
peptidyl−serine phosphorylation
regulation of neuron projection development

protein localization to nucleus
coenzyme metabolic process

cell−substrate adhesion
dendrite development

small molecule catabolic process
carboxylic acid catabolic process

organic acid catabolic process
regulation of cell shape

regulation of GTPase activity
dephosphorylation

adherens junction organization
protein dephosphorylation

histone modification
covalent chromatin modification

regulation of cell morphogenesis
potassium ion transmembrane transport

cellular potassium ion transport
neuropeptide signaling pathway

GO:0007200: G−protein coupled receptor signaling pathway
cyclic−nucleotide−mediated signaling

second−messenger−mediated signaling
potassium ion transport

GO:0007193: G−protein coupled receptor signaling pathway
GO:0007188: G−protein coupled receptor signaling pathway
GO:0007187: G−protein coupled receptor signaling pathway

G
(5258)

E
(12293)

J
(12619)

GeneRatio

0.010

0.015

0.020

0.025

0.030

0.01

0.02

0.03

0.04

p.adjust

ontology: BP



actin binding
ATPase activity, coupled

ATPase activity
coenzyme binding

helicase activity
Ras GTPase binding

ubiquitin−like protein transferase activity
ubiquitin−like protein ligase activity

ubiquitin−protein transferase activity
enzyme activator activity

protein C−terminus binding
phosphoprotein phosphatase activity

GTPase activator activity
nucleoside−triphosphatase regulator activity

GTPase regulator activity
protein serine/threonine kinase activity

cation channel activity
voltage−gated cation channel activity

voltage−gated channel activity
voltage−gated ion channel activity

gated channel activity
G−protein coupled amine receptor activity
voltage−gated potassium channel activity

ion gated channel activity
potassium channel activity

G−protein coupled receptor activity

G
(5236)

E
(12332)

J
(12654)

GeneRatio

0.01

0.02

0.03

0.005

0.010

0.015

0.020

p.adjust

ontology: MF



growth cone
site of polarized growth

focal adhesion
cell−substrate adherens junction

cell−substrate junction
distal axon

microtubule
centrosome

lamellipodium
main axon

postsynapse
dendritic spine

neuron spine
trans−Golgi network

neuron to neuron synapse
asymmetric synapse
postsynaptic density

postsynaptic specialization
cell leading edge

synaptic membrane
transmembrane transporter complex

extracellular matrix
voltage−gated potassium channel complex

receptor complex
ion channel complex

ciliary part
cilium

potassium channel complex
cation channel complex

G
(5576)

E
(12908)

J
(13229)

GeneRatio

0.01

0.02

0.03

0.04

0.01

0.02

0.03

0.04

p.adjust

ontology: CC



Carbon metabolism

Human papillomavirus infection

EGFR tyrosine kinase inhibitor resistance

Pathways in cancer

Phosphatidylinositol signaling system

Regulation of actin cytoskeleton

Phospholipase D signaling pathway

Lysine degradation

Inositol phosphate metabolism

Thyroid hormone signaling pathway

Ubiquitin mediated proteolysis

RNA degradation

Focal adhesion

Lysosome

Autoimmune thyroid disease

Allograft rejection

Taste transduction

Systemic lupus erythematosus

Calcium signaling pathway

Neuroactive ligand−receptor interaction

G
(2152)

E
(5156)

J
(5355)

0.02

0.04

0.06

p.adjust

GeneRatio

0.02

0.04

0.06

0.08

ontology: KEGG


