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excitatory synapse
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neuron spine
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P−type ion transporter activity
P−type transmembrane transporter activity

glutamate receptor binding
protein tyrosine kinase activity

calmodulin binding
ribonucleoprotein complex binding

microtubule binding
mRNA binding

metal ion transmembrane transporter activity
tubulin binding

GeneRatio

Gene Count

10

15

20

25

30

− Log10 (Pvalue)

5.0

7.5

10.0

12.5

GO (brain_Model_SOD1−Neurons)
B

P
C

C
M

F

0.025 0.050 0.075 0.100 0.125

regulation of postsynaptic membrane potential
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molecules
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negative regulation of response to endoplasmic
reticulum stress

protein localization to endoplasmic reticulum
endoplasmic reticulum organization

regulation of response to endoplasmic reticulum
stress

myelination
axon ensheathment

ensheathment of neurons
regulated exocytosis

vesicle−mediated transport in synapse
response to endoplasmic reticulum stress

endosome lumen
smooth endoplasmic reticulum
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endoplasmic reticulum lumen
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pigment granule
synaptic vesicle

transport vesicle
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low−density lipoprotein particle receptor binding
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unfolded protein binding
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calcium channel activity

calcium ion transmembrane transporter activity
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regulation of muscle system process
actomyosin structure organization
striated muscle cell development

muscle contraction
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muscle cell development
regulation of epithelial cell proliferation

striated muscle cell differentiation
muscle system process

muscle cell differentiation

sarcoplasm
cell−substrate junction

sarcolemma
Z disc
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cell cortex
sarcomere

collagen−containing extracellular matrix
myofibril

contractile muscle fiber

growth factor binding
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collagen binding
transmembrane transporter binding

extracellular matrix structural constituent
calmodulin binding

protein serine kinase activity
actin filament binding

protein serine/threonine kinase activity
actin binding
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striated muscle contraction
heart process

striated muscle cell development
regulation of muscle system process

muscle cell development
muscle contraction

muscle organ development
striated muscle cell differentiation

muscle cell differentiation
muscle system process

myofilament
striated muscle thin filament

collagen trimer
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contractile muscle fiber
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collagen−containing extracellular matrix

estrogen response element binding
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extracellular matrix structural constituent
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heparin binding
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growth factor binding
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