Molecular Function

receptor activity (GO:0004872)

signal transducer activity (GO:0004871)

G-protein coupled receptor activity (GO:0004930)
RNA-directed DNA polymerase activity (GO:0003964,
antigen binding (GO:0003823)

glutamate receptor activity (GO:0008066,

phosphatase regulator activity (GO:0019208,
single-stranded DNA binding (GO:0003697,
DNA-directed RNA polymerase activity (GO:0003899)
hydrogen ion transmembrane transporter activity (GO:0015078)
metallopeptidase activity (GO:0008237)
nucleotidyltransferase activity (GO:0016779)

calmodulin binding (GO:0005516)

isomerase activity (GO:0016853)

enzyme activator activity (GO:0008047)
guanyl-nucleotide exchange factor activity (GO:0005085)
phosphoprotein phosphatase activity (GO:0004721)

actin binding (GO:0003779)

chromatin binding (GO:0003682)

sequence-specific DNA binding RNA polymerase Il transcription factor activity (GO:0000981
nucleotide binding (GO:0000166

transferase activity, transferring acyl groups (GO:0016746
structural constituent of ribosome (GO:0003735
structural constituent of cytoskeleton (GO:0005200
transcription cofactor activity (GO:0003712

ligase activity (GO:0016874)

transcription factor binding transcription factor activity (GO:0000989)
calcium ion binding (GO:0005509)

phosphatase activity (GO:0016791)

small GTPase regulator activity (GO:0005083)

protein binding transcription factor activity (GO:0000988)
cation transmembrane transporter activity (GO:0008324)
A binding (GO:0003723)

kinase activity (GO:0016301)

cytoskeletal protein binding (GO:0008092)

GTPase activity (GO:0003924)

hydrolase activity, acting on ester bonds (GO:0016788)
enzyme regulator activity (GO:0030234)

structural molecule activity (GO:0005198)
transmembrane transporter activity (GO:0022857)
oxidoreductase activity (GO:0016491)

sequence-specific DNA binding transcription factor activity (GO:0003700)
pyrophosphatase activity (GO:0016462)

transporter activity (GO:0005215)

transferase activity (GO:0016740)

A binding (GO:0003677)

nucleic acid binding (GO:0003676)

hydrolase activity (GO:0016787)

protein binding (GO:0005515)

binding (GO:0005488)

catalytic activity (GO:0003824)

Cellular Component

integral to membrane (GO:0016021)
plasma membrane (GO:0005886)
membrane (GO:0016020)
immunoglobulin complex (GO:0019814)
SNARE complex (GO:0031201)
mitochondrial inner membrane (GO:0005743)
nuclear envelope (GO:0005635)

cell junction (GO:0030054)

nucleolus (GO:0005730)

chromosome (GO:0005694)

extracellular matrix (GO:0031012)
endosome (GO:0005768)

actin cytoskeleton (GO:0015629)
cytoplasmic membrane-bounded vesicle (GO:0016023)
extracellular region (GO:0005576)
nuclear outer membrane—endoplasmic reticulum membrane network (GO:0042175)
ribosome (GO:0005840)

Golgi apparatus (GO:0005794)
nucleoplasm (GO:0005654)

cytoskeleton (GO:0005856)

endoplasmic reticulum (GO:0005783)
mitochondrion (GO:0005739)
ribonucleoprotein complex (GO:0030529)
cytosol (GO:0005829)

protein complex (GO:0043234)

nucleus (GO:0005634)

macromolecular complex (GO:0032991)
cytoplasm (GO:0005737)

organelle (GO:0043226)

intracellular (GO:0005622)

cell part (GO:0044464)

Biological Process

response to stimulus (GO:0050896)

regulation of biological process (GO:0050789)
biological regulation (GO:0065007)

G-protein coupled receptor signaling pathway (GO:0007186)
sensory perception of chemical stimulus (GO:0007606)
sensory perception (GO:0007600)

sensory perception of smell (GO:0007608)

cell surface receptor signaling pathway (GO:0007166)
neurological system process (GO:0050877)

immune response (GO:0006955)

cellular defense response (GO:0006968)

sensory perception of taste (GO:0050909)

B cell mediated immunity (GO:0019724)

complement activation (GO:0006956)

defense response to bacterium (GO:0042742)

cell recognition (GO:0008037)

response to biotic stimulus (GO:0009607)

regulation of translation (GO:0006417)

lipid transport (GO:0006869)

cellular amino acid biosynthetic process (GO:0008652)
cellular amino acid catabolic process (GO:0009063)
polysaccharide metabolic process (GO:0005976)
rRNA metabolic process (GO:0016072)

visual perception (GO:0007601)

mitochondrion organization (GO:0007005)

sulfur compound metabolic process (GO:0006790)

cell growth (GO:0016049)

nuclear transport (GO:0051169)

protein folding (GO:0006457)

muscle contraction (GO:0006936)

tRNA metabolic process (GO:0006399)

respiratory electron transport chain (GO:0022904)
steroid metabolic process (GO:0008202)

coenzyme metabolic process (GO:0006732)

RNA splicing, via transesterification reactions (GO:0000375)
anatomical structure morphogenesis (GO:0009653)
protein targeting (GO:0006605)

ectoderm development (GO:0007398)
transmembrane receptor protein tyrosine kinase signaling pathway (GO:0007169)
phospholipid metabolic process (GO:0006644)
exocytosis (GO:0006887)

mRNA splicing, via spliceosome (GO:0000398)
endocytosis (GO:0006897)

biological adhesion (GO:0022610)

cell adhesion (GO:0007155)

mesoderm development (GO:0007498)

nervous system development (GO:0007399)

fatty acid metabolic process (GO:0006631)
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-400 —-200 0 200

Gene Count Difference

homeostatic process (GO:0042592)

DNA repair (GO:0006281)

protein complex assembly (GO:0006461)

mRNA processing (GO:0006397)

protein complex biogenesis (GO:0070271)

generation of precursor metabolites and energy (GO:0006091)
ion transport (GO:0006811)

locomotion (GO:0040011)

regulation of nucleobase-containing compound metabolic process (GO:0019219)
response to external stimulus (GO:0009605)

proteolysis (GO:0006508)

translation (GO:0006412)

DNA metabolic process (GO:0006259)

system development (GO:0048731

carbohydrate metabolic process (GO:0005975

cell differentiation (GO:0030154,

cellular amino acid metabolic process (GO:0006520

cellular component movement (GO:0006928

cellular component morphogenesis (GO:0032989

cell cycle (GO:0007049

intracellular signal transduction (GO:0035556,

lipid metabolic process (GO:0006629

response to stress (GO:0006950

regulation of transcription from RNA polymerase Il promoter (GO:0006357,
protein localization (GO:0008104)

vesicle-mediated transport (GO:0016192)

transcription from RNA polymerase Il promoter (GO:0006366)
transcription, DNA-dependent (GO:0006351)

cellular protein modification process (GO:0006464)
intracellular protein transport (GO:0006886)

protein transport (GO:0015031)

organelle organization (GO:0006996)

cellular component biogenesis (GO:0044085)

developmental process (GO:0032502

phosphate-containing compound metabolic process (GO:0006796
catabolic process (GO:0009056

RNA metabolic process (GO:0016070

protein metabolic process (GO:0019538

cellular component organization (GO:0016043

transport (GO:0006810,

cellular component organization or biogenesis (GO:0071840;
biosynthetic process (GO:0009058

localization (GO:0051179)

nitrogen compound metabolic process (GO:0006807)
nucleobase-containing compound metabolic process (GO:0006139)
primary metabolic process (GO:0044238)

metabolic process (GO:0008152)

cellular process (GO:0009987)
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