
Supplemental Figure S2. Gene Ontology (GO) term analysis for top 50 proteins (left) and transcripts (right) for ECs, PCs 
and VSMCs (listed in Supplemental Table 1).  The vertical items are the name of the GO terms. The horizontal length 
represent count in network for each GO term. The colors denote the different GO categories.

Cellular 
Component

Molecular 
Function

Biological 
Process

0 2 4 6 8

Schmidt-Lanterman incisure
Uropod

Fascia adherens
Photoreceptor ribbon synapse

Cuticular plate
Myosin ii complex

Endoplasmic reticulum chaperone complex
Myb complex

Myosin ii filament
Mitotic spindle microtubule

Ubiquitin-specific protease binding
Translation elongation factor activity

Protein folding chaperone
Lipoprotein particle receptor activity

Ankyrin binding
S100 protein binding

Protein disulfide isomerase activity
MHC class I protein binding

ADP binding
Peptide disulfide oxidoreductase activity

Ventricular cardiac muscle cell development
Glucose catabolic process

Negative regulation of transforming growth factor beta production
Modification of postsynaptic actin cytoskeleton

Integrin activation
Cellular response to interleukin-7

Regulation of metaphase plate congression
Plasma membrane repair

Positive regulation of peptidyl-tyrosine autophosphorylation
Positive regulation of protein folding

Count In Network

G
O

 te
rm

EC protein

0 4 8 12

Melanosome
Smooth endoplasmic reticulum

Fascia adherens
Photoreceptor ribbon synapse

Cuticular plate
Myosin ii complex

Endoplasmic reticulum chaperone complex
Mitochondrial proton-transporting atp synthase complex catalytic sector f(1)

Myb complex
Myosin ii filament

Translation elongation factor activity
Proton-transporting atp synthase activity rotational mechanism

RNA stem-loop binding
Ankyrin binding

S100 protein binding
Protein disulfide isomerase activity

MHC class I protein binding
ADP binding

Peptide disulfide oxidoreductase activity
Angiostatin binding

Protein refolding
Positive regulation of axon regeneration

Ventricular cardiac muscle cell development
Cellular response to interleukin-7

Retinoic acid biosynthesis process
Modification of postsynaptic actin cytoskeleton 

Tricarboxylic acid metabolism process
Integrin activation

Plasma membrane repair
Positive regulation of protein 

Count In Network

G
O

 te
rm

PC protein

0 4 8 12 16 20

  Cuticular plate   
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  Chaperone complex 
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  Endoplasmic reticulum chaperone complex 
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Negative regulation of metallopeptidase activity
Electron transport coupled proton transport
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Negative regulation of fibrinolysis
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Negative regulation of metallopeptidase activity
Formation of radial glial scaffolds
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Electron transport coupled proton transport

Calcium-independent cell-matrix adhesion
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