G0:0005615:
G0:0044421

G0:0098802:

G0:0005581:

G0:0043235:

G0:0098797:

G0:0031252:
G0:0031226:
G0:0005887:

G0:0044459:
G0:0005886:
GO0:0071944:
G0:1902711:

G0:0005884:
G0:0005902:
G0:0032588

G0:0043293:
G0:0033256:

G0:0030173:
G0:0030127:
G0:0012507:
G0:0005844:
G0:0043231:
G0:0043227:
G0:0098796:

G0:0033179:

G0:0031966:
G0:0031982:
G0:0044440:

G0:0010008:

G0:0005834:
G0:0008537:

G0:0097730:
G0:0001750:

G0:0001725:

G0:0005788:

G0:0005758:

G0O:0000786:
: apical plasma membrane
G0O:0098556:

G0:0016324

G0:0031526:
G0:0043232:

G0:0032991:

G0:0044464
G0:0005623:

G0:0043226:
G0:0043229:
G0:0044446:

G0:0044422

G0:0005798:
G0:0030662:

G0:0030135:
G0:0030660:

G0:0030120:
GO:0030117:

G0:0030134:
G0:0044433

G0:0030428:

G0:0005923:
G0:0043296:
G0:0045121:
G0:0045095:

G0:0030054:

G0:0099513:
G0:0044430:
G0:0030057:

G0:0044445:
G0:0022627:

G0:0022625:
G0:0005840:

G0:0044391:
G0:0022626:
G0:1990904:
G0:0005829

G0O:0005737

G0:0042175:
G0:0098588:

G0:0012505:
G0:0031984:

G0:0005794:
G0:0000139:
G0:0098791:
G0:0044431:

G0:0016020:
G0:0044425:

G0:0031224:
G0:0016021:

G0:0070160:
GO:0005911:
G0:0005882:
: intermediate filament cytoskeleton
G0O:0005856:
GO0:0015629:
G0:0005885:

G0:0045111

extracellular space

: extracellular region part
G0O:0005576:
G0O:0031012:
G0:0005604:
G0:0062023:
G0O:0008305:

extracellular region

extracellular matrix

basement membrane
collagen-containing extracellular matrix
integrin complex

plasma membrane receptor complex
collagen trimer

receptor complex

plasma membrane protein complex

cell leading edge

intrinsic component of plasma membrane
integral component of plasma membrane
plasma membrane part

plasma membrane

cell periphery

GABA-A receptor complex

actin filament

microvillus

: trans-Golgi network membrane
G0O:0016342:

catenin complex

apoptosome

I-kappaB/NF-kappaB complex

integral component of Golgi membrane
COPII vesicle coat

ER to Golgi transport vesicle membrane
polysome

intracellular membrane-bounded organelle
membrane-bounded organelle
membrane protein complex
proton-transporting V-type ATPase, VO domain
mitochondrial membrane

vesicle

endosomal part

endosome membrane

heterotrimeric G-protein complex
proteasome activator complex
non-motile cilium

photoreceptor outer segment

stress fiber

endoplasmic reticulum lumen
mitochondrial intermembrane space
nucleosome

cytoplasmic side of rough endoplasmic reticulum membrane
brush border membrane

intracellular non-membrane-bounded organelle
protein—containing complex

: cell part

cell

organelle

intracellular organelle
intracellular organelle part

: organelle part
G0:0030126:

COPI vesicle coat

Golgi—associated vesicle

coated vesicle membrane

coated vesicle

Golgi—associated vesicle membrane
vesicle coat

membrane coat

COPIll-coated ER to Golgi transport vesicle

: cytoplasmic vesicle part
G0:0098805:
GO0:0005739:
G0O:0005740:
GO0O:0031967:
G0:0044429:
G0:0044455:
G0O:0005730:

whole membrane
mitochondrion

mitochondrial envelope
organelle envelope
mitochondrial part
mitochondrial membrane part
nucleolus

cell septum

bicellular tight junction

apical junction complex
membrane raft

keratin filament

cell junction

polymeric cytoskeletal fiber
cytoskeletal part
desmosome

cytosolic part

cytosolic small ribosomal subunit
cytosolic large ribosomal subunit
ribosome

ribosomal subunit

cytosolic ribosome
ribonucleoprotein complex

: cytosol
G0O:0044424:
G0:0005622:
G0:0031090:
G0:0044444:
: cytoplasm
G0O:0005783:
G0:0044432:
G0O:0005789:

intracellular part
intracellular
organelle membrane
cytoplasmic part

endoplasmic reticulum
endoplasmic reticulum part
endoplasmic reticulum membrane

nuclear outer membrane-endoplasmic reticulum membrane network

bounding membrane of organelle
endomembrane system
organelle subcompartment

Golgi apparatus

Golgi membrane

Golgi subcompartment

Golgi apparatus part

membrane

membrane part

intrinsic component of membrane
integral component of membrane
tight junction

cell-cell junction

intermediate filament

cytoskeleton
actin cytoskeleton
Arp2/3 protein complex
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GO0:0097367:
G0:0017076:
G0:0032555:
G0:0035639:
G0:0032553:
G0:0000166:
G0:0036094:
G0:0043168:
G0:0043167:
G0:0032561:
GO0:0005525:
G0:0032549:
GO:0016757:
GO0:0016758:
G0:0008378:
G0:0004859:
G0:0008289:
G0:0005543:
G0:0005515:
G0:0019838:
G0:0050840:
G0:0005109:
G0:0005520:
G0:0005518:
G0:0008237:
G0:0004222:
G0:0005102:
G0:0005201:
GO0:0003779:
G0:0008092:
GO0:0016705:
GO0:0051015:
G0:0004497:
G0:0004198:
G0:0005509:
G0:0046872:
G0:0043169:
G0:0005198:
G0:0003735:
G0:0005391:
G0:0022804:
GO0:0015377:
G0:0015108:
GO0:0015075:
G0:0015318:
G0:0004984:
G0:0015103:
G0:0022890:
G0:0008324:
G0:0022857:
G0:0005215:
G0:0060089:
G0:0038023:
G0:0004888:
G0:0004930:
G0:0008227:
GO0:0001594:
G0:0008509:
G0:0004925:
G0:0015291:
G0:0015293:
G0:0015294:
G0:0004674:
G0:0004672:
G0:0015081:
G0:0015662:
G0:0016773:
G0:0015077:
G0:0015079:
G0:0008191:
G0:0031418:
G0:0005161:
GO0:0070851:
G0:0005088:
G0:0005089:
GO:0017048:
G0:0051020:
G0:0017016:
G0:0031267:
G0:0004896:
G0:0048029:
G0:0019842:
G0:0016614:
G0:0016616:
G0:0140103:
G0:0004364:
G0:0004601:
G0:0016684:
G0:0005338:
GO0:0015165:
G0:0008375:
GO0:0016174:
G0:0016755:
G0:0004517:
G0:0046920:
G0:0102336:
G0:0102337:
G0:0102338:
G0:0102756:
G0:0009922:
G0:0016298:
GO:0016712:
G0:0005319:
G0:0046914:
GO:0019911:
GO:0016746:
G0:0004499:
G0:0016798:
G0:0016788:
G0:0016627:
G0:0003995:
G0:0016645:
GO0:0140101:
G0:0051539:
G0:0051536:
G0:0009055:
GO0:0016667:
G0:0016874:
G0:0140098:
G0:0019899:
G0:0003756:
GO0:0017017:
G0:0046923:
G0:0044390:
G0:0042802:
G0:0004550:
G0:0099528:
G0:0005516:
G0:0005178:
G0:0005160:
G0:0019199:
G0:0004714:
G0:0061133:
G0:0004649:
G0:0008020:
G0:0009881:
G0:0030234:
G0:0015272:
G0:0030368:
G0:0060589:
G0:0030695:
GO0:0044212:
G0:0000981:
G0:0003700:
G0:0045296:
G0:0016620:
G0:0016903:
GO0:0005164:
G0:0032813:
G0:0050660:
G0:0008135:
GO0:0051117:
GO:0017111:
G0:0016818:
G0:0016462:
G0:0003723:
G0:0019843:
G0:0017049:
G0:0004890:
G0:0015276:
GO0:0015267:
GO0:0005216:
G0:0005230:
G0:0022836:
G0:0022839:
G0:0016917:
G0:0044877:
G0:0004175:
G0:0008233:
G0:0070011:
G0:0001664:
G0:0051213:
G0:0016701:
G0:0016702:
G0:0098772:
GO0:0031995:
GO0:0031994:
G0:0004867:
G0:0061134:
G0:0030414:
G0:0004866:
GO0:0061135:
G0:0004857:
G0:0005544:
G0:0015057:
G0:0020037:
G0:0005506:
G0:0004666:
G0:0008395:
G0:0016709:
G0:0003951:
G0:0003810:
GO0:0047372:
G0:0008417:
G0:0004100:
GO:0050661:
G0:0008144:
G0:0005524:
G0:0032559:
G0:0030554:
G0:0050662:
G0:0048037:
G0:0016491:
G0:0003824:
G0:0016787:
G0:0003924:
G0:0097200:
G0:0008234:
GO0:0097153:

G0:0004197

carbohydrate derivative binding

purine nucleotide binding

purine ribonucleotide binding

purine ribonucleoside triphosphate binding

ribonucleotide binding

nucleotide binding

small molecule binding

anion binding

ion binding

guanyl ribonucleotide binding

GTP binding

ribonucleoside binding

transferase activity, transferring glycosyl groups
transferase activity, transferring hexosyl groups
galactosyltransferase activity

phospholipase inhibitor activity

lipid binding

phospholipid binding

protein binding

growth factor binding

extracellular matrix binding

frizzled binding

insulin-like growth factor binding

collagen binding

metallopeptidase activity

metalloendopeptidase activity

signaling receptor binding

extracellular matrix structural constituent

actin binding

cytoskeletal protein binding

oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen
actin filament binding

monooxygenase activity

calcium-dependent cysteine-type endopeptidase activity
calcium ion binding

metal ion binding

cation binding

structural molecule activity

structural constituent of ribosome
sodium:potassium-exchanging ATPase activity

active transmembrane transporter activity

cation:chloride symporter activity

chloride transmembrane transporter activity

ion transmembrane transporter activity

inorganic molecular entity transmembrane transporter activity
olfactory receptor activity

inorganic anion transmembrane transporter activity
inorganic cation transmembrane transporter activity
cation transmembrane transporter activity
transmembrane transporter activity

transporter activity

molecular transducer activity

signaling receptor activity

transmembrane signaling receptor activity

G protein—-coupled receptor activity

G protein—-coupled amine receptor activity

trace—amine receptor activity

anion transmembrane transporter activity

prolactin receptor activity

secondary active transmembrane transporter activity
symporter activity

solute:cation symporter activity

protein serine/threonine kinase activity

protein kinase activity

sodium ion transmembrane transporter activity

ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism
phosphotransferase activity, alcohol group as acceptor
monovalent inorganic cation transmembrane transporter activity
potassium ion transmembrane transporter activity
metalloendopeptidase inhibitor activity

L-ascorbic acid binding

platelet-derived growth factor receptor binding

growth factor receptor binding

Ras guanyl-nucleotide exchange factor activity

Rho guanyl-nucleotide exchange factor activity

Rho GTPase binding

GTPase binding

Ras GTPase binding

small GTPase binding

cytokine receptor activity

monosaccharide binding

vitamin binding

oxidoreductase activity, acting on CH-OH group of donors
oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor
catalytic activity, acting on a glycoprotein

glutathione transferase activity

peroxidase activity

oxidoreductase activity, acting on peroxide as acceptor
nucleotide-sugar transmembrane transporter activity
pyrimidine nucleotide-sugar transmembrane transporter activity
acetylglucosaminyltransferase activity

NAD(P)H oxidase activity

transferase activity, transferring amino-acyl groups
nitric-oxide synthase activity
alpha-(1->3)-fucosyltransferase activity
3-oxo-arachidoyl-CoA synthase activity
3-oxo-cerotoyl-CoA synthase activity
3-oxo-lignoceronyl-CoA synthase activity
very-long-chain 3-ketoacyl-CoA synthase activity

fatty acid elongase activity

lipase activity

oxidoreductase activity, acting on paired donors, with incor...<87>... and incorporation of one atom of oxygen
lipid transporter activity

transition metal ion binding

structural constituent of myelin sheath

transferase activity, transferring acyl groups
N,N-dimethylaniline monooxygenase activity

hydrolase activity, acting on glycosyl bonds

hydrolase activity, acting on ester bonds

oxidoreductase activity, acting on the CH-CH group of donors
acyl-CoA dehydrogenase activity

oxidoreductase activity, acting on the CH-NH group of donors
catalytic activity, acting on a tRNA

4 iron, 4 sulfur cluster binding

iron-sulfur cluster binding

electron transfer activity

oxidoreductase activity, acting on a sulfur group of donors
ligase activity

catalytic activity, acting on RNA

enzyme binding

protein disulfide isomerase activity

MAP kinase tyrosine/serine/threonine phosphatase activity
ER retention sequence binding

ubiquitin-like protein conjugating enzyme binding
identical protein binding

nucleoside diphosphate kinase activity

G protein-coupled neurotransmitter receptor activity
calmodulin binding

integrin binding

transforming growth factor beta receptor binding
transmembrane receptor protein kinase activity
transmembrane receptor protein tyrosine kinase activity
endopeptidase activator activity

poly(ADP-ribose) glycohydrolase activity

G protein-coupled photoreceptor activity

photoreceptor activity

enzyme regulator activity

ATP-activated inward rectifier potassium channel activity
interleukin-17 receptor activity
nucleoside-triphosphatase regulator activity

GTPase regulator activity

transcription regulatory region DNA binding

DNA-binding transcription factor activity, RNA polymerase ll-specific
DNA-binding transcription factor activity

cadherin binding

oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as acceptor
oxidoreductase activity, acting on the aldehyde or oxo group of donors
tumor necrosis factor receptor binding

tumor necrosis factor receptor superfamily binding

flavin adenine dinucleotide binding

translation factor activity, RNA binding

ATPase binding

nucleoside-triphosphatase activity

hydrolase activity, acting on acid anhydrides, in phosphorus—-containing anhydrides
pyrophosphatase activity

RNA binding

rRNA binding

GTP-Rho binding

GABA-A receptor activity

ligand-gated ion channel activity

channel activity

ion channel activity

extracellular ligand—-gated ion channel activity

gated channel activity

ion gated channel activity

GABA receptor activity

protein-containing complex binding

endopeptidase activity

peptidase activity

peptidase activity, acting on L-amino acid peptides

G protein—-coupled receptor binding

dioxygenase activity

oxidoreductase activity, acting on single donors with incorporation of molecular oxygen
oxidoreductase activity, acting on single donors with incorp...<25>...en, incorporation of two atoms of oxygen
molecular function regulator

insulin-like growth factor Il binding

insulin-like growth factor | binding

serine—type endopeptidase inhibitor activity

peptidase regulator activity

peptidase inhibitor activity

endopeptidase inhibitor activity

endopeptidase regulator activity

enzyme inhibitor activity

calcium-dependent phospholipid binding
thrombin-activated receptor activity

heme binding

iron ion binding

prostaglandin-endoperoxide synthase activity

steroid hydroxylase activity

oxidoreductase activity, acting on paired donors, with incor...<64>... and incorporation of one atom of oxygen
NAD+ kinase activity

protein-glutamine gamma-glutamyltransferase activity
acylglycerol lipase activity

fucosyltransferase activity

chitin synthase activity

NADP binding

drug binding

ATP binding

adenyl ribonucleotide binding

adenyl nucleotide binding

coenzyme binding

cofactor binding

oxidoreductase activity

catalytic activity

hydrolase activity

GTPase activity

cysteine-type endopeptidase activity involved in execution phase of apoptosis
cysteine-type peptidase activity

cysteine—type endopeptidase activity involved in apoptotic process
: cysteine—type endopeptidase activity



G0:0097435: supramolecular fiber organization

G0:0030036: actin cytoskeleton organization
G0:0008154: actin polymerization or depolymerization
G0:0007015: actin filament organization o
G0:0032956: regulation of actin cytoskeleton organization
G0:0008064: regulation of actin polymerization or depolymerization
G0:0110053: regulation of actin filament organization =
G0:1902903: re?ulatlon of supramolecular fiber organization
G0:0030041: actin filament polymerization

G0:0051493: regulation of cytoskeleton organization
G0:0032535: regulation of cellular component size
G0:0030833: regulation of actin filament polymerization
G0:0032271: regulation of protein polymerization

G0:0030838: positive regulation of actin filament polymerization
G0:0032273: positive regulation of protein polymerization
G0:0051495: positive regulation of cytoskeleton organization
G0:1902905: positive regulation of supramolecular fiber organization
G0:0090066: regulation of anatomical structure size
G0:0044087: regulation of cellular component biogenesis
G0:0033043: regulation of organelle organization =
G0:0010638: positive regulation of organelle organization
G0:0044089: positive regulation of cellular component biogenesis
G0:0031334: positive regulation of protein complex assembly
G0:0034314: Arp2/3 complex-mediated actin nucleation
G0:0045010: actin nucleation

G0:0043254: regulation of protein complex assembly
G0:0051258: protein polymerization

G0:0007010: cytoskeleton organization

G0:0009611: response to wounding

G0:0007155: cell adhesion

G0:0007160: cell-matrix adhesion

G0:0031589: cell-substrate adhesion

G0:0043062: extracellular structure organization

G0:0030198: extracellular matrix organization

G0:0048870: cell motilit

G0:0016477: cell migration o

G0:0007166: cell surface receptor signaling pathway
G0:0050896: response to stimulus

G0:0007229: integrin-mediated signaling pathway
G0:0040011: locomotion

G0:0072358: cardiovascular system development
G0:0001944: vasculature development

G0:0048514: blood vessel morphogenesis

G0:0001568: blood vessel development

G0:0001525: angiogenesis

G0:0072359: circulatory s¥stem development

G0:0030334: regulation of cell migration

G0:2000145: regulation of cell motility

G0:0051270: regulation of cellular component movement
G0:0040012: regulation of locomotion

G0:0006928: movement of cell or subcellular component
G0:0007044: cell-substrate junction assembly

G0:0051716: cellular response to stimulus

G0:0007165: signal transduction

G0:0007154: cell communication

G0:0023052: signaling )

G0:0048583: regulation of response to stimulus . .
G0:0048646: anatomical structure formation involved in morphogenesis
G0:0009653: anatomical structure morphogenesis
G0:0035239: tube morphogenesis o

G0:0030335: positive regulation of cell migration

G0:0040017: Eositive regulation of locomotion

G0:0035295: tube development

G0:0048731: system development

G0:0007275: multicellular organism development
G0:0048856: anatomical structure development

G0:0043567: regulation of insulin-like growth factor receptor signaling pathway
G0:0002685: regulation of leukocyte migration

G0:0042412: taurine blosynthetlc process

G0:0001558: regulation of cell growth

G0:0016049: cell growth

G0:0009966: regulation of signal transduction

G0:0010646: regulation of cell communication

G0:0023051: regulation of signaling

G0:1903034: regulation of response to wounding
G0:0032103: positive regulation of response to external stimulus
G0:0002687: positive regulation of leukocyte migration
G0:0006508: proteolysis

G0:0007264: small GTPase mediated signal transduction
G0:0035023: regulation of Rho protein signal transduction
G0:0007265: Ras Iprc)tein signal transduction .
G0:1902531: regulation of intracellular signal transduction
G0:0007266: Rho protein signal transduction

G0:0035556: intracellular signal transduction o
G0:0051128: reﬁulatlon of cellular component organization
G0:0008283: cell proliferation

G0:0042127: regulation of cell proliferation

G0:0043086: negative regulation of catalytic activity
G0:0044092: negative regulation of molecular function
G0:0052548: regulation of endopeptidase activity
G0:0052547: regulation of peptidase activity

G0:0045861: negative regulation of proteolysis
G0:0010466: negative regulation of peptidase activity
G0:0010951: negative regulation of endopeptidase activity
G0:0051346: negative regulation of h?/drolase activity
G0:0050878: regulation of body fluid levels

G0:0007596: blood coagulation

G0:0050817: coagulation

G0:0051016: barbed-end actin filament capping

G0:0030042: actin filament depolymerization

G0:0019371: cyclooxygenase pathway

G0:0001676: long-chain fatty acid metabolic process
G0:0019369: arachidonic acid metabolic process
G0:0001516: prostaglandin biosynthetic process

G0:0006690: icosanoid metabolic process

G0:0006869: lipid transport

G0:0010876: lipid localization

G0:0006631: fatty acid metabolic process

G0:0009410: response to xenobiotic stimulus

G0:0071466: cellular response to xenobiotic stimulus
G0:1901570: fatty acid derivative biosynthetic process
G0:1901568: fatty acid derivative metabolic process
G0:0033559: unsaturated fatty acid metabolic process
G0:0006636: unsaturated fatty acid biosynthetic process
G0:0043588: skin development

G0:0006693: prostaglandin metabolic process

G0:0008544: epidermis development

G0:0051130: positive regulation of cellular component organization
G0:0042060: wound healing

G0:0002934: desmosome organization

G0:0034330: cell junction organization

G0:0006954: inflammatory response

G0:0006952: defense response

G0:0051591: response to cCAMP

G0:0048522: positive regulation of cellular process
G0:0048705: skeletal system morphogenesis .
G0:0002724: regulation of T cell cytokine production
G0:0051092: positive regulation of NF-kappaB transcription factor activity
G0:0006950: response to stress

G0:0009888: tissue development

G0:0060429: epithelium development

G0:1901222: regulation of NIK/NF-kappaB signaling
G0:0051607: defense response to virus

G0:0030162: re?ulation of proteolysis

G0:0044272: sulfur compound biosynthetic process
G0:0098754: detoxification

G0:0005996: monosaccharide metabolic process
G0:0019318: hexose metabolic process

G0:0032787: monocarboxylic acid metabolic process
G0:0006048: UDP-N-acetylglucosamine biosynthetic process
G0:0015780: nucleotide—su%far transmembrane transport
G0:0030216: keratinocyte differentiation

G0:0061572: actin filament bundle organization

G0:0045216: cell-cell junction organization

G0:0034097: response to cytokine

G0:0070887: cellular response to chemical stimulus
G0:0071345: cellular response to cytokine stimulus
G0:0019221: cytokine-mediated signaling pathway
G0:0006672: ceramide metabolic process

G0:0006665: sphingolipid metabolic process

G0:0006643: membrane lipid metabolic process

G0:0035338: Iongf—chain fatty—acyl-CoA biosynthetic process
G0:0071616: acyl-CoA biosynthetic process

G0:0006038: cell wall chitin biosynthetic process

G0:0035336: long-chain fatty—acyl-CoA metabolic process
G0:0006741: NADP biosynthetic process

G0:0072593: reactive oxygen species metabolic process
G0:0044038: cell wall macromolecule biosynthetic process
G0:0018149: peptide cross-linking

G0:0042761: very long-chain fatty acid biosynthetic process
G0:0006002: fructose 6-phosphate metabolic process
G0:0034033: purine nucleoside bisphosphate biosynthetic process
G0:0034030: ribonucleoside bisphosphate biosynthetic process
G0:0055086: nucleobase-containing small molecule metabolic process
G0:0036065: fucosylation

G0:0034626: fatty acid elongation, polyunsaturated fatty acid
G0:0034625: fatty acid elongation, monounsaturated fatty acid
G0:0019367: fatty acid elongation, saturated fatty acid
G0:0030259: lipid glycosylation

G0:1903409: reactive oxygen species biosynthetic process
G0:0007263: nitric oxide mediated signal fransduction
G0:0046394: carboxylic acid biosynthetic process
G0:0006694: steroid biosynthetic process

G0:0072330: monocarboxylic acid biosynthetic process
G0:0050665: hydrogen peroxide biosynthetic process
G0:0006739: NADP metabolic process

G0:0006030: chitin metabolic process

G0:0044036: cell wall macromolecule metabolic process
G0:0051188: cofactor biosynthetic process

G0:0009636: response to toxic substance

G0:0046467: membrane lipid biosynthetic process
G0:0031629: synaptic vesicle fusion to presynaptic active zone membrane
G0:0003094: glomerular filtration

G0:0051017: actin filament bundle assembly

G0:0046513: ceramide biosynthetic process

G0:0030148: sphingolipid biosynthetic process

G0:0080134: regulation of response to stress

G0:0010033: response to organic substance

G0:0046479: glycosphingolipid catabolic process
G0:0046514: ceramide catabolic process

G0:1901264: carbohydrate derivative transport

G0:0006012: galactose metabolic process

G0:0097237: cellular response to toxic substance
G0:0006979: response to oxidative stress

G0:0001501: skeletal system development

G0:0048598: embryonic morphogenesis

G0:0048703: embryonic viscerocranium morphogenesis
G0:0048701: embryonic cranial skeleton morphogenesis
G0:0048706: embryonic skeletal system development
G0:0051336: regulation of hydrolase activity

G0:0065009: regulation of molecular function

G0:0097190: apoptotic signaling pathway

G0:0097191: extrinsic apoptotic signaling pathway
G0:0031347: regulation of defense response

G0:0048518: positive regulation of biological process
G0:0009607: response to biotic stimulus

G0:0009404: toxin metabolic process

G0:0051494: negative regulation of cytoskeleton organization
G0:0051764: actin crosslink formation o
G0:0030835: negative regulation of actin filament depolymerization
G0:1902904: negative regulation of supramolecular fiber organization
G0:0070493: thrombin-activated receptor signaling pathway
G0:0046456: icosanoid biostynthetic process

G0:0006805: xenobiotic mefabolic process

G0:0034329: cell junction assembly

G0:0060347: heart trabecula formation .
G0:0051248: negative regulation of protein metabolic process
G0:0032269: negative regulation of cellular protein metabolic process
G0:0040007: growth o o
G0:0120035: regulation of plasma membrane bounded cell projection organization
G0:0031346: positive regulation of cell projection organization
G0:0032101: regulation of response to external stimulus
G0:0030595: leukocyte chemotaxis

G0:0002688: regulation of leukocyte chemotaxis .
G0:0002690: positive regulation of leukocyte chemotaxis
G0:0050921: positive regulation of chemotaxis

G0:0050920: regulation of chemotaxis . .
G0:0032878: regulation of establishment or maintenance of cell polarity
G0:0060326: cell chemotaxis .

G0:0048679: regulation of axon regeneration

G0:0016525: negative regulation of angiogenesis
G0:1903036: positive regulation of response to wounding
G0:0010976: positive regulation of neuron projection development
G0:0010975: regulation of neuron projection development
G0:0045664: regulation of neuron differentiation o
G0:0007200: phospholipase C-activating G protein-coupled receptor signaling pathway
G0:0007204: positive regulation of cytosolic calcium ion concentration
G0:0040008: regulation of growth

G0:0032502: developmental process

G0:0045937: positive regulation of phosphate metabolic process
G0:0031401: positive regulation of protein modification process
G0:0042330: taxis

G0:0006935: chemotaxis . .
G0:0001934: positive regulation of protein phosphorylation
G0:0042325: regulation of phosphorylation .

G0:0001932: regulation of protein phosphorylation
G0:0006955: immune response

G0:0048584: positive regulation of response to stimulus
G0:0050900: leukocyte migration

G0:0032501: multicellular organismal process

G0:0008284: positive regulation of cell proliferation
G0:0048008: platelet-derived growth factor receptor signaling pathway
G0:0031954: positive regulation of protein autophosphorylation
G0:0031952: regulation of protein autophosphorylation
G0:0001667: ameboidal-type cell migration

G0:0023014: signal transduction by protein phosphorylation
G0:0000165: MAPK cascade i . i
G0:1902533: positive regulation of intracellular signal transduction
G0:0043406: positive regulation of MAP kinase activity
G0:0043410: positive regulation of MAPK cascade
G0:0071902: positive regulation of protein serine/threonine kinase activity
G0:0051347: positive regulation of transferase activity
G0:0045860: positive regulation of protein kinase activity
G0:0019220: regulation of phosphate metabolic process
G0:0045859: regulation of Eroteln kinase activity

G0:0043549: regulation of kinase activity

G0:0007169: transmembrane receptor protein tyrosine kinase signaling pathway
G0:0048738: cardiac muscle tissue development
G0:0007507: heart development

G0:0003007: heart morphogenesis

G0:0055007: cardiac muscle cell differentiation

G0:0035051: cardiocyte differentiation

G0:0009887: animal organ morphogenesis

G0:0060562: epithelial tube morphogenesis .
G0:0048702: embgomc neurocranium morphogenesis
G0:0071696: ectodermal placode development

G0:0055012: ventricular cardiac muscle cell differentiation
G0:0055003: cardiac myofibril assembly

G0:0055004: atrial cardiac myofibril assembly

G0:0055005: ventricular cardiac myofibril assembly
G0:0055014: atrial cardiac muscle cell development
G0:0071697: ectodermal placode morphogenesis
G0:0060788: ectodermal placode formation

G0:0043049: otic placode formation

G0:0030916: otic vesicle formation i

G0:0048562: embryonic organ morphogenesis

G0:0048568: embryonic organ development

G0:0060914: heart formation

G0:0051146: striated muscle cell differentiation

G0:0046112: nucleobase biosynthetic process

G0:0030100: regulation of endocytosis

G0:0009113: purine nucleobase biosynthetic process
G0:0006189: 'de novo' IMP biosynthetic process

G0:2000026: regulation of multicellular organismal development
G0:0051239: regulation of multicellular organismal process
G0:0010863: positive regulation of phospholipase C activity
G0:0006509: membrane protein ectodomain proteolysis
G0:0009070: serine family amino acid biosynthetic process
G0:0006753: nucleoside phosphate metabolic process
G0:0048534: hematopoietic or lymphoid organ development
G0:0030097: hemopoiesis

G0:0043170: macromolecule metabolic process

G0:0030218: erythrocyte differentiation

G0:0034101: erythrocyte homeostasis

G0:0002262: myeloid cell homeostasis

G0:0048872: homeostasis of number of cells

G0:0014070: response to organic cyclic compound
G0:0051261: protein depolymerization

G0:0051129: negative regulation of cellular component organization
G0:0050727: regulation of inflammatory response
G0:0002697: regulation of immune effector process
G0:0042246: tissue regeneration

G0:0051707: response to other organism

G0:0048871: multicellular organismal homeostasis
G0:0098609: cell-cell adhesion

G0:0090481: pyrimidine nucleotide-sugar transmembrane transport
G0:0051050: positive regulation of transport

G0:0030001: metal ion fransport

G0:0006812: cation transport . .

G0:0015672: monovalent inorganic cation transport
G0:0000281: mitotic cytokinesis

G0:0007049: cell cycle =

G0:0038161: prolactin signaling pathway

G0:0030490: maturation of SSU-rRNA

G0:0042541: hemoglobin biosynthetic process

G0:0048821: erythrocyte development

G0:0035265: organ growth . .

G0:0042982: amyloid precursor protein metabolic process
G0:0043900: regulation of multi-organism process
G0:0048477: oogenesis .

G0:0006183: GTP biosynthetic process

G0:0006228: UTP biosynthetic process

G0:0050707: re%ulation of cytokine secretion

G0:0009584: detection of visible light

G0:0007600: sensory perception

G0:0051606: detection of stimulus .
G0:0006890: retrograde vesicle-mediated transport, Golgi to ER
G0:0070131: positive regulation of mitochondrial translation
G0:0045727: positive regulation of translation

G0:0042256: mature ribosome assembly

G0:0009066: aspartate family amino acid metabolic process
G0:0006166: purine ribonucleoside salvage

G0:0071478: cellular response to radiation

G0:0003197: endocardial cushion development

G0:0090114: COPII-coated vesicle budding

G0:0006635: fatty acid beta—oxidation

G0:0019395: fatty acid oxidation

G0:0044242: cellular lipid catabolic process

G0:0006750: glutathione biosynthetic process

G0:0000096: sulfur amino acid metabolic process
G0:0010950: positive regulation of endopeptidase activity
G0:0022900: electron transport chain

G0:0043094: cellular metabolic compound salvage
G0:0043101: F;:urin(—:‘—containin compound salvage
G0:0046483: heterocycle metabolic process

G0:1901360: organic cyclic compound metabolic process
G0:0000447: endonucleolytic cleava?e in ITS1 to separate SSU-rRNA from 5...<47>...anscript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
G0:0000027: ribosomal large subunit assembly

G0:0006730: one-carbon metabolic process

G0:0046500: S-adenosylmethionine metabolic process
G0:0098771: inorganic ion homeostasis

G0:0050801: ion homeostasis

G0:0006732: coenzyme metabolic process

G0:0017144: drug metabolic process

G0:0071214: cellular response to abiotic stimulus
G0:2000134: negative regulation of G1/S transition of mitotic cell cycle
G0:1901203: positive regulation of extracellular matrix assembly
G0:0009411: response to UV

G0:0008286: insulin receptor signaling pathway

G0:0071375: cellular response to peptide hormone stimulus
G0:1901699: cellular response to nitrogen compound
G0:1901698: response to nitrogen compound

G0:0010243: response to organonitrogen compound
G0:0071417: cellular response to organonitrogen compound
G0:0034644: cellular response to U

G0:0044248: cellular catabolic process

G0:0034613: cellular protein localization

G0:0070727: cellular macromolecule localization
G0:0042398: cellular modified amino acid biosynthetic process
G0:0006575: cellular modified amino acid metabolic process
G0:0046365: monosaccharide catabolic process

G0:0051641: cellular localization . . .
G0:0043122: regulation of I-kappaB klnas.e/N.F—kanaB signaling
G0:0032507: maintenance of protein location in cel
G0:0051651: maintenance of location in cell

G0:0006621: protein retention in ER lumen

G0:2000116: regulation of cysteine-type endopeptidase activity
G0:0043281: regulation of cysteine-type endopeptidase activity involved in apoptotic process
G0:0042592: homeostatic process

G0:0043407: negative regulation of MAP kinase activity
G0:0007369: gastrulation . .
G0:0070972: protein localization to endoplasmic reticulum
G0:0001702: gastrulation with mouth forming second
G0:0071900: regulation of protein serine/threonine kinase activity
G0:0002009: morphogenesis of an epithelium

G0:0048729: tissue morphogenesis

G0:0030719: P granule organization

G0:0039528: cytoplasmic pattern recognition receptor signaling pathway in response to virus
G0:0032481: positive regulation of type | interferon production
G0:0001819: positive regulation of cytokine production
G0:0051259: protein complex oligomerization

G0:0051260: protein homooligomerization

G0:0007601: visual perception

G0:0009628: response to abiotic stimulus

G0:0009314: response to radiation

G0:0009416: response to light stimulus

G0:0009582: detection of abiotic stimulus

G0:0009581: detection of external stimulus

G0:0009583: detection of light stimulus

G0:0007602: phototransduction

G0:0018298: protein-chromophore linkage

G0:0006891: intra—Golgi vesicle-mediated transport
G0:0009957: epidermal cell fate specification

G0:0055064: chloride ion homeostasis

G0:0055081: anion homeostasis

G0:0046040: IMP metabolic process

G0:0006188: IMP biosynthetic process ) . .
G0:0051056: regulation of small GTPase mediated signal transduction
G0:0046578: regulation of Ras protein signal transduction
G0:0051045: negative regulation of membrane protein ectodomain proteolysis
G0:0006564: L-serine biosynthetic process

G0:0006563: L-serine metabolic process

G0:0009069: serine family amino acid metabolic process
G0:1901605: alpha-amino acid metabolic process
G0:1901607: alpha-amino acid biosynthetic process
G0:0008652: cellular amino acid biosynthetic process
G0:0000055: ribosomal large subunit export from nucleus
G0:0000054: ribosomal subunit export from nucleus
G0:0034470: ncRNA processing

G0:0034660: ncRNA metabolic process

G0:0006520: cellular amino acid metabolic process
G0:0051186: cofactor metabolic process

G0:0006790: sulfur compound metabolic process
G0:0016042: lipid catabolic process

G0:0006082: organic acid metabolic process

G0:0043436: oxoacid metabolic process

G0:0019752: carboxylic acid metabolic process

G0:1901575: org{anic substance catabolic process

: : catabolic process

G0:0006886: intracellular protein transport

G0:0009062: fatty acid catabolic process

G0:0046907: intracellular transport

G0:0016050: vesicle organization

G0:0043149: stress fiber assembly .

G0:0019184: nonribosomal peptide biosynthetic process
G0:0006413: translational injtiation

G0:0060973: cell migration involved in heart development
G0:0051179: localization

G0:0051234: establishment of localization

G0:0006810: transport

G0:0055085: transmembrane transport

G0:0007186: G protein—-coupled receﬁtor.si%na[ing pathway
G0:0007606: sensory perception of chemical stimulus
G0:0050911: detection of chemical stimulus involved in sensory perception of smell
G0:0050907: detection of chemical stimulus involved in sensory perception
G0:0009593: detection of chemical stimulus

G0:0007608: sensory perception of smell .
G0:0050906: detection of stimulus involved in sensory perception
G0:0098656: anion transmembrane transport

G0:0006820: anion transport

G0:0098660: inorganic ion transmembrane transport
G0:0034220: ion transmembrane transport

G0:0015698: inorganic anion transport

G0:0098661: inorganic anion transmembrane transport
G0:1902476: chloride transmembrane transport

G0:0006811: ion transport

G0:0006821: chloride transport

G0:0051301: cell division

GO:0000910: cytokinesis

G0:0000278: mitotic cell cycle

G0:0006813: potassium ion transport

G0:0006814: sodium ion transport

G0:0010248: establishment or maintenance of transmembrane electrochemical gradient
G0:0002181: cytoplasmic translation

G0:0006518: peptide metabolic process

G0:0043603: cellular amide metabolic process

G0:0006412: translation .

G0:0043043: peptide biosynthetic process

G0:0043604: amide biosynthetic process

G0:1901566: organonitrogen compound biosynthetic process
G0:0008152: metabolic process

G0:0044282: small molecule catabolic process

G0:0046395: carboxylic acid catabolic process

G0:0042255: ribosome assembly

G0:0042254: ribosome biogenesis

G0:0022613: ribonucleoi)rotein complex biogenesis
G0:0042273: ribosomal large subunit biogenesis

G0:0006364: rRNA processing

G0:0016072: rRNA metabolic process

G0:0044085: cellular component biogenesis

G0:0071826: ribonucleoprotein complex subunit organization
G0:0022618: ribonucleoprotein complex assembly
G0:0044238: primary metabolic process

G0:0006807: nitro?en compound metabolic process
G0:0044260: cellular macromolecule metabolic process
G0:0019538: protein metabolic process

G0:0044267: cellular protein metabolic process

G0:0010467: gene expression

G0:0034645: cellular macromolecule biosynthetic process
G0:0009059: macromolecule biosynthetic process
G0:1901564: organonitrogen compound metabolic process
G0:0071704: organic substance metabolic process
G0:0044237: cellular metabolic process

G0:0034641: cellular nitrogen compound metabolic process
G0:0044249: cellular biosynthetic process

G0:0009058: biosynthetic” process

G0:1901576: organic substance biosynthetic process
G0:0044271: cellular nitrogen compound biosynthetic process
G0:0042274: ribosomal small subunit biogenesis

G0:0000028: ribosomal small subunit assembly

G0:0009790: embryo development

G0:0043009: chordate embryonic development

G0:0042981: regulation of apoptotic process

G0:0055113: epiboly involved In gastrulation with mouth forming second
G0:0043405: regulation of MAP kinase activity
G0:0007249: 1- af)paB kinase/NF-kappaB signaling
G0:0010941: regulation of cell death

G0:0038061: NIK/NF-kappaB signaling

G0:0097194: execution phase of apoptosis

G0:0050790: regulation of catalytic activity

G0:0009615: response to virus

G0:0008219: cell death

G0:0012501: programmed cell death

G0:0006915: apoptotic process

G0:0043065: positive regulation of apoptotic process
G0:0090504: epiboly . o

G0:0002011: morphogenesis of an epithelial sheet
G0:0008104: protein localization

G0:0016192: vesicle-mediated transport

G0:0033036: macromolecule localization

G0:0048193: GO|?I vesicle transport

G0:0006888: ER to Golgi vesicle-mediated transport
G0:0042886: amide transport

G0:0045184: establishment of protein localization
G0:0015833: peptide transport

G0:0015031: protein transport

G0:0071705: nitrogen compound transport

G0:0071702: organic substance transport

G0:0055114: oxidation-reduction process

G0:0044281: small molecule metabolic process

G0:0044255: cellular lipid metabolic process

G0:0006629: lipid metabolic process

G0:0070085: glycosylation

G0:0046349: amino sugar biosynthetic process

G0:0009225: nucleotide-sugar metabolic process
G0:0006040: amino sugar metabolic process

G0:0006047: UDP-N-acetylglucosamine metabolic process
G0:0008610: lipid biosynthetic process

G0:0006633: fatty acid biosynthetic process

G0:0009226: nucleotide—sugar biosynthetic process
G0:0005975: carbohydrate metabolic process

G0:1901135: carbohydrate derivative metabolic process
G0:1901137: carbohydrate derivative biosynthetic process
G0:0006486: protein glycosylation

G0:0009101: glycoprotein biosynthetic process

G0:0009100: glycoprotein metabolic process
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