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GO:0032880   regulation of protein localization
GO:0051223   regulation of protein transport
GO:0070201   regulation of establishment of protein localization
GO:0008284   positive regulation of cell proliferation
GO:0008283   cell proliferation
GO:0042127   regulation of cell proliferation
GO:0051241   negative regulation of multicellular organismal process
GO:0051050   positive regulation of transport
GO:0048584   positive regulation of response to stimulus
GO:0051239   regulation of multicellular organismal process
GO:0002573   myeloid leukocyte differentiation
GO:0032844   regulation of homeostatic process
GO:0030099   myeloid cell differentiation
GO:0048872   homeostasis of number of cells
GO:0007249   I−kappaB kinase/NF−kappaB cascade
GO:0048661   positive regulation of smooth muscle cell proliferation
GO:0012502   induction of programmed cell death
GO:0010942   positive regulation of cell death
GO:0043065   positive regulation of apoptosis
GO:0043068   positive regulation of programmed cell death
GO:0019221   cytokine−mediated signaling pathway
GO:0034097   response to cytokine stimulus
GO:0071345   cellular response to cytokine stimulus
GO:0006950   response to stress
GO:0010033   response to organic substance
GO:0070887   cellular response to chemical stimulus
GO:0071310   cellular response to organic substance
GO:0042742   defense response to bacterium
GO:0042221   response to chemical stimulus
GO:0050896   response to stimulus
GO:0009615   response to virus
GO:0051607   defense response to virus
GO:0009617   response to bacterium
GO:0051704   multi−organism process
GO:0009607   response to biotic stimulus
GO:0051707   response to other organism
GO:0071706   tumor necrosis factor superfamily cytokine production
GO:0032640   tumor necrosis factor production
GO:0032680   regulation of tumor necrosis factor production
GO:0051240   positive regulation of multicellular organismal process
GO:0001819   positive regulation of cytokine production
GO:0001816   cytokine production
GO:0001817   regulation of cytokine production
GO:0050776   regulation of immune response
GO:0050778   positive regulation of immune response
GO:0002376   immune system process
GO:0002682   regulation of immune system process
GO:0002684   positive regulation of immune system process
GO:0002252   immune effector process
GO:0006955   immune response
GO:0006952   defense response
GO:0045087   innate immune response
GO:0006954   inflammatory response
GO:0009611   response to wounding
GO:0050663   cytokine secretion
GO:0002683   negative regulation of immune system process
GO:0002698   negative regulation of immune effector process
GO:0007159   leukocyte cell−cell adhesion
GO:0034341   response to interferon−gamma
GO:0031347   regulation of defense response
GO:0080134   regulation of response to stress
GO:0031349   positive regulation of defense response
GO:0045088   regulation of innate immune response
GO:0050729   positive regulation of inflammatory response
GO:0032101   regulation of response to external stimulus
GO:0050727   regulation of inflammatory response
GO:0002237   response to molecule of bacterial origin
GO:0032496   response to lipopolysaccharide
GO:0009605   response to external stimulus
GO:0050900   leukocyte migration
GO:0030595   leukocyte chemotaxis
GO:0060326   cell chemotaxis
GO:0050878   regulation of body fluid levels
GO:0042060   wound healing
GO:0050817   coagulation
GO:0007596   blood coagulation
GO:0007599   hemostasis
GO:0019882   antigen processing and presentation
GO:0048002   antigen processing and presentation of peptide antigen
GO:0002478   antigen processing and presentation of exogenous peptide antigen
GO:0019884   antigen processing and presentation of exogenous antigen
GO:0002263   cell activation involved in immune response
GO:0002366   leukocyte activation involved in immune response
GO:0045576   mast cell activation
GO:0002444   myeloid leukocyte mediated immunity
GO:0002274   myeloid leukocyte activation
GO:0002275   myeloid cell activation involved in immune response
GO:0002429   immune response−activating cell surface receptor signaling pathway
GO:0002768   immune response−regulating cell surface receptor signaling pathway
GO:0002253   activation of immune response
GO:0002757   immune response−activating signal transduction
GO:0002764   immune response−regulating signaling pathway
GO:0030183   B cell differentiation
GO:0002520   immune system development
GO:0030097   hemopoiesis
GO:0048534   hemopoietic or lymphoid organ development
GO:0030217   T cell differentiation
GO:0002521   leukocyte differentiation
GO:0030098   lymphocyte differentiation
GO:0001775   cell activation
GO:0045321   leukocyte activation
GO:0042110   T cell activation
GO:0046649   lymphocyte activation
GO:0050863   regulation of T cell activation
GO:0050870   positive regulation of T cell activation
GO:0051251   positive regulation of lymphocyte activation
GO:0002696   positive regulation of leukocyte activation
GO:0050867   positive regulation of cell activation
GO:0051249   regulation of lymphocyte activation
GO:0002694   regulation of leukocyte activation
GO:0050865   regulation of cell activation
GO:0042113   B cell activation
GO:0050864   regulation of B cell activation
GO:0050871   positive regulation of B cell activation
GO:0050671   positive regulation of lymphocyte proliferation
GO:0032946   positive regulation of mononuclear cell proliferation
GO:0070665   positive regulation of leukocyte proliferation
GO:0070661   leukocyte proliferation
GO:0032943   mononuclear cell proliferation
GO:0046651   lymphocyte proliferation
GO:0070663   regulation of leukocyte proliferation
GO:0032944   regulation of mononuclear cell proliferation
GO:0050670   regulation of lymphocyte proliferation
GO:0001909   leukocyte mediated cytotoxicity
GO:0002250   adaptive immune response
GO:0002460   adaptive immune response based on somatic recombination of immune receptors built from immunoglobulin superfamily domains
GO:0002443   leukocyte mediated immunity
GO:0002449   lymphocyte mediated immunity
GO:0002819   regulation of adaptive immune response
GO:0002822   regulation of adaptive immune response based on somatic recombination of immune receptors built from immunoglobulin superfamily domains
GO:0002821   positive regulation of adaptive immune response
GO:0002824   positive regulation of adaptive immune response based on somatic recombination of immune receptors built from immunoglobulin superfamily domains
GO:0002700   regulation of production of molecular mediator of immune response
GO:0002703   regulation of leukocyte mediated immunity
GO:0002706   regulation of lymphocyte mediated immunity
GO:0002697   regulation of immune effector process
GO:0002699   positive regulation of immune effector process
GO:0002712   regulation of B cell mediated immunity
GO:0002889   regulation of immunoglobulin mediated immune response
GO:0006959   humoral immune response
GO:0016064   immunoglobulin mediated immune response
GO:0019724   B cell mediated immunity
GO:0001934   positive regulation of protein phosphorylation
GO:0042327   positive regulation of phosphorylation
GO:0010562   positive regulation of phosphorus metabolic process
GO:0045937   positive regulation of phosphate metabolic process
GO:0051247   positive regulation of protein metabolic process
GO:0031401   positive regulation of protein modification process
GO:0032270   positive regulation of cellular protein metabolic process
GO:0051272   positive regulation of cellular component movement
GO:0040017   positive regulation of locomotion
GO:0030335   positive regulation of cell migration
GO:2000147   positive regulation of cell motility
GO:0040012   regulation of locomotion
GO:0051270   regulation of cellular component movement
GO:0030334   regulation of cell migration
GO:2000145   regulation of cell motility
GO:0007155   cell adhesion
GO:0022610   biological adhesion
GO:0040011   locomotion
GO:0006928   cellular component movement
GO:0016477   cell migration
GO:0048870   cell motility
GO:0051674   localization of cell
GO:0060548   negative regulation of cell death
GO:0043066   negative regulation of apoptosis
GO:0043069   negative regulation of programmed cell death
GO:0010941   regulation of cell death
GO:0042981   regulation of apoptosis
GO:0043067   regulation of programmed cell death
GO:0008219   cell death
GO:0016265   death
GO:0006915   apoptosis
GO:0012501   programmed cell death
GO:0048585   negative regulation of response to stimulus
GO:0009968   negative regulation of signal transduction
GO:0010648   negative regulation of cell communication
GO:0023057   negative regulation of signaling
GO:0072358   cardiovascular system development
GO:0072359   circulatory system development
GO:0001525   angiogenesis
GO:0048514   blood vessel morphogenesis
GO:0001568   blood vessel development
GO:0001944   vasculature development
GO:0022603   regulation of anatomical structure morphogenesis
GO:0048646   anatomical structure formation involved in morphogenesis
GO:0030154   cell differentiation
GO:0048869   cellular developmental process
GO:0009653   anatomical structure morphogenesis
GO:0048731   system development
GO:0048856   anatomical structure development
GO:0007275   multicellular organismal development
GO:0032502   developmental process
GO:0008285   negative regulation of cell proliferation
GO:0045597   positive regulation of cell differentiation
GO:0051094   positive regulation of developmental process
GO:0048513   organ development
GO:0045595   regulation of cell differentiation
GO:0050793   regulation of developmental process
GO:2000026   regulation of multicellular organismal development
GO:0048519   negative regulation of biological process
GO:0048523   negative regulation of cellular process
GO:0010604   positive regulation of macromolecule metabolic process
GO:0009893   positive regulation of metabolic process
GO:0031325   positive regulation of cellular metabolic process
GO:0040007   growth
GO:0040008   regulation of growth
GO:0007167   enzyme linked receptor protein signaling pathway
GO:0009888   tissue development
GO:0006793   phosphorus metabolic process
GO:0006796   phosphate metabolic process
GO:0006468   protein phosphorylation
GO:0016310   phosphorylation
GO:0001932   regulation of protein phosphorylation
GO:0042325   regulation of phosphorylation
GO:0019220   regulation of phosphate metabolic process
GO:0051174   regulation of phosphorus metabolic process
GO:0031399   regulation of protein modification process
GO:0032268   regulation of cellular protein metabolic process
GO:0051246   regulation of protein metabolic process
GO:0009894   regulation of catabolic process
GO:0031329   regulation of cellular catabolic process
GO:0007264   small GTPase mediated signal transduction
GO:0051056   regulation of small GTPase mediated signal transduction
GO:0030029   actin filament−based process
GO:0030036   actin cytoskeleton organization
GO:0051128   regulation of cellular component organization
GO:0007010   cytoskeleton organization
GO:0033043   regulation of organelle organization
GO:0061024   membrane organization
GO:0006897   endocytosis
GO:0010324   membrane invagination
GO:0006909   phagocytosis
GO:0030100   regulation of endocytosis
GO:0051336   regulation of hydrolase activity
GO:0051345   positive regulation of hydrolase activity
GO:0050790   regulation of catalytic activity
GO:0065009   regulation of molecular function
GO:0043085   positive regulation of catalytic activity
GO:0044093   positive regulation of molecular function
GO:0010646   regulation of cell communication
GO:0009966   regulation of signal transduction
GO:0023051   regulation of signaling
GO:0009967   positive regulation of signal transduction
GO:0010647   positive regulation of cell communication
GO:0023056   positive regulation of signaling
GO:0035556   intracellular signal transduction
GO:0048583   regulation of response to stimulus
GO:0048518   positive regulation of biological process
GO:0048522   positive regulation of cellular process
GO:0007166   cell surface receptor linked signaling pathway
GO:0032501   multicellular organismal process
GO:0050789   regulation of biological process
GO:0007154   cell communication
GO:0023052   signaling
GO:0007165   signal transduction
GO:0051716   cellular response to stimulus
GO:0032940   secretion by cell
GO:0046903   secretion
GO:0048878   chemical homeostasis
GO:0055080   cation homeostasis
GO:0032879   regulation of localization
GO:0051049   regulation of transport
GO:0042592   homeostatic process
GO:0065008   regulation of biological quality
GO:0060255   regulation of macromolecule metabolic process
GO:0019222   regulation of metabolic process
GO:0031323   regulation of cellular metabolic process
GO:0080090   regulation of primary metabolic process
GO:0009889   regulation of biosynthetic process
GO:0031326   regulation of cellular biosynthetic process
GO:0010468   regulation of gene expression
GO:0010556   regulation of macromolecule biosynthetic process
GO:2000112   regulation of cellular macromolecule biosynthetic process
GO:0019219   regulation of nucleobase−containing compound metabolic process
GO:0051171   regulation of nitrogen compound metabolic process
GO:0051252   regulation of RNA metabolic process
GO:0006355   regulation of transcription, DNA−dependent
GO:0006351   transcription, DNA−dependent
GO:0032774   RNA biosynthetic process
GO:0031324   negative regulation of cellular metabolic process
GO:0009892   negative regulation of metabolic process
GO:0010605   negative regulation of macromolecule metabolic process
GO:0010558   negative regulation of macromolecule biosynthetic process
GO:2000113   negative regulation of cellular macromolecule biosynthetic process
GO:0009890   negative regulation of biosynthetic process
GO:0031327   negative regulation of cellular biosynthetic process
GO:0045934   negative regulation of nucleobase−containing compound metabolic process
GO:0051172   negative regulation of nitrogen compound metabolic process
GO:0010629   negative regulation of gene expression
GO:0045892   negative regulation of transcription, DNA−dependent
GO:0051253   negative regulation of RNA metabolic process
GO:0006357   regulation of transcription from RNA polymerase II promoter
GO:0006366   transcription from RNA polymerase II promoter
GO:0045944   positive regulation of transcription from RNA polymerase II promoter
GO:0009891   positive regulation of biosynthetic process
GO:0031328   positive regulation of cellular biosynthetic process
GO:0045935   positive regulation of nucleobase−containing compound metabolic process
GO:0051173   positive regulation of nitrogen compound metabolic process
GO:0045893   positive regulation of transcription, DNA−dependent
GO:0051254   positive regulation of RNA metabolic process
GO:0010557   positive regulation of macromolecule biosynthetic process
GO:0010628   positive regulation of gene expression
GO:0044270   cellular nitrogen compound catabolic process
GO:0046700   heterocycle catabolic process
GO:0006195   purine nucleotide catabolic process
GO:0072523   purine−containing compound catabolic process
GO:0009166   nucleotide catabolic process
GO:0034655   nucleobase−containing catabolic process
GO:0009154   purine ribonucleotide catabolic process
GO:0009261   ribonucleotide catabolic process
GO:0009143   nucleoside triphosphate catabolic process
GO:0009146   purine nucleoside triphosphate catabolic process
GO:0009203   ribonucleoside triphosphate catabolic process
GO:0009207   purine ribonucleoside triphosphate catabolic process
GO:0009199   ribonucleoside triphosphate metabolic process
GO:0009205   purine ribonucleoside triphosphate metabolic process
GO:0009141   nucleoside triphosphate metabolic process
GO:0009144   purine nucleoside triphosphate metabolic process
GO:0009150   purine ribonucleotide metabolic process
GO:0009259   ribonucleotide metabolic process
GO:0009056   catabolic process
GO:0044248   cellular catabolic process
GO:0044282   small molecule catabolic process
GO:0006163   purine nucleotide metabolic process
GO:0072521   purine−containing compound metabolic process
GO:0046483   heterocycle metabolic process
GO:0006753   nucleoside phosphate metabolic process
GO:0009117   nucleotide metabolic process
GO:0070647   protein modification by small protein conjugation or removal
GO:0016567   protein ubiquitination
GO:0032446   protein modification by small protein conjugation
GO:0009057   macromolecule catabolic process
GO:0044265   cellular macromolecule catabolic process
GO:0043632   modification−dependent macromolecule catabolic process
GO:0006511   ubiquitin−dependent protein catabolic process
GO:0019941   modification−dependent protein catabolic process
GO:0030163   protein catabolic process
GO:0044257   cellular protein catabolic process
GO:0051603   proteolysis involved in cellular protein catabolic process
GO:0034622   cellular macromolecular complex assembly
GO:0043623   cellular protein complex assembly
GO:0006461   protein complex assembly
GO:0070271   protein complex biogenesis
GO:0043933   macromolecular complex subunit organization
GO:0065003   macromolecular complex assembly
GO:0022607   cellular component assembly
GO:0044085   cellular component biogenesis
GO:0015031   protein transport
GO:0045184   establishment of protein localization
GO:0046907   intracellular transport
GO:0006886   intracellular protein transport
GO:0034613   cellular protein localization
GO:0070727   cellular macromolecule localization
GO:0016192   vesicle−mediated transport
GO:0016197   endosome transport
GO:0016311   dephosphorylation
GO:0033554   cellular response to stress
GO:0006464   protein modification process
GO:0043412   macromolecule modification
GO:0007049   cell cycle
GO:0000278   mitotic cell cycle
GO:0022402   cell cycle process
GO:0022403   cell cycle phase
GO:0051301   cell division
GO:0000279   M phase
GO:0048285   organelle fission
GO:0000087   M phase of mitotic cell cycle
GO:0000280   nuclear division
GO:0007067   mitosis
GO:0007051   spindle organization
GO:0006259   DNA metabolic process
GO:0006260   DNA replication
GO:0006261   DNA−dependent DNA replication
GO:0007059   chromosome segregation
GO:0065004   protein−DNA complex assembly
GO:0000226   microtubule cytoskeleton organization
GO:0007017   microtubule−based process
GO:0006281   DNA repair
GO:0006974   response to DNA damage stimulus
GO:0010564   regulation of cell cycle process
GO:0051726   regulation of cell cycle
GO:0043039   tRNA aminoacylation
GO:0006418   tRNA aminoacylation for protein translation
GO:0043038   amino acid activation
GO:0006414   translational elongation
GO:0042274   ribosomal small subunit biogenesis
GO:0006399   tRNA metabolic process
GO:0034470   ncRNA processing
GO:0034660   ncRNA metabolic process
GO:0006412   translation
GO:0006364   rRNA processing
GO:0016072   rRNA metabolic process
GO:0022613   ribonucleoprotein complex biogenesis
GO:0042254   ribosome biogenesis
GO:0009059   macromolecule biosynthetic process
GO:0034645   cellular macromolecule biosynthetic process
GO:0006139   nucleobase−containing compound metabolic process
GO:0010467   gene expression
GO:0016070   RNA metabolic process
GO:0090304   nucleic acid metabolic process
GO:0006413   translational initiation
GO:0010608   posttranscriptional regulation of gene expression
GO:0009058   biosynthetic process
GO:0044249   cellular biosynthetic process
GO:0051028   mRNA transport
GO:0015931   nucleobase−containing compound transport
GO:0006403   RNA localization
GO:0051236   establishment of RNA localization
GO:0050657   nucleic acid transport
GO:0050658   RNA transport
GO:0006913   nucleocytoplasmic transport
GO:0051169   nuclear transport
GO:0006405   RNA export from nucleus
GO:0051168   nuclear export
GO:0016569   covalent chromatin modification
GO:0016570   histone modification
GO:0006325   chromatin organization
GO:0051276   chromosome organization
GO:0043484   regulation of RNA splicing
GO:0048024   regulation of nuclear mRNA splicing, via spliceosome
GO:0050684   regulation of mRNA processing
GO:0071826   ribonucleoprotein complex subunit organization
GO:0000375   RNA splicing, via transesterification reactions
GO:0000377   RNA splicing, via transesterification reactions with bulged adenosine as nucleophile
GO:0000398   nuclear mRNA splicing, via spliceosome
GO:0006396   RNA processing
GO:0008380   RNA splicing
GO:0006397   mRNA processing
GO:0016071   mRNA metabolic process
GO:0030030   cell projection organization
GO:0031175   neuron projection development
GO:0048666   neuron development
GO:0048468   cell development
GO:0007399   nervous system development
GO:0030182   neuron differentiation
GO:0022008   neurogenesis
GO:0048699   generation of neurons
GO:0007411   axon guidance
GO:0000902   cell morphogenesis
GO:0032989   cellular component morphogenesis
GO:0032990   cell part morphogenesis
GO:0048858   cell projection morphogenesis
GO:0000904   cell morphogenesis involved in differentiation
GO:0007409   axonogenesis
GO:0048667   cell morphogenesis involved in neuron differentiation
GO:0048812   neuron projection morphogenesis
GO:0007417   central nervous system development
GO:0046777   protein autophosphorylation
GO:0050808   synapse organization
GO:0010975   regulation of neuron projection development
GO:0031344   regulation of cell projection organization
GO:0045664   regulation of neuron differentiation
GO:0060284   regulation of cell development
GO:0006816   calcium ion transport
GO:0070838   divalent metal ion transport
GO:0072511   divalent inorganic cation transport
GO:0055085   transmembrane transport
GO:0015672   monovalent inorganic cation transport
GO:0030001   metal ion transport
GO:0034220   ion transmembrane transport
GO:0006811   ion transport
GO:0006812   cation transport
GO:0034762   regulation of transmembrane transport
GO:0034765   regulation of ion transmembrane transport
GO:0043269   regulation of ion transport
GO:0006813   potassium ion transport
GO:0071804   cellular potassium ion transport
GO:0071805   potassium ion transmembrane transport
GO:0006887   exocytosis
GO:0007269   neurotransmitter secretion
GO:0001505   regulation of neurotransmitter levels
GO:0006836   neurotransmitter transport
GO:0007613   memory
GO:0007611   learning or memory
GO:0050890   cognition
GO:0007610   behavior
GO:0044057   regulation of system process
GO:0007267   cell−cell signaling
GO:0007268   synaptic transmission
GO:0019226   transmission of nerve impulse
GO:0035637   multicellular organismal signaling
GO:0048167   regulation of synaptic plasticity
GO:0031644   regulation of neurological system process
GO:0050804   regulation of synaptic transmission
GO:0051969   regulation of transmission of nerve impulse
GO:0003008   system process
GO:0050877   neurological system process
GO:0007606   sensory perception of chemical stimulus
GO:0051606   detection of stimulus
GO:0007608   sensory perception of smell
GO:0050911   detection of chemical stimulus involved in sensory perception of smell
GO:0009593   detection of chemical stimulus
GO:0050906   detection of stimulus involved in sensory perception
GO:0050907   detection of chemical stimulus involved in sensory perception
GO:0007186   G−protein coupled receptor protein signaling pathway
GO:0007600   sensory perception
GO:0042180   cellular ketone metabolic process
GO:0006082   organic acid metabolic process
GO:0019752   carboxylic acid metabolic process
GO:0043436   oxoacid metabolic process
GO:0006099   tricarboxylic acid cycle
GO:0009060   aerobic respiration
GO:0006732   coenzyme metabolic process
GO:0051186   cofactor metabolic process
GO:0015980   energy derivation by oxidation of organic compounds
GO:0045333   cellular respiration
GO:0055114   oxidation−reduction process
GO:0006091   generation of precursor metabolites and energy
GO:0022900   electron transport chain
GO:0006457   protein folding
GO:0007005   mitochondrion organization
GO:0009991   response to extracellular stimulus
GO:0031667   response to nutrient levels
GO:0006631   fatty acid metabolic process
GO:0032787   monocarboxylic acid metabolic process
GO:0016042   lipid catabolic process
GO:0006629   lipid metabolic process
GO:0044255   cellular lipid metabolic process
GO:0006066   alcohol metabolic process
GO:0005975   carbohydrate metabolic process
GO:0044262   cellular carbohydrate metabolic process
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