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●response to stimulus (GO:0050896)

multicellular organismal process (GO:0032501)
cellular response to stimulus (GO:0051716)

anatomical structure development (GO:0048856)
response to chemical (GO:0042221)

positive regulation of cellular metabolic process (GO:0031325)
animal organ development (GO:0048513)

positive regulation of response to stimulus (GO:0048584)
regulation of multicellular organismal process (GO:0051239)

response to organic substance (GO:0010033)
cellular response to organic substance (GO:0071310)

response to external stimulus (GO:0009605)
cellular response to chemical stimulus (GO:0070887)

response to stress (GO:0006950)
positive regulation of gene expression (GO:0010628)
regulation of protein phosphorylation (GO:0001932)

cellular lipid metabolic process (GO:0044255)
immune response (GO:0006955)

regulation of multicellular organismal development (GO:2000026)
defense response to other organism (GO:0098542)

positive regulation of protein modification process (GO:0031401)
biological process involved in interspecies interaction between organisms (GO:0044419)

positive regulation of developmental process (GO:0051094)
organic acid metabolic process (GO:0006082)

oxoacid metabolic process (GO:0043436)
carboxylic acid metabolic process (GO:0019752)

response to biotic stimulus (GO:0009607)
positive regulation of phosphate metabolic process (GO:0045937)

positive regulation of phosphorus metabolic process (GO:0010562)
positive regulation of multicellular organismal process (GO:0051240)

response to external biotic stimulus (GO:0043207)
response to other organism (GO:0051707)

positive regulation of phosphorylation (GO:0042327)
positive regulation of protein phosphorylation (GO:0001934)

regulation of cell adhesion (GO:0030155)
regulation of response to external stimulus (GO:0032101)

response to cytokine (GO:0034097)
cell activation (GO:0001775)

lipid biosynthetic process (GO:0008610)
regulation of cell−cell adhesion (GO:0022407)

positive regulation of cytokine production (GO:0001819)
positive regulation of cell adhesion (GO:0045785)

cellular response to cytokine stimulus (GO:0071345)
defense response (GO:0006952)

cytokine−mediated signaling pathway (GO:0019221)
regulation of defense response (GO:0031347)

leukocyte activation (GO:0045321)
monocarboxylic acid metabolic process (GO:0032787)

positive regulation of cell activation (GO:0050867)
small molecule biosynthetic process (GO:0044283)

positive regulation of leukocyte activation (GO:0002696)
regulation of T cell activation (GO:0050863)

regulation of leukocyte cell−cell adhesion (GO:1903037)
positive regulation of cell cycle (GO:0045787)

positive regulation of lymphocyte activation (GO:0051251)
apoptotic signaling pathway (GO:0097190)

positive regulation of response to external stimulus (GO:0032103)
regulation of inflammatory response (GO:0050727)

positive regulation of cell−cell adhesion (GO:0022409)
circulatory system process (GO:0003013)

fatty acid metabolic process (GO:0006631)
blood circulation (GO:0008015)

positive regulation of leukocyte cell−cell adhesion (GO:1903039)
positive regulation of cell cycle process (GO:0090068)

regulation of leukocyte proliferation (GO:0070663)
response to molecule of bacterial origin (GO:0002237)

response to oxidative stress (GO:0006979)
positive regulation of T cell activation (GO:0050870)

regulation of mononuclear cell proliferation (GO:0032944)
regulation of lymphocyte proliferation (GO:0050670)

response to lipopolysaccharide (GO:0032496)
regulation of chemotaxis (GO:0050920)

organic acid biosynthetic process (GO:0016053)
carboxylic acid biosynthetic process (GO:0046394)

regulation of T cell proliferation (GO:0042129)
inflammatory response (GO:0006954)

positive regulation of leukocyte proliferation (GO:0070665)
response to toxic substance (GO:0009636)

positive regulation of chemotaxis (GO:0050921)
regulation of alpha−beta T cell activation (GO:0046634)

positive regulation of mononuclear cell proliferation (GO:0032946)
positive regulation of lymphocyte proliferation (GO:0050671)

positive regulation of reproductive process (GO:2000243)
granulocyte chemotaxis (GO:0071621)

regulation of embryonic development (GO:0045995)
oogenesis (GO:0048477)

monocarboxylic acid biosynthetic process (GO:0072330)
extrinsic apoptotic signaling pathway (GO:0097191)

regulation of blood pressure (GO:0008217)
neutrophil chemotaxis (GO:0030593)

alpha−beta T cell differentiation (GO:0046632)
detoxification (GO:0098754)

positive regulation of T cell mediated immunity (GO:0002711)
olefinic compound metabolic process (GO:0120254)

cellular response to toxic substance (GO:0097237)
positive regulation of mononuclear cell migration (GO:0071677)

CD4−positive, alpha−beta T cell activation (GO:0035710)
regulation of tyrosine phosphorylation of STAT protein (GO:0042509)

positive regulation of T cell proliferation (GO:0042102)
fatty acid biosynthetic process (GO:0006633)

cellular detoxification (GO:1990748)
unsaturated fatty acid metabolic process (GO:0033559)

icosanoid metabolic process (GO:0006690)
cellular oxidant detoxification (GO:0098869)

alpha−beta T cell activation involved in immune response (GO:0002287)
alpha−beta T cell differentiation involved in immune response (GO:0002293)

antral ovarian follicle growth (GO:0001547)
arachidonic acid metabolic process (GO:0019369)

CD4−positive, alpha−beta T cell differentiation (GO:0043367)
CD4−positive, alpha−beta T cell differentiation involved in immune response (GO:0002294)

cellular response to interleukin−1 (GO:0071347)
cyclooxygenase pathway (GO:0019371)

extrinsic apoptotic signaling pathway in absence of ligand (GO:0097192)
fused antrum stage (GO:0048165)

icosanoid biosynthetic process (GO:0046456)
long−chain fatty acid metabolic process (GO:0001676)

mammalian oogenesis stage (GO:0022605)
meiotic spindle organization (GO:0000212)
ovarian cumulus expansion (GO:0001550)
ovarian follicle development (GO:0001541)

ovulation cycle (GO:0042698)
ovulation cycle process (GO:0022602)

positive regulation of cell maturation (GO:1903431)
positive regulation of embryonic development (GO:0040019)

positive regulation of meiotic cell cycle (GO:0051446)
positive regulation of meiotic cell cycle process involved in oocyte maturation (GO:1904146)

positive regulation of oocyte maturation (GO:1900195)
positive regulation of tyrosine phosphorylation of STAT protein (GO:0042531)

prostaglandin biosynthetic process (GO:0001516)
prostaglandin metabolic process (GO:0006693)
prostanoid biosynthetic process (GO:0046457)

prostanoid metabolic process (GO:0006692)
regulation of acute inflammatory response (GO:0002673)

regulation of cell maturation (GO:1903429)
regulation of meiotic cell cycle (GO:0051445)

regulation of meiotic cell cycle process involved in oocyte maturation (GO:1903538)
regulation of neuroinflammatory response (GO:0150077)

regulation of oocyte maturation (GO:1900193)
response to interleukin−1 (GO:0070555)

signal transduction in absence of ligand (GO:0038034)
T−helper cell differentiation (GO:0042093)

T cell differentiation involved in immune response (GO:0002292)
unsaturated fatty acid biosynthetic process (GO:0006636)
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●response to chemical (GO:0042221)

response to stress (GO:0006950)
cellular response to chemical stimulus (GO:0070887)

small molecule metabolic process (GO:0044281)
lipid metabolic process (GO:0006629)

cellular lipid metabolic process (GO:0044255)
defense response (GO:0006952)

cellular response to cytokine stimulus (GO:0071345)
organic acid metabolic process (GO:0006082)

oxoacid metabolic process (GO:0043436)
carboxylic acid metabolic process (GO:0019752)

lipid biosynthetic process (GO:0008610)
monocarboxylic acid metabolic process (GO:0032787)

small molecule biosynthetic process (GO:0044283)
circulatory system process (GO:0003013)

fatty acid metabolic process (GO:0006631)
inflammatory response (GO:0006954)

blood circulation (GO:0008015)
response to oxidative stress (GO:0006979)

organic acid biosynthetic process (GO:0016053)
carboxylic acid biosynthetic process (GO:0046394)

female gamete generation (GO:0007292)
antral ovarian follicle growth (GO:0001547)

arachidonic acid metabolic process (GO:0019369)
cellular detoxification (GO:1990748)

cellular oxidant detoxification (GO:0098869)
cellular response to interleukin−1 (GO:0071347)

cellular response to toxic substance (GO:0097237)
cyclooxygenase pathway (GO:0019371)

detoxification (GO:0098754)
development of primary female sexual characteristics (GO:0046545)

fatty acid biosynthetic process (GO:0006633)
female gonad development (GO:0008585)

female sex differentiation (GO:0046660)
fused antrum stage (GO:0048165)

icosanoid biosynthetic process (GO:0046456)
icosanoid metabolic process (GO:0006690)

long−chain fatty acid metabolic process (GO:0001676)
mammalian oogenesis stage (GO:0022605)
meiotic spindle organization (GO:0000212)

monocarboxylic acid biosynthetic process (GO:0072330)
olefinic compound metabolic process (GO:0120254)

oogenesis (GO:0048477)
ovarian cumulus expansion (GO:0001550)
ovarian follicle development (GO:0001541)

ovulation cycle (GO:0042698)
ovulation cycle process (GO:0022602)

positive regulation of cell maturation (GO:1903431)
positive regulation of embryonic development (GO:0040019)

positive regulation of meiotic cell cycle (GO:0051446)
positive regulation of meiotic cell cycle process involved in oocyte maturation (GO:1904146)

positive regulation of oocyte maturation (GO:1900195)
positive regulation of reproductive process (GO:2000243)

prostaglandin biosynthetic process (GO:0001516)
prostaglandin metabolic process (GO:0006693)
prostanoid biosynthetic process (GO:0046457)

prostanoid metabolic process (GO:0006692)
regulation of blood pressure (GO:0008217)
regulation of cell maturation (GO:1903429)

regulation of embryonic development (GO:0045995)
regulation of meiotic cell cycle (GO:0051445)

regulation of meiotic cell cycle process involved in oocyte maturation (GO:1903538)
regulation of neuroinflammatory response (GO:0150077)

regulation of oocyte maturation (GO:1900193)
response to interleukin−1 (GO:0070555)

response to toxic substance (GO:0009636)
unsaturated fatty acid biosynthetic process (GO:0006636)

unsaturated fatty acid metabolic process (GO:0033559)
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●organelle inner membrane (GO:0019866)

inner mitochondrial membrane protein complex (GO:0098800)

respirasome (GO:0070469)

respiratory chain complex (GO:0098803)

mitochondrial respirasome (GO:0005746)

cytochrome complex (GO:0070069)

mitochondrial respiratory chain complex IV (GO:0005751)

respiratory chain complex IV (GO:0045277)
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envelope (GO:0031975)

organelle envelope (GO:0031967)

mitochondrial inner membrane (GO:0005743)

organelle inner membrane (GO:0019866)

mitochondrial protein−containing complex (GO:0098798)

inner mitochondrial membrane protein complex (GO:0098800)

respirasome (GO:0070469)

respiratory chain complex (GO:0098803)

mitochondrial respirasome (GO:0005746)

cytochrome complex (GO:0070069)

mitochondrial respiratory chain complex IV (GO:0005751)

respiratory chain complex IV (GO:0045277)
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●oxidoreductase activity (GO:0016491)

signaling receptor regulator activity (GO:0030545)

signaling receptor activator activity (GO:0030546)

receptor ligand activity (GO:0048018)

cytokine receptor binding (GO:0005126)

primary active transmembrane transporter activity (GO:0015399)

proton transmembrane transporter activity (GO:0015078)

cytokine activity (GO:0005125)

tetrapyrrole binding (GO:0046906)

heme binding (GO:0020037)

growth factor receptor binding (GO:0070851)

electron transfer activity (GO:0009055)

cytochrome−c oxidase activity (GO:0004129)

oxidoreductase activity, acting on a heme group of donors (GO:0016675)

oxidoreductase activity, acting on single donors with incorporation of molecular oxygen (GO:0016701)

oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen (GO:0016702)

oxidoreduction−driven active transmembrane transporter activity (GO:0015453)

prostaglandin−endoperoxide synthase activity (GO:0004666)
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●oxidoreductase activity (GO:0016491)

active transmembrane transporter activity (GO:0022804)

active ion transmembrane transporter activity (GO:0022853)

primary active transmembrane transporter activity (GO:0015399)

proton transmembrane transporter activity (GO:0015078)

tetrapyrrole binding (GO:0046906)

heme binding (GO:0020037)

cytochrome−c oxidase activity (GO:0004129)

electron transfer activity (GO:0009055)

oxidoreductase activity, acting on a heme group of donors (GO:0016675)

oxidoreductase activity, acting on peroxide as acceptor (GO:0016684)

oxidoreductase activity, acting on single donors with incorporation of molecular oxygen (GO:0016701)

oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen (GO:0016702)

oxidoreduction−driven active transmembrane transporter activity (GO:0015453)

peroxidase activity (GO:0004601)

prostaglandin−endoperoxide synthase activity (GO:0004666)
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