detoxification and inactivation Alkyl hydroperoxide reductase C -2.1125338 0.0291634 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
425936_1 No roles mapped out of 0 KOs Uncharacterized protein -2.1233711 0.01927906 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Acidobacteria Acidobacteria bacterium
719557_3 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein ClpB -2.1256833 0.0003932 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
1288_8 Metabolism of other amino acids and amines Glutathione and analogs metabolism Glutathione reductase -2.1313086 0.01640514 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
704241_6 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Bacterioferritin -2.1432846 0.02411679 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
772060_1 Carbohydrate metabolism Butanoate metabolism Acyl-CoA dehydrogenase -2.1467439 0.00867087 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1701413_2 Fatty acid and lipid metabolism Biosynthesis of unsaturated fatty acids Fatty acid oxidation complex subunit alpha -2.165268 0.01729979 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
685129_2 No roles mapped out of 1 KOs ArcD -2.1669068 1.11E-09 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
902158_20 No roles mapped out of 1 KOs Protoheme IX farnesyltransferase 2 -2.1672029 0.00809478 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1026008_2 No roles mapped out of 0 KOs FadQ -2.1732287 0.00265056 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1700263_3 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase, cbb3-type, subunit II -2.1873922 0.0076196 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
247144_7 No roles mapped out of 0 KOs Sensor protein PhoQ -2.1978366 0.00602078 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1019167_17 Nucleic acid metabolism Pyrimidine metabolism Sulfoacetaldehyde reductase -2.2049665 0.01232103 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
522051_9 Energy metabolism Oxidative phosphorylation NADH-quinone oxidoreductase subunit A -2.2322728 0.00927573 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Chloroflexi Chloroflexi bacterium
398205_6 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein HtpG -2.2322858 0.00192145 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
332512_1 Transcription Transcription factors RNA polymerase sigma factor RpoH -2.2644975 0.01217803 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
778403_3 Intracellular trafficking, assembly, and processing Peptidases Protease HtpX -2.2827665 0.00221309 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
974911_10 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent protease ATPase subunit HslU -2.2924819 0.0064082 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria
1441765_5 Transcription R polymerase DNA-directed RNA polymerase subunit beta' -2.2999986 0.00096264 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteria Gammaproteobacteria bacterium
1065384_10 No roles mapped out of 0 KOs Uncharacterized protein -2.3054247 0.02825663 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
902158_23 Energy metabolism Oxidative phosphorylation Cytochrome bo(3) ubiquinol oxidase subunit 1 -2.3063913 0.02162543 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available compost metagenome
324989_6 Unknown function General Exclusion suppressor FxsA -2.3368414 0.00553647 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1302005_15 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Tryptophan synthase beta chain -2.3521761 0.00231636 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
333406_1 Fatty acid and lipid metabolism Biosynthesis of unsaturated fatty acids Fatty acid oxidation complex subunit alpha -2.3544979 0.01520633 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
902158_21 Energy metabolism Oxidative phosphorylation Cytochrome bo3 quinol oxidase subunit 4 -2.3600262 0.01504714 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
1436292_3 Defense and invasion systems General Elongation factor 4 -2.3632969 0.0106931 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaDeltaproteobacteriaMyxococcalesPolyangiaceaeSorangium Sorangium cellulosum
1130436_4 No roles mapped out of 0 KOs PiuB -2.3730825 0.01574751 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
1701413_1 Fatty acid and lipid metabolism Fatty acid degradation 3-ketoacyl-CoA thiolase -2.4084342 0.00107221 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1128603_5 Transport and binding proteins Carbohydrates, organic alcohols, and acids ABC-type sugar transport system, periplasmic component -2.409739 0.01457066 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1700827_5 Energy metabolism Oxidative phosphorylation Cbb3-type cytochrome c oxidase subunit -2.4227023 0.00063756 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1148774_5 No roles mapped out of 1 KOs PhaG -2.4314011 0.00583008 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
873348_3 Amino acid metabolism Phenylalanine, tyrosine and tryptophan biosynthesis Phospho-2-dehydro-3-deoxyheptonate aldolase -2.4360763 0.00082796 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
703467_4 Unknown function General ABC transporter substrate-binding protein -2.4594658 4.92E-06 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceae
506313_7 Energy metabolism Oxidative phosphorylation Cytochrome o ubiquinol oxidase subunit I (Fragment) -2.4854856 0.01042627 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas protegens
1018279_2 Cell structure, growth, and death Chromosome and assoicated proteins RNA-binding protein Hfq -2.5204377 0.02310305 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
514792_2 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis Chaperone protein DnaK -2.5604562 0.00105649 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
685129_3 No roles mapped out of 1 KOs Arginine/ornithine antiporter -2.5966051 0.00011004 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
974911_11 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent protease subunit HslV -2.616368 0.00387333 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1086183_24 Intracellular trafficking, assembly, and processing Chaperone and folding catalysis ATP-dependent protease ATPase subunit HslU -2.6501597 0.00011081 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria
1261601_12 Amino acid metabolism Arginine and proline metabolism Arginine deiminase -2.6520676 0.00040571 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1458014_3 Carbohydrate metabolism Amino sugar and nucleotide sugar metabolism UTP--glucose-1-phosphate uridylyltransferase -2.7141775 0.04390553 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaCellvibrionalesSpongiibacteraceae
1745441_10 Amino acid metabolism Arginine and proline metabolism Arginine deiminase -2.785563 0.00795966 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteriaStreptomycetalesStreptomycetaceaeStreptomyces
685129_4 Amino acid metabolism Arginine and proline metabolism Arginine deiminase -2.8658947 3.07E-06 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
881003_3 No roles mapped out of 1 KOs AprA -2.8820982 0.01875871 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
890283_13 No roles mapped out of 0 KOs Uncharacterized protein -2.9188223 0.02461163 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
375626_3 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FtsH -3.0246646 0.02121382 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Proteobacteria Proteobacteria bacterium
1263621_5 No roles mapped out of 0 KOs Phage infection protein -3.0627468 0.0020577 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonas
62448_11 Defense and invasion systems Secretion systems ImpC -3.0797823 0.01965437 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
175050_70 Energy metabolism Oxidative phosphorylation Cytochrome b -3.1162024 0.00433415 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaBetaproteobacteria Betaproteobacteria bacterium SCGC AG-212-J23
750337_3 No roles mapped out of 0 KOs Putative 10 kDa secreted protein -3.1598044 0.04195978 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Arthropoda Arachnida Ixodida Ixodidae Amblyomma Amblyomma sculptum
61774_6 Energy metabolism Sulfur metabolism Alkanesulfonate monooxygenase -3.1767303 0.00184049 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas taetrolens
1086183_25 Intracellular trafficking, assembly, and processing Peptidases ATP-dependent protease subunit HslV -3.2117209 0.00074829 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1298054_1 No roles mapped out of 0 KOs Not_in_Uniref -3.2545382 0.04627022 Polysaccharide_DepletedRelativeto_SimpleSubstratesNot_in_Uniref
1261601_11 Amino acid metabolism Arginine biosynthesis Ornithine carbamoyltransferase -3.4067006 1.32E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesNo_taxonomic_annotation_available
1755107_2 No roles mapped out of 0 KOs DUF2025 domain-containing protein -3.4581498 0.0155238 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaGammaproteobacteriaPseudomonadalesPseudomonadaceaePseudomonasPseudomonas thivervalensis
559530_7 No roles mapped out of 0 KOs Uncharacterized protein -3.6540268 0.02681487 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ActinobacteriaActinobacteria Actinobacteria bacterium
1359285_2 No roles mapped out of 0 KOs Uncharacterized protein -4.1740114 0.00614136 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Ascomycota SordariomycetesHypocreales HypocreaceaeTrichoderma
1714100_4 No roles mapped out of 0 KOs rRNA promoter binding protein -4.1847059 0.00558719 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota PlatyhelminthesCestoda CyclophyllideaTaeniidae EchinococcusEchinococcus multilocularis
394190_8 No roles mapped out of 0 KOs hypothetical protein -4.4032333 0.0013301 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria ProteobacteriaAlphaproteobacteriaRhizobiales Rhizobiales bacterium YIM 77505
1257299_98 No roles mapped out of 0 KOs Not_in_Uniref -4.5535262 0.00167339 Polysaccharide_DepletedRelativeto_SimpleSubstratesNot_in_Uniref
257002_1 No roles mapped out of 0 KOs Uncharacterized protein -4.5698916 0.00292396 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Ascomycota EurotiomycetesEurotiales AspergillaceaeAspergillus
1129114_4 Carbohydrate metabolism Pentose and glucuronate interconversions SGL domain-containing protein -4.7250378 0.00333446 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Acidobacteria
541660_4 No roles mapped out of 0 KOs Uncharacterized protein -4.7477538 0.00290615 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Ascomycota SordariomycetesGlomerellalesGlomerellaceaeColletotrichum
855401_4 No roles mapped out of 0 KOs Uncharacterized protein -4.7710523 0.00172894 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus notoginsengisoli
1481689_3 No roles mapped out of 0 KOs Uncharacterized protein -5.0719456 0.00080553 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Ascomycota DothideomycetesCapnodiales TeratosphaeriaceaeFriedmanniomycesFriedmanniomyces endolithicus
257002_2 No roles mapped out of 0 KOs Not_in_Uniref -5.4485119 0.00130251 Polysaccharide_DepletedRelativeto_SimpleSubstratesNot_in_Uniref
1714100_2 No roles mapped out of 0 KOs Uncharacterized protein -5.4681479 0.00024484 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Chordata BranchiostomidaeBranchiostomaBranchiostoma floridae
256659_2 No roles mapped out of 0 KOs Not_in_Uniref -5.6837064 0.00025919 Polysaccharide_DepletedRelativeto_SimpleSubstratesNot_in_Uniref
257002_3 No roles mapped out of 0 KOs Not_in_Uniref -5.8091545 9.70E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesNot_in_Uniref
1359285_3 No roles mapped out of 0 KOs Uncharacterized protein -5.9940488 2.76E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota
516691_1 No roles mapped out of 0 KOs Hipothetical protein (Fragment) -6.009243 3.51E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Arthropoda Insecta Diptera Culicidae Anopheles Anopheles darlingi
855401_5 No roles mapped out of 0 KOs Uncharacterized protein -6.3500101 8.85E-06 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Ascomycota DothideomycetesCapnodiales Mycosphaerellaceae
349649_2 No roles mapped out of 0 KOs Uncharacterized protein -6.4591726 2.76E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Placozoa TrichoplacidaeHoilungia Hoilungia hongkongensis
855401_3 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) -6.5578734 6.36E-06 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Nematoda ChromadoreaStrongylida Strongylidae CylicostephanusCylicostephanus goldi
1481689_4 No roles mapped out of 0 KOs Uncharacterized protein -7.3248264 1.48E-05 Polysaccharide_DepletedRelativeto_SimpleSubstratesEukaryota Ascomycota DothideomycetesCapnodiales Mycosphaerellaceae
1635164_2 Translation tR and rR base modification S-adenosylmethionine:tRNA ribosyltransferase-isomerase -7.756341 7.64E-07 Polysaccharide_DepletedRelativeto_SimpleSubstratesBacteria Gemmatimonadetes Gemmatimonadetes bacterium


