regulation of protein folding -

DNA replication -

macroautophagy -

vesicle organization -

cellular pigmentation -

DNA geometric change -

melanosome organization -

pigment granule organization -

cell cycle checkpoint -

DNA duplex unwinding -

signal transduction involved in DNA integrity checkpoint-
signal transduction involved in DNA damage checkpoint -
protein targeting -

signal transduction involved in cell cycle checkpoint-
substantia nigra development -

cellular response to gamma radiation -

DNA integrity checkpoint -

regulation of signal transduction by p53 class mediator -
neural nucleus development -

DNA damage checkpoint -

signal transduction by p53 class mediator -

heme biosynthetic process -

regulation of macroautophagy -

autophagy -

process utilizing autophagic mechanism -

RNA splicing -

DNA conformation change -

cellular response to ionizing radiation -

mitochondrial translation -

Golgi vesicle transport
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C catalytic activity, acting on RNA 4
helicase activity -

cyclin—dependent protein serine/threonine kinase activity -

catalytic activity, acting on DNA -

cyclin—dependent protein kinase activity

exonuclease activity

chaperone binding -

structural constituent of ribosome -

mismatch repair complex binding -

exodeoxyribonuclease activity, producing 5'-phosphomonoesters -

exonuclease activity, active with either ribo— or deoxyribonucleic acids and producing 5'-phosphomonoesters
catalytic activity, acting on a tRNA

exodeoxyribonuclease activity

DNA helicase activity

MAP kinase tyrosine/serine/threonine phosphatase activity

cytochrome—c oxidase activity -

heme—copper terminal oxidase activity -

oxidoreductase activity, acting on a heme group of donors, oxygen as acceptor -
oxidoreductase activity, acting on a heme group of donors

MAP kinase phosphatase activity -

cadherin binding -

3'-5' exonuclease activity

GTPase activity -

structural constituent of cytoskeleton -

3'-5' DNA helicase activity -

GTP binding A

Hsp70 protein binding -

single—stranded DNA binding -

purine ribonucleoside binding -

purine nucleoside binding -
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pvalue

0.00005
0.00010

0.00015

pvalue

0.005
0.010

0.015

Glycosphingolipid biosynthesis — ganglio series -

mitochondrial inner membrane -
chromosomal region -
spliceosomal complex

ribosomal subunit -

replication fork -

BLOC complex -

mitochondrial matrix -

vesicle coat -

ribosome A

extrinsic component of synaptic membrane
U2 snRNP -

kinetochore

cytosolic part-

chromosome, centromeric region
U2-type spliceosomal complex -
clathrin vesicle coat-

clathrin adaptor complex -

AP-2 adaptor complex -

BLOC-1 complex -

transferase complex, transferring phosphorus—containing groups

U2-type precatalytic spliceosome
clathrin coat of endocytic vesicle
small ribosomal subunit-
mitochondrial protein complex
membrane coat -

coated membrane -

precatalytic spliceosome A

nuclear speck

microbody part

peroxisomal part -
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Peroxisome A

Base excision repair -

Fatty acid biosynthesis -
Thermogenesis -

Spliceosome

DNA replication

Oxidative phosphorylation -
Apoptosis

Porphyrin and chlorophyll metabolism
Viral carcinogenesis -

Huntington disease -

Nucleotide excision repair -
Non-alcoholic fatty liver disease (NAFLD) -
Prostate cancer -

Cell cycle A

Endocrine resistance A

Ribosome -

FoxO signaling pathway -
Non—-homologous end-joining -
Fanconi anemia pathway

Protein processing in endoplasmic reticulum
Fatty acid metabolism
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pvalue

0.001
0.002
0.003
0.004
0.005

pvalue

0.01
0.02
0.03
0.04



