
negative regulation of inflammatory response
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response to mechanical stimulus
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immune response
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inner ear morphogenesis
cell−substrate adhesion
positive regulation of angiogenesis
defense response
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positive regulation of peptidyl−tyrosine phosphorylation
gut development
platelet activation
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cell−cell signaling
elevation of cytosolic calcium ion concentration
regulation of angiogenesis
wound healing
lipid storage
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regulation of striated muscle tissue development
cAMP biosynthetic process
response to radiation
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DNA−dependent DNA replication initiation
antigen processing and presentation of exogenous peptide antigen via MHC class II
phagocytosis, engulfment
blood vessel remodeling
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positive regulation of immune response
water transport
positive regulation of T cell mediated cytotoxicity
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regulation of immune response
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defense response to Gram−negative bacterium
antigen processing and presentation of endogenous peptide antigen via MHC class I via ER pathway, TAP−dependent
antigen processing and presentation of peptide antigen via MHC class I
positive regulation of vasoconstriction
positive regulation of Notch signaling pathway
positive thymic T cell selection
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cytokine−mediated signaling pathway
eye development
response to ethanol
response to toxin
response to peptide hormone stimulus
skeletal system development
cell surface receptor linked signaling pathway
response to retinoic acid
response to lipopolysaccharide
innate immune response
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regulation of peptidyl−tyrosine phosphorylation
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female pregnancy
regulation of inflammatory response
response to organic substance
positive regulation of MAP kinase activity
DNA−dependent DNA replication
epithelial cell differentiation
positive regulation of cell migration
cell−cell adhesion
cell migration
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regulation of gene expression
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lung development
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aging
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response to drug
muscle contraction
hemopoiesis
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response to hypoxia
potassium ion transport
calcium ion transport
protein oligomerization
regulation of blood pressure
G−protein coupled receptor protein signaling pathway
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heart development
positive regulation of transcription from RNA polymerase II promoter
regulation of cell migration
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cell adhesion
cell differentiation
growth
brain development
signal transduction
mitotic cell cycle
negative regulation of apoptosis
regulation of cell cycle
mitosis
DNA replication
cell cycle
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positive regulation of transcription
multicellular organismal development
apoptosis
regulation of transcription from RNA polymerase II promoter
transcription from RNA polymerase II promoter
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metabolic process
ion transport
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positive regulation of steroid hormone receptor signaling pathway
ribosomal small subunit biogenesis
chromatin organization
intronless viral mRNA export from host nucleus
response to lead ion
ribosome biogenesis
rRNA processing
tRNA wobble uridine modification
sensory perception of smell
sodium ion transport
carboxylic acid metabolic process
calcium ion−dependent exocytosis
neurotransmitter transport
striatum development
photoreceptor cell maintenance
L−glutamate transport
synaptic vesicle exocytosis
respiratory electron transport chain
phosphatidylinositol biosynthetic process
negative regulation of translation involved in gene silencing by miRNA
Mo−molybdopterin cofactor biosynthetic process
respiratory system process
paraxial mesoderm development
negative regulation of astrocyte differentiation
ER to Golgi vesicle−mediated transport
protein amino acid deacetylation
ER overload response
heparan sulfate proteoglycan biosynthetic process
positive regulation of protein sumoylation
protein amino acid N−linked glycosylation via asparagine
intra−Golgi vesicle−mediated transport
mitochondrial electron transport, ubiquinol to cytochrome c
nucleotide−sugar transport
phosphatidylinositol metabolic process
muscle cell homeostasis
regulation of mitochondrial membrane potential
Golgi organization
negative regulation of transporter activity
ubiquinone biosynthetic process
retrograde vesicle−mediated transport, Golgi to ER
mitochondrial respiratory chain complex I assembly
establishment of cell polarity
regulation of transcription, DNA−dependent
transcription, DNA−dependent
regulation of transcription
transcription
response to DNA damage stimulus
transmembrane transport
transport
exocytosis
chromatin modification
translation
nuclear mRNA splicing, via spliceosome
negative regulation of axonogenesis
isoprenoid biosynthetic process
transcription−coupled nucleotide−excision repair
induction of apoptosis via death domain receptors
protein sumoylation
RNA processing
RNA splicing
tRNA processing
mRNA processing
histone mRNA catabolic process
coenzyme A biosynthetic process
regulation of translation
protein folding
protein catabolic process
ubiquitin−dependent protein catabolic process
transcription initiation
methylation
mRNA catabolic process
post−translational protein modification
mRNA transport
histone H4 acetylation
transcription initiation from RNA polymerase II promoter
RNA metabolic process
histone H3 acetylation
peptidyl−lysine modification to hypusine
protein neddylation
positive regulation of striated muscle cell differentiation
cellular response to stimulus
RNA splicing, via transesterification reactions
histone H2A acetylation
positive regulation of proteolysis
response to UV−B
positive regulation of dendrite morphogenesis
regulation of translational initiation
translational initiation
negative regulation of translational initiation
protein ubiquitination
protein transport
intracellular protein transport
vesicle−mediated transport
protein deubiquitination
proton transport
ATP synthesis coupled proton transport
electron transport chain
regulation of actin cytoskeleton organization
anterior/posterior axis specification
nuclear−transcribed mRNA catabolic process, nonsense−mediated decay
chromatin silencing at rDNA
protein autoubiquitination
tRNA aminoacylation
regulation of ARF GTPase activity
galactose metabolic process
mesoderm development
gene silencing by RNA
histone H2B ubiquitination
hydrogen peroxide metabolic process
tRNA splicing, via endonucleolytic cleavage and ligation
tetrahydrofolate metabolic process
protein import into mitochondrial inner membrane
SRP−dependent cotranslational protein targeting to membrane
RNA elongation from RNA polymerase II promoter
ADP biosynthetic process
iron−sulfur cluster assembly
protein localization to chromosome, telomeric region
peroxisome organization
protein import into peroxisome matrix
Golgi vesicle transport
histone monoubiquitination
immunoglobulin V(D)J recombination
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Difference in average P(in): With GO term − without GO term

Supplemental Figure 2: Heatmap of average differences in estimated P(in) prob-
abilities between genes annotated with the specified Gene Ontology (GO) bi-
ological process term and genes lacking the term. Probability differences are
separated by cell type category. Only terms with significant (q < 0.05) differ-
ences are listed.


