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1 89-1591 Gene Ontology 3

gi acc name term_type
50589882 G0:0006289 nucleotide-excision repair biological_process
50589882 G0:0030163 protein catabolism biological_process
50589884 G0:0015808 L-alanine transport biological_process
50589886 G0:0006310 DNA recombination biological_process
50589886 G0:0009432 SOS response biological_process
50589891 G0:0000050 urea cycle biological_process
50589891 G0:0006526 arginine biosynthesis biological_process
50589891 G0:0006527 arginine catabolism biological_process
50589892 G0:0006526 arginine biosynthesis biological_process
50589906 G0:0015758 glucose transport biological_process
50589909 G0:0006313 DNA transposition biological_process
50589914 G0:0006099 tricarboxylic acid cycle biological_process
50589914 G0:0006118 electron transport biological_process
50589914 G0:0009061 anaerobic respiration biological_process
50589914 G0:0009094 L-phenylalanine biosynthesis biological_process
50589918 G0:0008654 phospholipid biosynthesis biological_process
50589927 G0:0006260 DNA replication biological_process
50589930 G0:0015833 peptide transport biological_process
50589933 G0:0005980 glycogen catabolism biological_process
50589939 G0:0006817 phosphate transport biological_process
50589940 G0:0006817 phosphate transport biological_process
50589944 G0:0008643 carbohydrate transport biological_process
50589946 G0:0006805 xenobiotic metabolism biological_process
50589946 G0:0006808 regulation of nitrogen utilization biological_process
50589946 G0:0010044 response to aluminum ion biological_process
50589947 G0:0000271 polysaccharide biosynthesis biological_process
50589947 G0:0009273 cell wall biosynthesis (sensu Bacteria) biological_process
50589949 G0:0009410 response to xenobiotic stimulus biological_process
50589949 G0:0015893 drug transport biological_process
50589952 G0:0006072 glycerol-3-phosphate metabolism biological_process
50589952 G0:0008654 phospholipid biosynthesis biological_process
50589954 G0:0000154 rRNA modification biological_process
50589954 G0:0009636 response to toxin biological_process
50589954 G0:0046677 response to antibiotic biological_process
50589962 G0:0006259 DNA metabolism biological_process
50589962 G0:0009166 nucleotide catabolism biological_process
50589966 G0:0042891 antibiotic transport biological_process
50589966 G0:0046677 response to antibiotic biological_process
50589967 G0:0042891 antibiotic transport biological_process
50589967 G0:0046677 response to antibiotic biological_process
50589970 G0:0006139 nucleobase, nucleoside, nucleotide and nucleic acid metabolism biological_process
50589971 G0:0006144 purine base metabolism biological_process
50589971 G0:0006152 purine nucleoside catabolism biological_process
50589971 G0:0006166 purine ribonucleoside salvage biological_process
50589975 G0:0009255 Entner-Doudoroff pathway biological_process
50589978 G0:0006633 fatty acid biosynthesis biological_process
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50589978 G0:0006633 fatty acid biosynthesis biological_process
50589980 G0:0006067 ethanol metabolism biological_process
50589980 G0:0006113 fermentation biological_process
50589981 G0:0006427 histidyl-tRNA aminoacylation biological_process
50589984 G0:0000004 biological process unknown biological_process
50589989 G0:0006810 transport biological_process
50589998 G0:0006313 DNA transposition biological_process
50589999 G0:0006796 phosphate metabolism biological_process
50589999 G0:0006817 phosphate transport biological_process
50590000 G0:0006817 phosphate transport biological_process
50590001 G0:0006817 phosphate transport biological_process
50590002 G0:0006817 phosphate transport biological_process
50590004 G0:0006828 manganese ion transport biological_process
50590004 G0:0006829 zinc ion transport biological_process
50590004 G0:0007155 cell adhesion biological_process
50590004 G0:0009405 pathogenesis biological_process
50590007 G0:0009220 pyrimidine ribonucleotide biosynthesis biological_process
50590016 G0:0016576 histone dephosphorylation biological_process
50590019 G0:0006012 galactose metabolism biological_process
50590019 G0:0009225 nucleotide-sugar metabolism biological_process
50590020 G0:0006012 galactose metabolism biological_process
50590020 G0:0009225 nucleotide-sugar metabolism biological_process
50590023 G0:0006810 transport biological_process
50590024 G0:0048473 D-methionine transport biological_process
50590025 G0:0006508 proteolysis and peptidolysis biological_process
50590027 G0:0006537 glutamate biosynthesis biological_process
50590027 G0:0009083 branched chain family amino acid catabolism biological_process
50590033 G0:0006412 protein biosynthesis biological_process
50590034 G0:0006414 translational elongation biological_process
50590044 G0:0009290 cellular DNA import biological_process
50590044 G0:0030420 establishment of competence for transformation biological_process
50590049 G0:0006424 glutamyl-tRNA aminoacylation biological_process
50590055 G0:0006457 protein folding biological_process
50590055 G0:0006605 protein targeting biological_process
50590055 G0:0006836 neurotransmitter transport biological_process
50590058 G0:0006810 transport biological_process
50590061 G0:0006810 transport biological_process
50590064 G0:0006412 protein biosynthesis biological_process
50590064 G0:0007046 ribosome biogenesis biological_process
50590065 G0:0006412 protein biosynthesis biological_process
50590065 G0:0007046 ribosome biogenesis biological_process
50590068 G0:0006306 DNA methylation biological_process
50590070 G0:0005975 carbohydrate metabolism biological_process
50590071 G0:0009631 cold acclimation biological_process
50590072 G0:0006118 electron transport biological_process
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50590073 G0:0005975 carbohydrate metabolism biological_process
50590073 G0:0008655 pyrimidine salvage biological_process
50590073 G0:0009058 biosynthesis biological_process
50590073 G0:0015949 nucleobase, nucleoside and nucleotide interconversion biological_process
50590073 G0:0046108 uridine metabolism biological_process
50590075 G0:0006081 aldehyde metabolism biological_process
50590075 G0:0006113 fermentation biological_process
50590075 G0:0051144 propanediol catabolism biological_process
50590076 G0:0009088 threonine biosynthesis biological_process
50590083 G0:0006426 glycyl-tRNA aminoacylation biological_process
50590084 G0:0006426 glycyl-tRNA aminoacylation biological_process
50590088 G0:0015803 branched-chain aliphatic amino acid transport biological_process
50590089 G0:0015803 branched-chain aliphatic amino acid transport biological_process
50590090 G0:0015803 branched-chain aliphatic amino acid transport biological_process
50590091 G0:0015803 branched-chain aliphatic amino acid transport biological_process
50590093 G0:0006730 one-carbon compound metabolism biological_process
50590094 G0:0006281 DNA repair biological_process
50590096 G0:0009394 2'-deoxyribonucleotide metabolism biological_process
50590097 G0:0006810 transport biological_process
50590099 G0:0000910 cytokinesis biological_process
50590099 G0:0043093 binary fission biological_process
50590100 G0:0000910 cytokinesis biological_process
50590101 G0:0009252 peptidoglycan biosynthesis biological_process
50590102 G0:0009252 peptidoglycan biosynthesis biological_process
50590104 G0:0006508 proteolysis and peptidolysis biological_process
50590105 G0:0006289 nucleotide-excision repair biological_process
50590106 G0:0015693 magnesium ion transport biological_process
50590108 G0:0006313 DNA transposition biological_process
50590109 G0:0006313 DNA transposition biological_process
50590110 G0:0006313 DNA transposition biological_process
50590115 G0:0006464 protein modification biological_process
50590115 G0:0042254 ribosome biogenesis and assembly biological_process
50590116 G0:0000004 biological process unknown biological_process
50590122 G0:0000918 selection of site for barrier septum formation biological_process
50590123 G0:0006545 glycine biosynthesis biological_process
50590123 G0:0006564 L-serine biosynthesis biological_process
50590124 G0:0005975 carbohydrate metabolism biological_process
50590125 G0:0009436 glyoxylate catabolism biological_process
50590140 G0:0006354 RNA elongation biological_process
50590141 G0:0000004 biological process unknown biological_process
50590145 G0:0006508 proteolysis and peptidolysis biological_process
50590145 G0:0007218 neuropeptide signaling pathway biological_process
50590145 G0:0007267 cell-cell signaling biological_process
50590145 G0:0010002 cardioblast differentiation biological_process
50590145 G0:0016486 peptide hormone processing biological_process
50590145 G0:0042310 vasoconstriction biological_process
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50590146 G0:0006414 translational elongation biological_process
50590148 G0:0006040 amino sugar metabolism biological_process
50590151 G0:0006810 transport biological_process
50590152 G0:0006810 transport biological_process
50590154 G0:0000271 polysaccharide biosynthesis biological_process
50590157 G0:0009097 isoleucine biosynthesis biological_process
50590157 G0:0009099 valine biosynthesis biological_process
50590173 G0:0009294 DNA mediated transformation biological_process
50590174 G0:0006265 DNA topological change biological_process
50590174 G0:0006268 DNA unwinding biological_process
50590176 G0:0000154 rRNA modification biological_process
50590179 G0:0045941 positive regulation of transcription biological_process
50590181 G0:0006420 arginyl-tRNA aminoacylation biological_process
50590181 G0:0040019 positive regulation of embryonic development biological_process
50590183 G0:0006298 mismatch repair biological_process
50590186 G0:0009097 isoleucine biosynthesis biological_process
50590186 G0:0009099 valine biosynthesis biological_process
50590187 G0:0009097 isoleucine biosynthesis biological_process
50590187 G0:0009099 valine biosynthesis biological_process
50590188 G0:0009097 isoleucine biosynthesis biological_process
50590188 G0:0009099 valine biosynthesis biological_process
50590189 G0:0006566 threonine metabolism biological_process
50590189 G0:0009097 isoleucine biosynthesis biological_process
50590192 G0:0015860 purine nucleoside transport biological_process
50590193 G0:0008015 circulation biological_process
50590193 G0:0009086 methionine biosynthesis biological_process
50590194 G0:0009086 methionine biosynthesis biological_process
50590201 G0:0006865 amino acid transport biological_process
50590203 G0:0008643 carbohydrate transport biological_process
50590204 G0:0008643 carbohydrate transport biological_process
50590205 G0:0008643 carbohydrate transport biological_process
50590207 G0:0006414 translational elongation biological_process
50590209 G0:0006353 transcription termination biological_process
50590210 G0:0006355 regulation of transcription, DNA-dependent biological_process
50590211 G0:0005976 polysaccharide metabolism biological_process
50590212 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50590212 G0:0015759 beta-glucoside transport biological_process
50590212 G0:0015771 trehalose transport biological_process
50590214 G0:0006567 threonine catabolism biological_process
50590217 G0:0016226 iron-sulfur cluster assembly biological_process
50590217 G0:0016259 selenocysteine metabolism biological_process
50590218 G0:0009228 thiamin biosynthesis biological_process
50590219 G0:0015803 branched-chain aliphatic amino acid transport biological_process
50590224 G0:0009435 NAD biosynthesis biological_process
50590226 G0:0000004 biological process unknown biological_process
50590229 G0:0006878 copper ion homeostasis biological_process
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50590232 G0:0009401
50590235 G0:0009401

phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process

phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process

50590235 G0:0015761 mannose transport biological_process
50590240 G0:0000910 cytokinesis biological_process
50590240 G0:0009252 peptidoglycan biosynthesis biological_process
50590241 G0:0006099 tricarboxylic acid cycle biological_process
50590248 G0:0006772 thiamin metabolism biological_process
50590249 G0:0009052 pentose-phosphate shunt, non-oxidative branch biological_process
50590250 G0:0000004 biological process unknown biological_process
50590253 G0:0006281 DNA repair biological_process
50590254 G0:0006310 DNA recombination biological_process
50590255 G0:0006298 mismatch repair biological_process
50590258 G0:0006821 chloride transport biological_process
50590259 G0:0015847 putrescine transport biological_process
50590259 G0:0015848 spermidine transport biological_process
50590260 G0:0015847 putrescine transport biological_process
50590260 G0:0015848 spermidine transport biological_process
50590261 G0:0015847 putrescine transport biological_process
50590261 G0:0015848 spermidine transport biological_process
50590262 G0:0015847 putrescine transport biological_process
50590262 G0:0015848 spermidine transport biological_process
50590263 G0:0009252 peptidoglycan biosynthesis biological_process
50590267 G0:0009252 peptidoglycan biosynthesis biological_process
50590268 G0:0000004 biological process unknown biological_process
50590272 G0:0007059 chromosome segregation biological_process
50590272 G0:0030261 chromosome condensation biological_process
50590273 G0:0007059 chromosome segregation biological_process
50590273 G0:0030261 chromosome condensation biological_process
50590274 G0:0000154 rRNA modification biological_process
50590276 G0:0006826 iron ion transport biological_process
50590277 G0:0006826 iron ion transport biological_process
50590278 G0:0006826 iron ion transport biological_process
50590279 G0:0006826 iron ion transport biological_process
50590280 G0:0006750 glutathione biosynthesis biological_process
50590280 G0:0006982 response to lipid hydroperoxide biological_process
50590280 G0:0009636 response to toxin biological_process
50590281 G0:0000154 rRNA modification biological_process
50590286 G0:0006334 nucleosome assembly biological_process
50590286 G0:0006938 sarcomere alignment biological_process
50590286 G0:0006942 regulation of striated muscle contraction biological_process
50590286 G0:0007638 mechanosensory behavior biological_process
50590286 G0:0008366 nerve ensheathment biological_process
50590286 G0:0045104 intermediate filament cytoskeleton organization and biogenesis biological_process
50590286 G0:0045214 sarcomere organization biological_process
50590300 G0:0000004 biological process unknown biological_process
50590303 G0:0015833 peptide transport biological_process
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50590307 G0:0006396 RNA processing biological_process
50590308 G0:0006413 translational initiation biological_process
50590311 G0:0006353 transcription termination biological_process
50590315 G0:0019563 glycerol catabolism biological_process
50590316 G0:0006260 DNA replication biological_process
50590326 G0:0006260 DNA replication biological_process
50590326 G0:0006281 DNA repair biological_process
50590326 G0:0006310 DNA recombination biological_process
50590326 G0:0009432 SOS response biological_process
50590329 G0:0006084 acetyl-CoA metabolism biological_process
50590329 G0:0006090 pyruvate metabolism biological_process
50590329 G0:0006096 glycolysis biological_process
50590330 G0:0006090 pyruvate metabolism biological_process
50590330 G0:0006096 glycolysis biological_process
50590330 G0:0006099 tricarboxylic acid cycle biological_process
50590331 G0:0006090 pyruvate metabolism biological_process
50590331 G0:0006554 lysine catabolism biological_process
50590332 G0:0006086 acetyl-CoA biosynthesis from pyruvate biological_process
50590332 G0:0006118 electron transport biological_process
50590332 G0:0006546 glycine catabolism biological_process
50590332 G0:0006550 isoleucine catabolism biological_process
50590332 G0:0006552 leucine catabolism biological_process
50590332 G0:0006564 L-serine biosynthesis biological_process
50590332 G0:0006574 valine catabolism biological_process
50590332 G0:0006748 lipoamide metabolism biological_process
50590336 G0:0008033 tRNA processing biological_process
50590337 G0:0006094 gluconeogenesis biological_process
50590337 G0:0006565 L-serine catabolism biological_process
50590338 G0:0006094 gluconeogenesis biological_process
50590338 G0:0006565 L-serine catabolism biological_process
50590340 G0:0006824 cobalt ion transport biological_process
50590341 G0:0006824 cobalt ion transport biological_process
50590342 G0:0006824 cobalt ion transport biological_process
50590344 G0:0005975 carbohydrate metabolism biological_process
50590344 G0:0009438 methylglyoxal metabolism biological_process
50590345 G0:0006096 glycolysis biological_process
50590345 G0:0006941 striated muscle contraction biological_process
50590346 G0:0006629 lipid metabolism biological_process
50590347 G0:0006554 lysine catabolism biological_process
50590347 G0:0006695 cholesterol biosynthesis biological_process
50590347 G0:0006696 ergosterol biosynthesis biological_process
50590347 G0:0006700 C21-steroid hormone biosynthesis biological_process
50590347 G0:0007548 sex differentiation biological_process
50590347 G0:0019287 isopentenyl diphosphate biosynthesis, mevalonate pathway biological_process
50590347 G0:0046951 ketone body biosynthesis biological_process
50590352 G0:0006508 proteolysis and peptidolysis biological_process
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50590353 G0:0000004 biological process unknown biological_process
50590354 G0:0006281 DNA repair biological_process
50590358 G0:0006055 CMP-N-acetylneuraminate biosynthesis biological_process
50590358 G0:0009103 lipopolysaccharide biosynthesis biological_process
50590360 G0:0006047 UDP-N-acetylglucosamine metabolism biological_process
50590360 G0:0007155 cell adhesion biological_process
50590360 G0:0009103 lipopolysaccharide biosynthesis biological_process
50590360 G0:0046380 N-acetylneuraminate biosynthesis biological_process
50590361 G0:0009103 lipopolysaccharide biosynthesis biological_process
50590361 G0:0009631 cold acclimation biological_process
50590361 G0:0042309 homoiothermy biological_process
50590361 G0:0050826 response to freezing biological_process
50590375 G0:0006812 cation transport biological_process
50590388 G0:0006858 extracellular transport biological_process
50590389 G0:0006810 transport biological_process
50590391 G0:0009086 methionine biosynthesis biological_process
50590391 G0:0009088 threonine biosynthesis biological_process
50590391 G0:0009097 isoleucine biosynthesis biological_process
50590392 G0:0006549 isoleucine metabolism biological_process
50590392 G0:0006555 methionine metabolism biological_process
50590392 G0:0009088 threonine biosynthesis biological_process
50590392 G0:0009092 homoserine metabolism biological_process
50590396 G0:0006457 protein folding biological_process
50590397 G0:0006260 DNA replication biological_process
50590397 G0:0006281 DNA repair biological_process
50590397 G0:0006310 DNA recombination biological_process
50590399 G0:0006432 phenylalanyl-tRNA aminoacylation biological_process
50590401 G0:0006979 response to oxidative stress biological_process
50590403 G0:0006508 proteolysis and peptidolysis biological_process
50590404 G0:0046654 tetrahydrofolate biosynthesis biological_process
50590408 G0:0009220 pyrimidine ribonucleotide biosynthesis biological_process
50590409 G0:0009220 pyrimidine ribonucleotide biosynthesis biological_process
50590410 G0:0006207 'de novo' pyrimidine base biosynthesis biological_process
50590410 G0:0006526 arginine biosynthesis biological_process
50590410 G0:0009220 pyrimidine ribonucleotide biosynthesis biological_process
50590411 G0:0006353 transcription termination biological_process
50590411 G0:0009220 pyrimidine ribonucleotide biosynthesis biological_process
50590415 G0:0006412 protein biosynthesis biological_process
50590415 G0:0007046 ribosome biogenesis biological_process
50590416 G0:0006413 translational initiation biological_process
50590417 G0:0006172 ADP biosynthesis biological_process
50590417 G0:0015949 nucleobase, nucleoside and nucleotide interconversion biological_process
50590417 G0:0046083 adenine metabolism biological_process
50590418 G0:0006886 intracellular protein transport biological_process
50590418 G0:0015628 type Il protein secretion system biological_process
50590419 G0:0006412 protein biosynthesis biological_process
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50590421 G0:0006412 protein biosynthesis biological_process
50590422 G0:0006412 protein biosynthesis biological_process
50590422 G0:0007046 ribosome biogenesis biological_process
50590423 G0:0006412 protein biosynthesis biological_process
50590423 G0:0007046 ribosome biogenesis biological_process
50590424 G0:0006412 protein biosynthesis biological_process
50590424 G0:0007046 ribosome biogenesis biological_process
50590425 G0:0006412 protein biosynthesis biological_process
50590425 G0:0007046 ribosome biogenesis biological_process
50590426 G0:0006412 protein biosynthesis biological_process
50590427 G0:0006412 protein biosynthesis biological_process
50590427 G0:0007046 ribosome biogenesis biological_process
50590429 G0:0030245 cellulose catabolism biological_process
50590432 G0:0006810 transport biological_process
50590432 G0:0051189 prosthetic group metabolism biological_process
50590436 G0:0009252 peptidoglycan biosynthesis biological_process
50590436 G0:0019408 dolichol biosynthesis biological_process
50590437 G0:0008654 phospholipid biosynthesis biological_process
50590438 G0:0006508 proteolysis and peptidolysis biological_process
50590439 G0:0006433 prolyl-tRNA aminoacylation biological_process
50590440 G0:0006833 water transport biological_process
50590440 G0:0006863 purine transport biological_process
50590440 G0:0006970 response to osmotic stress biological_process
50590440 G0:0007588 excretion biological_process
50590440 G0:0009935 nutrient import biological_process
50590440 G0:0010033 response to organic substance biological_process
50590440 G0:0015722 canalicular bile acid transport biological_process
50590440 G0:0015793 glycerol transport biological_process
50590440 G0:0015837 amine transport biological_process
50590440 G0:0015855 pyrimidine transport biological_process
50590440 G0:0030104 water homeostasis biological_process
50590440 G0:0046689 response to mercury ion biological_process
50590442 G0:0019563 glycerol catabolism biological_process
50590443 G0:0019563 glycerol catabolism biological_process
50590445 G0:0015768 maltose transport biological_process
50590448 G0:0006423 cysteinyl-tRNA aminoacylation biological_process
50590451 G0:0006535 cysteine biosynthesis from serine biological_process
50590452 G0:0006402 mRNA catabolism biological_process
50590455 G0:0000154 rRNA modification biological_process
50590458 G0:0009306 protein secretion biological_process
50590462 G0:0015949 nucleobase, nucleoside and nucleotide interconversion biological_process
50590463 G0:0006260 DNA replication biological_process
50590466 G0:0006564 L-serine biosynthesis biological_process
50590466 G0:0008615 pyridoxine biosynthesis biological_process
50590466 G0:0009113 purine base biosynthesis biological_process
50590468 G0:0006564 L-serine biosynthesis biological_process
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50590468 G0:0007420 brain development biological_process
50590468 G0:0031102 neurite regeneration biological_process
50590469 G0:0006281 DNA repair biological_process
50590482 G0:0009103 lipopolysaccharide biosynthesis biological_process
50590482 G0:0009252 peptidoglycan biosynthesis biological_process
50590489 G0:0009405 pathogenesis biological_process
50590489 G0:0019835 cytolysis biological_process
50590491 G0:0006401 RNA catabolism biological_process
50590494 G0:0000917 barrier septum formation biological_process
50590494 G0:0030187 melatonin biosynthesis biological_process
50590495 G0:0009166 nucleotide catabolism biological_process
50590496 G0:0009166 nucleotide catabolism biological_process
50590496 G0:0009225 nucleotide-sugar metabolism biological_process
50590497 G0:0009220 pyrimidine ribonucleotide biosynthesis biological_process
50590501 G0:0000731 DNA synthesis during DNA repair biological_process
50590501 G0:0030174 regulation of DNA replication initiation biological_process
50590502 G0:0009265 2'-deoxyribonucleotide biosynthesis biological_process
50590504 G0:0009166 nucleotide catabolism biological_process
50590504 G0:0015949 nucleobase, nucleoside and nucleotide interconversion biological_process
50590505 G0:0009265 2'-deoxyribonucleotide biosynthesis biological_process
50590518 G0:0006424 glutamyl-tRNA aminoacylation biological_process
50590519 G0:0006424 glutamyl-tRNA aminoacylation biological_process
50590521 G0:0006355 regulation of transcription, DNA-dependent biological_process
50590522 G0:0006012 galactose metabolism biological_process
50590522 G0:0046835 carbohydrate phosphorylation biological_process
50590526 G0:0006508 proteolysis and peptidolysis biological_process
50590527 G0:0006508 proteolysis and peptidolysis biological_process
50590529 G0:0006355 regulation of transcription, DNA-dependent biological_process
50590535 G0:0000105 histidine biosynthesis biological_process
50590535 G0:0001718 conversion of met-tRNAf to fmet-tRNA biological_process
50590535 G0:0009086 methionine biosynthesis biological_process
50590535 G0:0009113 purine base biosynthesis biological_process
50590535 G0:0009257 10-formyltetrahydrofolate biosynthesis biological_process
50590535 G0:0015940 pantothenate biosynthesis biological_process
50590535 G0:0019415 acetate biosynthesis from carbon monoxide biological_process
50590535 G0:0019653 purine fermentation biological_process
50590535 G0:0046656 folic acid biosynthesis biological_process
50590538 G0:0006825 copper ion transport biological_process
50590541 G0:0045449 regulation of transcription biological_process
50590543 G0:0000004 biological process unknown biological_process
50590546 G0:0006313 DNA transposition biological_process
50590552 G0:0006961 antibacterial humoral response (sensu Protostomia) biological_process
50590552 G0:0009273 cell wall biosynthesis (sensu Bacteria) biological_process
50590552 G0:0009405 pathogenesis biological_process
50590552 G0:0030260 entry into host cell biological_process
50590555 G0:0006401 RNA catabolism biological_process
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50590555 G0:0009631 cold acclimation
50590555 G0:0042255 ribosome assembly
50590569 G0:0000004 biological process unknown
50590571 G0:0007046 ribosome biogenesis
50590572 G0:0006270 DNA replication initiation
50590572 G0:0006271 DNA strand elongation
50590574 G0:0006412 protein biosynthesis
50590577 G0:0016049 cell growth
50590578 G0:0006281 DNA repair
50590579 G0:0015937 coenzyme A biosynthesis
50590582 G0:0006396 RNA processing
50590582 G0:0006401 RNA catabolism
50590583 G0:0006450 regulation of translational fidelity
50590586 G0:0006094 gluconeogenesis
50590586 G0:0006096 glycolysis
50590587 G0:0006096 glycolysis
50590590 G0:0006542 glutamine biosynthesis
50590594 G0:0006464 protein modification
50590594 G0:0042254 ribosome biogenesis and assembly
50590596 G0:0006090 pyruvate metabolism
50590596 G0:0006096 glycolysis
50590604 G0:0006412 protein biosynthesis
50590604 G0:0007046 ribosome biogenesis
50590605 G0:0006412 protein biosynthesis
50590608 G0:0000910 cytokinesis
50590609 G0:0005987 sucrose catabolism
50590612 G0:0008643 carbohydrate transport
50590614 G0:0006810 transport
50590615 G0:0019287 isopentenyl diphosphate biosynthesis, mevalonate pathway
50590616 G0:0016126 sterol biosynthesis
50590616 G0:0019287 isopentenyl diphosphate biosynthesis, mevalonate pathway
50590617 G0:0006695 cholesterol biosynthesis
50590617 G0:0006696 ergosterol biosynthesis
50590617 G0:0016310 phosphorylation
50590617 G0:0019287 isopentenyl diphosphate biosynthesis, mevalonate pathway
50590619 G0:0006855 multidrug transport
50590624 G0:0042891 antibiotic transport
50590624 G0:0046677 response to antibiotic

50590625 G0:0000160
50590626 G0:0000160

50590628 G0:0009073 aromatic amino acid family biosynthesis
50590630 G0:0015697 quaternary ammonium group transport
50590630 G0:0018987 osmoregulation

50590631 G0:0015697 quaternary ammonium group transport
50590631 G0:0018987 osmoregulation

50590636 G0:0009152 purine ribonucleotide biosynthesis

two-component signal transduction system (phosphorelay)

two-component signal transduction system (phosphorelay)

biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
biological_process
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50590637 G0:0006750 glutathione biosynthesis biological_process
50590640 G0:0006457 protein folding biological_process
50590640 G0:0006979 response to oxidative stress biological_process
50590640 G0:0050821 protein stabilization biological_process
50590641 G0:0006400 tRNA modification biological_process
50590649 G0:0006281 DNA repair biological_process
50590649 G0:0006310 DNA recombination biological_process
50590652 G0:0006508 proteolysis and peptidolysis biological_process
50590661 G0:0006422 aspartyl-tRNA aminoacylation biological_process
50590661 G0:0006430 lysyl-tRNA aminoacylation biological_process
50590668 G0:0006747 FAD biosynthesis biological_process
50590668 G0:0009231 riboflavin biosynthesis biological_process
50590668 G0:0009398 FMN biosynthesis biological_process
50590669 G0:0006400 tRNA modification biological_process
50590680 G0:0006364 rRNA processing biological_process
50590680 G0:0042255 ribosome assembly biological_process
50590688 G0:0006532 aspartate biosynthesis biological_process
50590689 G0:0006421 asparaginyl-tRNA aminoacylation biological_process
50590689 G0:0006422 aspartyl-tRNA aminoacylation biological_process
50590692 G0:0006281 DNA repair biological_process
50590694 G0:0006438 valyl-tRNA aminoacylation biological_process
50590716 G0:0009166 nucleotide catabolism biological_process
50590716 G0:0015949 nucleobase, nucleoside and nucleotide interconversion biological_process
50590719 G0:0009252 peptidoglycan biosynthesis biological_process
50590720 G0:0016226 iron-sulfur cluster assembly biological_process
50590722 G0:0016226 iron-sulfur cluster assembly biological_process
50590722 G0:0016261 selenocysteine catabolism biological_process
50590723 G0:0016226 iron-sulfur cluster assembly biological_process
50590724 G0:0016226 iron-sulfur cluster assembly biological_process
50590725 G0:0009243 O antigen biosynthesis biological_process
50590725 G0:0009252 peptidoglycan biosynthesis biological_process
50590727 G0:0046677 response to antibiotic biological_process
50590729 G0:0006800 oxygen and reactive oxygen species metabolism biological_process
50590730 G0:0000004 biological process unknown biological_process
50590731 G0:0006826 iron ion transport biological_process
50590733 G0:0009306 protein secretion biological_process
50590733 G0:0009405 pathogenesis biological_process
50590734 G0:0019358 nicotinate nucleotide salvage biological_process
50590734 G0:0019363 pyridine nucleotide biosynthesis biological_process
50590735 G0:0009435 NAD biosynthesis biological_process
50590737 G0:0000004 biological process unknown biological_process
50590741 G0:0006820 anion transport biological_process
50590749 G0:0006810 transport biological_process
50590756 G0:0006633 fatty acid biosynthesis biological_process
50590757 G0:0006633 fatty acid biosynthesis biological_process
50590758 G0:0006633 fatty acid biosynthesis biological_process
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50590759 G0:0006633 fatty acid biosynthesis biological_process
50590760 G0:0006633 fatty acid biosynthesis biological_process
50590761 G0:0006633 fatty acid biosynthesis biological_process
50590762 G0:0006633 fatty acid biosynthesis biological_process
50590763 G0:0006633 fatty acid biosynthesis biological_process
50590764 G0:0008654 phospholipid biosynthesis biological_process
50590766 G0:0006633 fatty acid biosynthesis biological_process
50590769 G0:0000004 biological process unknown biological_process
50590773 G0:0000004 biological process unknown biological_process
50590776 G0:0000018 regulation of DNA recombination biological_process
50590776 G0:0006338 chromatin remodeling biological_process
50590776 G0:0009117 nucleotide metabolism biological_process
50590776 G0:0016584 nucleosome spacing biological_process
50590776 G0:0042766 nucleosome mobilization biological_process
50590776 G0:0045941 positive regulation of transcription biological_process
50590776 G0:0051260 protein homooligomerization biological_process
50590777 G0:0006348 chromatin silencing at telomere biological_process
50590777 G0:0016584 nucleosome spacing biological_process
50590777 G0:0046020 negative regulation of transcription from RNA polymerase Il promoter by pheromones  biological_process
50590779 G0:0009252 peptidoglycan biosynthesis biological_process
50590784 G0:0006464 protein modification biological_process
50590786 G0:0009252 peptidoglycan biosynthesis biological_process
50590788 G0:0006555 methionine metabolism biological_process
50590788 G0:0006556 S-adenosylmethionine biosynthesis biological_process
50590789 G0:0006206 pyrimidine base metabolism biological_process
50590789 G0:0006220 pyrimidine nucleotide metabolism biological_process
50590789 G0:0009165 nucleotide biosynthesis biological_process
50590792 G0:0009102 biotin biosynthesis biological_process
50590792 G0:0018054 peptidyl-lysine biotinylation biological_process
50590798 G0:0006281 DNA repair biological_process
50590799 G0:0006561 proline biosynthesis biological_process
50590800 G0:0006561 proline biosynthesis biological_process
50590801 G0:0006118 electron transport biological_process
50590801 G0:0006561 proline biosynthesis biological_process
50590801 G0:0008652 amino acid biosynthesis biological_process
50590804 GO0:0006355 regulation of transcription, DNA-dependent biological_process
50590807 G0:0006313 DNA transposition biological_process
50590811 G0:0009307 DNA restriction-modification system biological_process
50590815 G0:0006304 DNA modification biological_process
50590816 G0:0006434 seryl-tRNA aminoacylation biological_process
50590821 G0:0009299 mRNA transcription biological_process
50590826 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50590826 G0:0045013 negative regulation of transcription by carbon catabolites biological_process
50590827 G0:0009249 protein-lipoylation biological_process
50590829 G0:0006631 fatty acid metabolism biological_process
50590831 G0:0006532 aspartate biosynthesis biological_process
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50590831 G0:0009088 threonine biosynthesis biological_process
50590831 G0:0009089 lysine biosynthesis via diaminopimelate biological_process
50590832 G0:0009252 peptidoglycan biosynthesis biological_process
50590834 G0:0015628 type Il protein secretion system biological_process
50590836 G0:0005985 sucrose metabolism biological_process
50590839 G0:0006810 transport biological_process
50590842 G0:0000004 biological process unknown biological_process
50590843 G0:0006508 proteolysis and peptidolysis biological_process
50590844 G0:0000910 cytokinesis biological_process
50590845 G0:0006270 DNA replication initiation biological_process
50590845 G0:0006275 regulation of DNA replication biological_process
50590846 G0:0006260 DNA replication biological_process
50590850 G0:0006012 galactose metabolism biological_process
50590852 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50590852 G0:0015761 mannose transport biological_process
50590853 G0:0008645 hexose transport biological_process
50590853 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50590854 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50590855 G0:0005975 carbohydrate metabolism biological_process
50590855 G0:0035071 salivary gland cell death biological_process
50590855 G0:0045045 secretory pathway biological_process
50590856 G0:0006355 regulation of transcription, DNA-dependent biological_process
50590857 G0:0006355 regulation of transcription, DNA-dependent biological_process
50590861 G0:0001510 RNA methylation biological_process
50590861 G0:0006400 tRNA modification biological_process
50590870 G0:0000271 polysaccharide biosynthesis biological_process
50590872 G0:0009103 lipopolysaccharide biosynthesis biological_process
50590875 G0:0045227 capsule polysaccharide biosynthesis biological_process
50590891 G0:0006535 cysteine biosynthesis from serine biological_process
50590893 G0:0006457 protein folding biological_process
50590893 G0:0006605 protein targeting biological_process
50590893 G0:0006836 neurotransmitter transport biological_process
50590895 G0:0007165 signal transduction biological_process
50590900 G0:0009408 response to heat biological_process
50590901 G0:0006457 protein folding biological_process
50590901 G0:0006950 response to stress biological_process
50590902 G0:0006950 response to stress biological_process
50590903 G0:0006457 protein folding biological_process
50590903 G0:0009408 response to heat biological_process
50590906 G0:0006865 amino acid transport biological_process
50590907 G0:0006865 amino acid transport biological_process
50590912 G0:0006825 copper ion transport biological_process
50590912 G0:0015691 cadmium ion transport biological_process
50590930 G0:0006118 electron transport biological_process
50590931 G0:0006744 ubiquinone biosynthesis biological_process
50590931 G0:0009234 menaquinone biosynthesis biological_process
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50590933 G0:0009228 thiamin biosynthesis biological_process
50590941 G0:0000004 biological process unknown biological_process
50590943 G0:0009252 peptidoglycan biosynthesis biological_process
50590944 G0:0009252 peptidoglycan biosynthesis biological_process
50590950 G0:0000004 biological process unknown biological_process
50590951 G0:0007155 cell adhesion biological_process
50590951 G0:0008544 epidermis development biological_process
50590954 G0:0006400 tRNA modification biological_process
50590954 G0:0009636 response to toxin biological_process
50590961 G0:0015768 maltose transport biological_process
50590962 G0:0015768 maltose transport biological_process
50590963 G0:0008643 carbohydrate transport biological_process
50590966 G0:0005980 glycogen catabolism biological_process
50590968 G0:0000004 biological process unknown biological_process
50590969 G0:0006422 aspartyl-tRNA aminoacylation biological_process
50590971 G0:0006813 potassium ion transport biological_process
50590976 G0:0008655 pyrimidine salvage biological_process
50590976 G0:0009116 nucleoside metabolism biological_process
50590977 G0:0000025 maltose catabolism biological_process
50590977 G0:0005993 trehalose catabolism biological_process
50590978 G0:0005987 sucrose catabolism biological_process
50590979 G0:0008643 carbohydrate transport biological_process
50590980 G0:0008643 carbohydrate transport biological_process
50590983 G0:0006355 regulation of transcription, DNA-dependent biological_process
50590985 G0:0009086 methionine biosynthesis biological_process
50590985 G0:0019344 cysteine biosynthesis biological_process
50590985 G0:0019346 transsulfuration biological_process
50590990 G0:0009086 methionine biosynthesis biological_process
50590990 G0:0009088 threonine biosynthesis biological_process
50590990 G0:0009089 lysine biosynthesis via diaminopimelate biological_process
50590990 G0:0009097 isoleucine biosynthesis biological_process
50590991 G0:0009089 lysine biosynthesis via diaminopimelate biological_process
50590992 G0:0006313 DNA transposition biological_process
50590994 G0:0000154 rRNA modification biological_process
50590997 G0:0006464 protein modification biological_process
50590999 G0:0009098 leucine biosynthesis biological_process
50591000 G0:0009098 leucine biosynthesis biological_process
50591001 G0:0009098 leucine biosynthesis biological_process
50591002 G0:0009098 leucine biosynthesis biological_process
50591003 G0:0009098 leucine biosynthesis biological_process
50591009 G0:0006457 protein folding biological_process
50591013 G0:0009062 fatty acid catabolism biological_process
50591013 G0:0009395 phospholipid catabolism biological_process
50591014 G0:0042572 retinol metabolism biological_process
50591014 G0:0045494 photoreceptor maintenance biological_process
50591015 G0:0016042 lipid catabolism biological_process
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50591016 G0:0006113 fermentation biological_process
50591016 G0:0016049 cell growth biological_process
50591021 G0:0009228 thiamin biosynthesis biological_process
50591022 G0:0006400 tRNA modification biological_process
50591023 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591025 G0:0001678 cell glucose homeostasis biological_process
50591025 G0:0005977 glycogen metabolism biological_process
50591025 G0:0006002 fructose 6-phosphate metabolism biological_process
50591025 G0:0006110 regulation of glycolysis biological_process
50591026 G0:0006260 DNA replication biological_process
50591027 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591028 G0:0006810 transport biological_process
50591030 G0:0006146 adenine catabolism biological_process
50591030 G0:0006155 adenosine deaminase reaction biological_process
50591030 G0:0009168 purine ribonucleoside monophosphate biosynthesis biological_process
50591030 G0:0019735 antimicrobial humoral response (sensu Vertebrata) biological_process
50591030 G0:0045187 regulation of circadian sleep/wake cycle, sleep biological_process
50591030 G0:0046085 adenosine metabolism biological_process
50591032 G0:0006313 DNA transposition biological_process
50591033 G0:0006313 DNA transposition biological_process
50591035 G0:0006352 transcription initiation biological_process
50591036 G0:0006269 DNA replication, synthesis of RNA primer biological_process
50591042 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591047 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591049 G0:0006098 pentose-phosphate shunt biological_process
50591051 G0:0009405 pathogenesis biological_process
50591054 G0:0006508 proteolysis and peptidolysis biological_process
50591060 G0:0006793 phosphorus metabolism biological_process
50591063 G0:0019350 teichoic acid biosynthesis biological_process
50591065 G0:0000271 polysaccharide biosynthesis biological_process
50591065 G0:0042941 D-alanine transport biological_process
50591065 G0:0046374 teichoic acid metabolism biological_process
50591066 G0:0009252 peptidoglycan biosynthesis biological_process
50591066 G0:0017000 antibiotic biosynthesis biological_process
50591066 G0:0019290 siderophore biosynthesis biological_process
50591073 G0:0000271 polysaccharide biosynthesis biological_process
50591074 G0:0009273 cell wall biosynthesis (sensu Bacteria) biological_process
50591076 G0:0006865 amino acid transport biological_process
50591077 G0:0006865 amino acid transport biological_process
50591078 G0:0006868 L-glutamine transport biological_process
50591079 G0:0006865 amino acid transport biological_process
50591081 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591081 G0:0015759 beta-glucoside transport biological_process
50591081 G0:0019533 cellobiose transport biological_process
50591083 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591083 G0:0015759 beta-glucoside transport biological_process
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50591084 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591084 G0:0015759 beta-glucoside transport biological_process
50591084 G0:0019533 cellobiose transport biological_process
50591085 G0:0000004 biological process unknown biological_process
50591087 G0:0030245 cellulose catabolism biological_process
50591089 G0:0006429 leucyl-tRNA aminoacylation biological_process
50591090 G0:0006508 proteolysis and peptidolysis biological_process
50591090 G0:0007218 neuropeptide signaling pathway biological_process
50591090 G0:0007267 cell-cell signaling biological_process
50591090 G0:0010002 cardioblast differentiation biological_process
50591090 G0:0016486 peptide hormone processing biological_process
50591090 G0:0042310 vasoconstriction biological_process
50591093 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591095 G0:0006099 tricarboxylic acid cycle biological_process
50591096 G0:0006099 tricarboxylic acid cycle biological_process
50591096 G0:0006113 fermentation biological_process
50591096 G0:0019629 propionate catabolism, 2-methylcitrate cycle biological_process
50591097 G0:0006447 regulation of translational initiation by iron biological_process
50591097 G0:0006879 iron ion homeostasis biological_process
50591097 G0:0008652 amino acid biosynthesis biological_process
50591097 G0:0016478 negative regulation of translation biological_process
50591097 G0:0019643 reductive tricarboxylic acid cycle biological_process
50591099 G0:0009265 2'-deoxyribonucleotide biosynthesis biological_process
50591100 G0:0008340 determination of adult life span biological_process
50591100 G0:0009186 deoxyribonucleoside diphosphate metabolism biological_process
50591100 G0:0009265 2'-deoxyribonucleotide biosynthesis biological_process
50591100 G0:0040035 hermaphrodite genital morphogenesis biological_process
50591101 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591104 G0:0006413 translational initiation biological_process
50591105 G0:0015949 nucleobase, nucleoside and nucleotide interconversion biological_process
50591111 G0:0000271 polysaccharide biosynthesis biological_process
50591114 G0:0000271 polysaccharide biosynthesis biological_process
50591117 G0:0015777 teichoic acid transport biological_process
50591117 G0:0015920 lipopolysaccharide transport biological_process
50591118 G0:0015777 teichoic acid transport biological_process
50591122 G0:0006955 immune response biological_process
50591125 G0:0006816 calcium ion transport biological_process
50591125 G0:0006828 manganese ion transport biological_process
50591125 G0:0006874 calcium ion homeostasis biological_process
50591125 G0:0006942 regulation of striated muscle contraction biological_process
50591125 G0:0009612 response to mechanical stimulus biological_process
50591125 G0:0015992 proton transport biological_process
50591125 G0:0045932 negative regulation of muscle contraction biological_process
50591127 G0:0009273 cell wall biosynthesis (sensu Bacteria) biological_process
50591131 G0:0006012 galactose metabolism biological_process
50591132 G0:0030245 cellulose catabolism biological_process
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50591133 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591133 G0:0015759 beta-glucoside transport biological_process
50591133 G0:0019533 cellobiose transport biological_process
50591137 G0:0006419 alanyl-tRNA aminoacylation biological_process
50591143 G0:0006508 proteolysis and peptidolysis biological_process
50591146 G0:0006431 methionyl-tRNA aminoacylation biological_process
50591148 G0:0009423 chorismate biosynthesis biological_process
50591149 G0:0009423 chorismate biosynthesis biological_process
50591150 G0:0009423 chorismate biosynthesis biological_process
50591151 G0:0009423 chorismate biosynthesis biological_process
50591155 G0:0030245 cellulose catabolism biological_process
50591158 G0:0030245 cellulose catabolism biological_process
50591159 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591159 G0:0015759 beta-glucoside transport biological_process
50591159 G0:0019533 cellobiose transport biological_process
50591161 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591161 G0:0015759 beta-glucoside transport biological_process
50591162 G0:0000004 biological process unknown biological_process
50591162 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591166 G0:0030245 cellulose catabolism biological_process
50591168 G0:0030245 cellulose catabolism biological_process
50591169 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591172 G0:0001523 retinoid metabolism biological_process
50591172 G0:0006805 xenobiotic metabolism biological_process
50591173 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591173 G0:0015759 beta-glucoside transport biological_process
50591173 G0:0015770 sucrose transport biological_process
50591173 G0:0015771 trehalose transport biological_process
50591176 G0:0006508 proteolysis and peptidolysis biological_process
50591177 G0:0006835 dicarboxylic acid transport biological_process
50591177 G0:0015810 L-aspartate transport biological_process
50591177 G0:0015813 L-glutamate transport biological_process
50591178 G0:0006835 dicarboxylic acid transport biological_process
50591180 G0:0006448 regulation of translational elongation biological_process
50591181 G0:0006810 transport biological_process
50591182 G0:0009103 lipopolysaccharide biosynthesis biological_process
50591182 G0:0009252 peptidoglycan biosynthesis biological_process
50591187 G0:0000154 rRNA modification biological_process
50591189 G0:0006810 transport biological_process
50591192 G0:0006644 phospholipid metabolism biological_process
50591196 G0:0006313 DNA transposition biological_process
50591200 G0:0006855 multidrug transport biological_process
50591202 G0:0030488 tRNA methylation biological_process
50591203 G0:0000105 histidine biosynthesis biological_process
50591204 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591205 G0:0006096 glycolysis biological_process
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50591206 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591206 G0:0015755 fructose transport biological_process
50591209 G0:0009089 lysine biosynthesis via diaminopimelate biological_process
50591210 G0:0006626 protein-mitochondrial targeting biological_process
50591210 G0:0042780 tRNA 3'-processing biological_process
50591211 G0:0006810 transport biological_process
50591214 G0:0006206 pyrimidine base metabolism biological_process
50591214 G0:0006231 dTMP biosynthesis biological_process
50591214 G0:0009265 2'-deoxyribonucleotide biosynthesis biological_process
50591215 G0:0046654 tetrahydrofolate biosynthesis biological_process
50591216 G0:0006510 ATP-dependent proteolysis biological_process
50591217 G0:0000004 biological process unknown biological_process
50591218 G0:0006165 nucleoside diphosphate phosphorylation biological_process
50591218 G0:0006183 GTP biosynthesis biological_process
50591218 G0:0006228 UTP biosynthesis biological_process
50591218 G0:0006241 CTP biosynthesis biological_process
50591218 G0:0006917 induction of apoptosis biological_process
50591218 G0:0007427 tracheal epithelial cell migration (sensu Insecta) biological_process
50591218 G0:0008285 negative regulation of cell proliferation biological_process
50591218 G0:0018105 peptidyl-serine phosphorylation biological_process
50591218 G0:0045786 negative regulation of progression through cell cycle biological_process
50591219 G0:0000004 biological process unknown biological_process
50591223 G0:0006855 multidrug transport biological_process
50591224 G0:0000002 mitochondrial genome maintenance biological_process
50591224 G0:0000294 mRNA catabolism, endonucleolytic cleavage-dependent decay biological_process
50591224 G0:0006449 regulation of translational termination biological_process
50591224 G0:0009097 isoleucine biosynthesis biological_process
50591224 G0:0017148 negative regulation of protein biosynthesis biological_process
50591225 G0:0000004 biological process unknown biological_process
50591230 G0:0019546 arginine deiminase pathway biological_process
50591232 G0:0000050 urea cycle biological_process
50591232 G0:0006207 ‘de novo' pyrimidine base biosynthesis biological_process
50591232 G0:0006221 pyrimidine nucleotide biosynthesis biological_process
50591232 G0:0006526 arginine biosynthesis biological_process
50591233 G0:0019546 arginine deiminase pathway biological_process
50591235 G0:0006508 proteolysis and peptidolysis biological_process
50591238 G0:0008616 queuosine biosynthesis biological_process
50591240 G0:0006002 fructose 6-phosphate metabolism biological_process
50591240 G0:0006046 N-acetylglucosamine catabolism biological_process
50591240 G0:0007340 acrosome reaction biological_process
50591240 G0:0046370 fructose biosynthesis biological_process
50591242 G0:0009396 folic acid and derivative biosynthesis biological_process
50591243 G0:0006559 L-phenylalanine catabolism biological_process
50591243 G0:0006727 ommochrome biosynthesis biological_process
50591243 G0:0006729 tetrahydrobiopterin biosynthesis biological_process
50591243 G0:0006809 nitric oxide biosynthesis biological_process
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50591243 G0:0042133 neurotransmitter metabolism biological_process
50591243 G0:0046654 tetrahydrofolate biosynthesis biological_process
50591249 G0:0006432 phenylalanyl-tRNA aminoacylation biological_process
50591251 G0:0006432 phenylalanyl-tRNA aminoacylation biological_process
50591252 G0:0009254 peptidoglycan turnover biological_process
50591252 G0:0009273 cell wall biosynthesis (sensu Bacteria) biological_process
50591254 G0:0009254 peptidoglycan turnover biological_process
50591254 G0:0009273 cell wall biosynthesis (sensu Bacteria) biological_process
50591256 G0:0008152 metabolism biological_process
50591259 G0:0009255 Entner-Doudoroff pathway biological_process
50591260 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591261 G0:0006027 glycosaminoglycan catabolism biological_process
50591266 G0:0000160 two-component signal transduction system (phosphorelay) biological_process
50591266 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591267 G0:0000160 two-component signal transduction system (phosphorelay) biological_process
50591267 G0:0006817 phosphate transport biological_process
50591268 G0:0007528 neuromuscular junction development biological_process
50591270 G0:0015937 coenzyme A biosynthesis biological_process
50591272 G0:0000002 mitochondrial genome maintenance biological_process
50591272 G0:0001525 angiogenesis biological_process
50591272 G0:0006206 pyrimidine base metabolism biological_process
50591272 G0:0006220 pyrimidine nucleotide metabolism biological_process
50591272 G0:0006935 chemotaxis biological_process
50591272 G0:0009103 lipopolysaccharide biosynthesis biological_process
50591273 G0:0009264 deoxyribonucleotide catabolism biological_process
50591274 G0:0006206 pyrimidine base metabolism biological_process
50591274 G0:0006216 cytidine catabolism biological_process
50591274 G0:0006217 deoxycytidine catabolism biological_process
50591280 G0:0000004 biological process unknown biological_process
50591283 G0:0006221 pyrimidine nucleotide biosynthesis biological_process
50591283 G0:0015940 pantothenate biosynthesis biological_process
50591285 G0:0006412 protein biosynthesis biological_process
50591286 G0:0006221 pyrimidine nucleotide biosynthesis biological_process
50591286 G0:0015949 nucleobase, nucleoside and nucleotide interconversion biological_process
50591288 G0:0006412 protein biosynthesis biological_process
50591289 G0:0006350 transcription biological_process
50591290 G0:0000002 mitochondrial genome maintenance biological_process
50591290 G0:0006412 protein biosynthesis biological_process
50591290 G0:0007046 ribosome biogenesis biological_process
50591292 G0:0006414 translational elongation biological_process
50591292 G0:0006415 translational termination biological_process
50591293 G0:0015693 magnesium ion transport biological_process
50591295 G0:0009252 peptidoglycan biosynthesis biological_process
50591296 G0:0006810 transport biological_process
50591299 G0:0009252 peptidoglycan biosynthesis biological_process
50591300 G0:0006281 DNA repair biological_process
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50591300 G0:0006310 DNA recombination biological_process
50591301 G0:0009252 peptidoglycan biosynthesis biological_process
50591302 G0:0006810 transport biological_process
50591305 G0:0000160 two-component signal transduction system (phosphorelay) biological_process
50591306 G0:0000160 two-component signal transduction system (phosphorelay) biological_process
50591306 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591314 G0:0009306 protein secretion biological_process
50591315 G0:0009297 fimbriae biogenesis biological_process
50591315 G0:0009405 pathogenesis biological_process
50591315 G0:0015628 type Il protein secretion system biological_process
50591318 G0:0006350 transcription biological_process
50591320 G0:0009252 peptidoglycan biosynthesis biological_process
50591321 G0:0006437 tyrosyl-tRNA aminoacylation biological_process
50591325 G0:0006828 manganese ion transport biological_process
50591325 G0:0006829 zinc ion transport biological_process
50591325 G0:0007155 cell adhesion biological_process
50591325 G0:0009405 pathogenesis biological_process
50591326 G0:0006828 manganese ion transport biological_process
50591326 G0:0006829 zinc ion transport biological_process
50591327 G0:0006826 iron ion transport biological_process
50591327 G0:0006828 manganese ion transport biological_process
50591327 G0:0006829 zinc ion transport biological_process
50591362 G0:0006260 DNA replication biological_process
50591362 G0:0006281 DNA repair biological_process
50591362 G0:0006310 DNA recombination biological_process
50591369 G0:0009252 peptidoglycan biosynthesis biological_process
50591372 G0:0001321 age-dependent general metabolic decline during replicative cell aging biological_process
50591372 G0:0015986 ATP synthesis coupled proton transport biological_process
50591373 G0:0015986 ATP synthesis coupled proton transport biological_process
50591374 G0:0015986 ATP synthesis coupled proton transport biological_process
50591376 G0:0015986 ATP synthesis coupled proton transport biological_process
50591380 G0:0006260 DNA replication biological_process
50591380 G0:0006281 DNA repair biological_process
50591380 G0:0006310 DNA recombination biological_process
50591383 G0:0006010 glucose 6-phosphate utilization biological_process
50591383 G0:0006098 pentose-phosphate shunt biological_process
50591383 G0:0006749 glutathione metabolism biological_process
50591383 G0:0045767 regulation of anti-apoptosis biological_process
50591386 G0:0009306 protein secretion biological_process
50591389 G0:0000067 DNA replication and chromosome cycle biological_process
50591389 G0:0000910 cytokinesis biological_process
50591389 G0:0007001 chromosome organization and biogenesis (sensu Eukaryota) biological_process
50591389 G0:0007076 mitotic chromosome condensation biological_process
50591390 G0:0006396 RNA processing biological_process
50591394 G0:0009082 branched chain family amino acid biosynthesis biological_process
50591396 G0:0006260 DNA replication biological_process
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50591396 G0:0006265 DNA topological change biological_process
50591399 G0:0000910 cytokinesis biological_process
50591400 G0:0006260 DNA replication biological_process
50591400 G0:0006265 DNA topological change biological_process
50591401 G0:0000004 biological process unknown biological_process
50591402 G0:0006310 DNA recombination biological_process
50591407 G0:0000004 biological process unknown biological_process
50591408 G0:0006289 nucleotide-excision repair biological_process
50591409 G0:0006814 sodium ion transport biological_process
50591412 G0:0009252 peptidoglycan biosynthesis biological_process
50591414 G0:0006400 tRNA modification biological_process
50591415 G0:0000004 biological process unknown biological_process
50591417 G0:0008033 tRNA processing biological_process
50591418 G0:0006703 estrogen biosynthesis biological_process
50591420 G0:0008654 phospholipid biosynthesis biological_process
50591421 G0:0006310 DNA recombination biological_process
50591423 G0:0006166 purine ribonucleoside salvage biological_process
50591423 G0:0006168 adenine salvage biological_process
50591424 G0:0009086 methionine biosynthesis biological_process
50591425 G0:0006269 DNA replication, synthesis of RNA primer biological_process
50591427 G0:0000004 biological process unknown biological_process
50591428 G0:0030001 metal ion transport biological_process
50591429 G0:0009103 lipopolysaccharide biosynthesis biological_process
50591429 G0:0019305 dTDP-rhamnose biosynthesis biological_process
50591430 G0:0009243 O antigen biosynthesis biological_process
50591430 G0:0019305 dTDP-rhamnose biosynthesis biological_process
50591432 G0:0009103 lipopolysaccharide biosynthesis biological_process
50591432 G0:0019305 dTDP-rhamnose biosynthesis biological_process
50591433 G0:0009243 O antigen biosynthesis biological_process
50591433 G0:0019305 dTDP-rhamnose biosynthesis biological_process
50591435 G0:0009253 peptidoglycan catabolism biological_process
50591435 G0:0016998 cell wall catabolism biological_process
50591436 G0:0009253 peptidoglycan catabolism biological_process
50591436 G0:0016998 cell wall catabolism biological_process
50591442 G0:0006825 copper ion transport biological_process
50591442 G0:0009873 ethylene mediated signaling pathway biological_process
50591443 G0:0006979 response to oxidative stress biological_process
50591445 G0:0006810 transport biological_process
50591448 G0:0006313 DNA transposition biological_process
50591450 G0:0006260 DNA replication biological_process
50591450 G0:0006308 DNA catabolism biological_process
50591454 G0:0008033 tRNA processing biological_process
50591454 G0:0008616 queuosine biosynthesis biological_process
50591455 G0:0006508 proteolysis and peptidolysis biological_process
50591456 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591457 G0:0007339 binding of sperm to zona pellucida biological_process
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50591457 G0:0008037 cell recognition biological_process
50591458 G0:0000271 polysaccharide biosynthesis biological_process
50591458 G0:0042493 response to drug biological_process
50591459 G0:0006506 GPI anchor biosynthesis biological_process
50591459 G0:0016036 cellular response to phosphate starvation biological_process
50591459 G0:0046506 sulfolipid biosynthesis biological_process
50591462 G0:0006435 threonyl-tRNA aminoacylation biological_process
50591463 G0:0006868 L-glutamine transport biological_process
50591465 G0:0006096 glycolysis biological_process
50591471 G0:0019660 glycolytic fermentation biological_process
50591472 G0:0009405 pathogenesis biological_process
50591473 GO0:0006355 regulation of transcription, DNA-dependent biological_process
50591474 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591474 G0:0015759 beta-glucoside transport biological_process
50591474 G0:0015771 trehalose transport biological_process
50591475 G0:0030245 cellulose catabolism biological_process
50591476 G0:0000004 biological process unknown biological_process
50591478 G0:0015847 putrescine transport biological_process
50591478 G0:0015848 spermidine transport biological_process
50591481 G0:0006313 DNA transposition biological_process
50591494 G0:0006304 DNA modification biological_process
50591504 G0:0009152 purine ribonucleotide biosynthesis biological_process
50591505 G0:0006532 aspartate biosynthesis biological_process
50591505 G0:0009073 aromatic amino acid family biosynthesis biological_process
50591507 G0:0008610 lipid biosynthesis biological_process
50591509 G0:0006189 ‘de novo' IMP biosynthesis biological_process
50591509 G0:0009113 purine base biosynthesis biological_process
50591510 G0:0006144 purine base metabolism biological_process
50591510 G0:0006189 'de novo' IMP biosynthesis biological_process
50591510 G0:0006541 glutamine metabolism biological_process
50591511 G0:0005996 monosaccharide metabolism biological_process
50591511 G0:0006189 ‘de novo' IMP biosynthesis biological_process
50591511 G0:0006541 glutamine metabolism biological_process
50591511 G0:0008340 determination of adult life span biological_process
50591511 G0:0009113 purine base biosynthesis biological_process
50591511 G0:0009116 nucleoside metabolism biological_process
50591511 G0:0040016 embryonic cleavage biological_process
50591512 G0:0006189 'de novo' IMP biosynthesis biological_process
50591512 G0:0009113 purine base biosynthesis biological_process
50591513 G0:0006189 ‘de novo' IMP biosynthesis biological_process
50591513 G0:0009113 purine base biosynthesis biological_process
50591514 G0:0009152 purine ribonucleotide biosynthesis biological_process
50591515 G0:0006304 DNA modification biological_process
50591519 G0:0006189 ‘de novo' IMP biosynthesis biological_process
50591519 G0:0009113 purine base biosynthesis biological_process
50591520 G0:0006144 purine base metabolism biological_process
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50591520 G0:0006189 'de novo' IMP biosynthesis biological_process
50591521 G0:0006144 purine base metabolism biological_process
50591521 G0:0006189 ‘de novo' IMP biosynthesis biological_process
50591523 G0:0006144 purine base metabolism biological_process
50591523 G0:0006189 'de novo' IMP biosynthesis biological_process
50591523 G0:0009712 catechol metabolism biological_process
50591524 G0:0006810 transport biological_process
50591529 G0:0006810 transport biological_process
50591531 G0:0006810 transport biological_process
50591532 G0:0006310 DNA recombination biological_process
50591538 G0:0006315 homing of group Il introns biological_process
50591538 G0:0006396 RNA processing biological_process
50591555 G0:0006306 DNA methylation biological_process
50591557 G0:0000154 rRNA modification biological_process
50591557 G0:0001510 RNA methylation biological_process
50591557 G0:0006400 tRNA modification biological_process
50591559 G0:0019274 phenylalanine biosynthesis, prephenate pathway biological_process
50591560 G0:0009423 chorismate biosynthesis biological_process
50591561 G0:0009423 chorismate biosynthesis biological_process
50591561 G0:0018920 glyphosate metabolism biological_process
50591576 G0:0006333 chromatin assembly or disassembly biological_process
50591576 G0:0007350 blastoderm segmentation biological_process
50591576 G0:0007379 segment specification biological_process
50591591 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591593 G0:0009052 pentose-phosphate shunt, non-oxidative branch biological_process
50591594 G0:0009052 pentose-phosphate shunt, non-oxidative branch biological_process
50591598 G0:0000004 biological process unknown biological_process
50591599 G0:0009423 chorismate biosynthesis biological_process
50591600 G0:0009073 aromatic amino acid family biosynthesis biological_process
50591601 G0:0019274 phenylalanine biosynthesis, prephenate pathway biological_process
50591607 G0:0006532 aspartate biosynthesis biological_process
50591608 G0:0006950 response to stress biological_process
50591611 G0:0006530 asparagine catabolism biological_process
50591611 G0:0006995 cellular response to nitrogen starvation biological_process
50591613 G0:0006268 DNA unwinding biological_process
50591613 G0:0006310 DNA recombination biological_process
50591616 G0:0000910 cytokinesis biological_process
50591617 G0:0006164 purine nucleotide biosynthesis biological_process
50591617 G0:0006166 purine ribonucleoside salvage biological_process
50591617 G0:0007610 behavior biological_process
50591617 G0:0019835 cytolysis biological_process
50591617 G0:0046651 lymphocyte proliferation biological_process
50591618 G0:0006166 purine ribonucleoside salvage biological_process
50591618 G0:0006400 tRNA modification biological_process
50591622 G0:0006283 transcription-coupled nucleotide-excision repair biological_process
50591623 G0:0006412 protein biosynthesis biological_process
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50591624 G0:0000004 biological process unknown biological_process
50591628 G0:0006520 amino acid metabolism biological_process
50591628 G0:0006865 amino acid transport biological_process
50591640 G0:0005996 monosaccharide metabolism biological_process
50591642 G0:0009651 response to salt stress biological_process
50591642 G0:0015937 coenzyme A biosynthesis biological_process
50591642 G0:0015939 pantothenate metabolism biological_process
50591643 G0:0015937 coenzyme A biosynthesis biological_process
50591643 G0:0015939 pantothenate metabolism biological_process
50591644 G0:0000105 histidine biosynthesis biological_process
50591644 G0:0006730 one-carbon compound metabolism biological_process
50591644 G0:0009086 methionine biosynthesis biological_process
50591644 G0:0009113 purine base biosynthesis biological_process
50591644 G0:0009257 10-formyltetrahydrofolate biosynthesis biological_process
50591644 G0:0015940 pantothenate biosynthesis biological_process
50591647 G0:0006086 acetyl-CoA biosynthesis from pyruvate biological_process
50591647 G0:0006546 glycine catabolism biological_process
50591647 G0:0006550 isoleucine catabolism biological_process
50591647 G0:0006552 leucine catabolism biological_process
50591647 G0:0006564 L-serine biosynthesis biological_process
50591647 G0:0006574 valine catabolism biological_process
50591653 G0:0006113 fermentation biological_process
50591653 G0:0006800 oxygen and reactive oxygen species metabolism biological_process
50591654 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591655 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591655 G0:0009204 deoxyribonucleoside triphosphate catabolism biological_process
50591657 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591657 G0:0015759 beta-glucoside transport biological_process
50591657 G0:0019533 cellobiose transport biological_process
50591658 G0:0009401 phosphoenolpyruvate-dependent sugar phosphotransferase system biological_process
50591658 G0:0015759 beta-glucoside transport biological_process
50591658 G0:0019533 cellobiose transport biological_process
50591659 G0:0006113 fermentation biological_process
50591659 G0:0015942 formate metabolism biological_process
50591660 G0:0006098 pentose-phosphate shunt biological_process
50591664 G0:0006313 DNA transposition biological_process
50591665 G0:0006428 isoleucyl-tRNA aminoacylation biological_process
50591671 G0:0000004 biological process unknown biological_process
50591671 G0:0006522 alanine metabolism biological_process
50591672 G0:0000910 cytokinesis biological_process
50591672 G0:0046785 microtubule polymerization biological_process
50591674 G0:0015949 nucleobase, nucleoside and nucleotide interconversion biological_process
50591675 G0:0006415 translational termination biological_process
50591676 G0:0006306 DNA methylation biological_process
50591680 G0:0006730 one-carbon compound metabolism biological_process
50591680 G0:0009396 folic acid and derivative biosynthesis biological_process
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50591680 G0:0019264 glycine biosynthesis from serine biological_process
50591683 G0:0008152 metabolism biological_process
50591690 G0:0009152 purine ribonucleotide biosynthesis biological_process
50591690 G0:0046037 GMP metabolism biological_process
50591691 G0:0006355 regulation of transcription, DNA-dependent biological_process
50591691 G0:0015771 trehalose transport biological_process
50591693 G0:0006617 SRP-dependent cotranslational protein-membrane targeting, signal sequence recognition biological_process
50591693 G0:0009306 protein secretion biological_process
50591697 G0:0006310 DNA recombination biological_process
50591697 G0:0015074 DNA integration biological_process
50591698 G0:0005975 carbohydrate metabolism biological_process
50591699 G0:0000160 two-component signal transduction system (phosphorelay) biological_process
50591700 G0:0000160 two-component signal transduction system (phosphorelay) biological_process
50591700 G0:0006817 phosphate transport biological_process
50591732 G0:0000154 rRNA modification biological_process
50591736 G0:0000910 cytokinesis biological_process
50591742 G0:0006414 translational elongation biological_process
50591749 G0:0015684 ferrous iron transport biological_process
50591750 G0:0000910 cytokinesis biological_process
50591751 G0:0000910 cytokinesis biological_process
50591751 G0:0006810 transport biological_process
50591752 G0:0006415 translational termination biological_process
50591753 G0:0006118 electron transport biological_process
50591759 G0:0006323 DNA packaging biological_process
50591763 G0:0006281 DNA repair biological_process
50591763 G0:0006310 DNA recombination biological_process
50591765 G0:0009405 pathogenesis biological_process
50591765 G0:0019836 hemolysis biological_process
50591766 G0:0016114 terpenoid biosynthesis biological_process
50591766 G0:0045337 farnesyl diphosphate biosynthesis biological_process
50591768 G0:0006308 DNA catabolism biological_process
50591774 G0:0000160 two-component