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Gastric acid secretion
Glutamatergic synapse
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Cushing syndrome
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Growth hormone synthesis, secretion and actionNew!
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Platelet activation
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myofibril assembly
muscle cell development
striated muscle cell development
regulation of intracellular signal transduction
regulation of Rab protein signal transduction

−2

−1

0

1

2

C
luster1

C
luster2

C
luster3

C
luster4

C
luster5

C
luster6

microtubule cytoskeleton
cytoplasmic ribonucleoprotein granule
ribonucleoprotein granule
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extracellular region
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intracellular organelle
organelle
inaD signaling complex
plasma membrane protein complex
transmembrane transporter complex
actin cytoskeleton
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enzyme binding
kinase activity
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Protein kinase domain
C2 domain
Calponin homology (CH) domain
ATP synthase alpha/beta family, beta−barrel domain
Cation transporter/ATPase, N−terminus
3'5'−cyclic nucleotide phosphodiesterase
Glycosyl hydrolases family 15
Inositol 1,4,5−trisphosphate/ryanodine receptor
MIR domain
Cyclic nucleotide−binding domain
PAS domain
Adenylate kinase
linker histone H1 and H5 family
Fibronectin type III domain
HECT−domain (ubiquitin−transferase)
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Zn−finger in Ran binding protein and others
PDZ domain (Also known as DHR or GLGF)
uDENN domain
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Calcineurin−like phosphoesterase
SAM domain (Sterile alpha motif)
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Methyltransferase domain
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Supplementary Figure S11: KEGG/GO/Domain analyses of 
six clusters in phosphoproteomic Mfuzz analysis. (A) KEGG 
enrichment analysis. (B-D) Heat maps obtained from biological 
process, cellular component and molecular function analyses of 
six clusters. (E) Protein domain analysis.


