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Proteoglycans in cancer
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Ribosome
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Protein digestion and absorption
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Starch and sucrose metabolism
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cellular macromolecule biosynthetic process
cytoplasmic translation
gene expression
macromolecule metabolic process
ribonucleoprotein complex biogenesis
ribosome assembly
organelle assembly
regulation of RNA metabolic process
ribosomal large subunit assembly
regulation of transcription, DNA−templated
regulation of nucleic acid−templated transcription
regulation of RNA biosynthetic process
ribosomal large subunit biogenesis
ribosome biogenesis
chitin−based cuticle development
ribonucleoside triphosphate metabolic process
purine nucleoside triphosphate metabolic process
ATP metabolic process
nucleoside triphosphate metabolic process
sensory perception
septate junction assembly
cell−cell junction assembly
apical junction assembly
cell junction assembly
monocarboxylic acid biosynthetic process
fatty acid biosynthetic process
fatty acid metabolic process
immune system development
hematopoietic or lymphoid organ development
hemopoiesis
posttranscriptional regulation of gene expression
meiotic nuclear division
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negative regulation of signaling
negative regulation of cell communication
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regulation of response to stimulus
regulation of signal transduction
regulation of cell communication
regulation of signaling
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tight junction
apical junction complex
septate junction
mitochondrial envelope
mitochondrial inner membrane
organelle inner membrane
respiratory chain complex
mitochondrial respirasome
respirasome
inner mitochondrial membrane protein complex
mitochondrial protein complex
mitochondrion
mitochondrial membrane
ribonucleoprotein complex
intracellular non−membrane−bounded organelle
non−membrane−bounded organelle
cytosolic ribosome
ribosomal subunit
ribosome
protein−containing complex
nucleus
chromosome
nucleoplasm
cytosolic large ribosomal subunit
large ribosomal subunit
nuclear chromatin
nuclear lumen
organelle lumen
intracellular organelle lumen
membrane−enclosed lumen
nuclear chromosome
nucleolus
chromatin
cytoplasmic ribonucleoprotein granule
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pole plasm
germ plasm
P granule
endoplasmic reticulum
polysome
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mRNA binding
RNA strand−exchange activity
annealing activity
RNA strand annealing activity
structural constituent of ribosome
structural molecule activity
chromatin binding
alpha−glucosidase activity
glucosidase activity
binding
RNA binding
nucleic acid binding
heterocyclic compound binding
organic cyclic compound binding
transferase activity, transferring acyl groups
N−acyltransferase activity
acetyltransferase activity
N−acetyltransferase activity
isomerase activity
oxidoreductase activity
protein phosphatase binding
protein phosphatase 1 binding
phosphatase binding
odorant binding
morphogen activity
cytokine activity
growth factor activity
lyase activity
protein domain specific binding
catalytic activity, acting on a tRNA
oxidoreductase activity, acting on NAD(P)H
kinase binding
structural constituent of chitin−based cuticle
structural constituent of cuticle
GTPase activity
NADH dehydrogenase activity
tropomyosin binding
ligase activity, forming carbon−oxygen bonds
aminoacyl−tRNA ligase activity
glycerol kinase activity
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Laminin G domain
EF−hand domain pair
EGF−like domain
Calponin homology (CH) domain
Laminin EGF−like (Domains III and V)
Cytochrome b5−like Heme/Steroid binding domain
Immunoglobulin domain
Trypsin Inhibitor like cysteine rich domain
RhoGEF domain
Multicopper oxidase
Ras family
Histidine phosphatase superfamily (branch 1)
Lectin C−type domain
LIM domain
Cytochrome P450
PBP/GOBP family
Aminomethyltransferase folate−binding domain
Immunoglobulin I−set domain
Glycosyl hydrolases family 18
ABC transporter
Myosin head (motor domain)
PHD−finger
linker histone H1 and H5 family
Hexokinase
Chromo (CHRromatin Organisation MOdifier) domain
Carboxypeptidase activation peptide
Band 3 cytoplasmic domain
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Thioredoxin
GMC oxidoreductase
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Supplementary Figure S6: KEGG/GO/Domain analyses of six clusters in 
proteomic 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.
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