
ko04110
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ko04510
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ko03410
ko03030
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ko00250
ko00330
ko00270
ko00260
ko00360
ko00380
ko00350
ko00280
ko00650
ko00020
ko00010
ko00630
ko00040
ko00640
ko00620
ko00562
ko01100
ko00531
ko00604
ko00603
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ko00410
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Enriched Genes
Cell cycle
Oocyte meiosis
Focal adhesion
Peroxisome
Phagosome
MAPK signaling pathway
Phosphatidylinositol signaling system
ECM−receptor interaction
Base excision repair
DNA replication
Homologous recombination
Primary immunodeficiency
Amoebiasis
Chagas disease (American trypanosomiasis)
Alanine, aspartate and glutamate metabolism
Arginine and proline metabolism
Cysteine and methionine metabolism
Glycine, serine and threonine metabolism
Phenylalanine metabolism
Tryptophan metabolism
Tyrosine metabolism
Valine, leucine and isoleucine degradation
Butanoate metabolism
Citrate cycle (TCA cycle)
Glycolysis / Gluconeogenesis
Glyoxylate and dicarboxylate metabolism
Pentose and glucuronate interconversions
Propanoate metabolism
Pyruvate metabolism
Inositol phosphate metabolism
Metabolic pathways
Glycosaminoglycan degradation
Glycosphingolipid biosynthesis − ganglio series
Glycosphingolipid biosynthesis − globo series
Other glycan degradation
Fatty acid degradation
Nicotinate and nicotinamide metabolism
Retinol metabolism
beta−Alanine metabolism
Drug metabolism − cytochrome P450
Metabolism of xenobiotics by cytochrome P450
Protein digestion and absorption
PPAR signaling pathway
Progesterone−mediated oocyte maturation
Proximal tubule bicarbonate reclamation
Antigen processing and presentation
Fc gamma R−mediated phagocytosis
Leukocyte transendothelial migration
NOD−like receptor signaling pathway
T cell receptor signaling pathway

Description (Level 3)
Cell growth and death
Cellular community − eukaryotes
Transport and catabolism

Signal transduction
Signaling molecules and interaction

Replication and repair

Immune disease
Infectious disease: parasitic

Amino acid metabolism

Carbohydrate metabolism

Global and overview maps

Glycan biosynthesis and metabolism

Lipid metabolism
Metabolism of cofactors and vitamins
Metabolism of other amino acids
Xenobiotics biodegradation and metabolism
Digestive system
Endocrine system
Excretory system

Immune system

Category (Level 2)
GO:1903047
GO:0000278
GO:0007049
GO:0000280
GO:0022402
GO:0140014
GO:0048285
GO:0007059
GO:0006082
GO:0019752
GO:0043436
GO:0044281
GO:0016054
GO:0046395
GO:0044282
GO:0006520
GO:0005654
GO:0005622
GO:0043229
GO:0000775
GO:0031981
GO:0098687
GO:0005856
GO:0005737
GO:0005739
GO:0070062
GO:0043230
GO:0065010
GO:1903561
GO:0005759
GO:0005615
GO:0031982
GO:0005515
GO:0005488
GO:0003674
GO:0005524
GO:0019899
GO:0032559
GO:0030554
GO:0000166
GO:0016491
GO:0003824
GO:0036094
GO:0050660
GO:0016903
GO:0051287
GO:0016829
GO:0016614

Identifiers
71
77

107
49

83
40
50

42
130
123
124
161

52
51
60
53

175
431
395

25
181

33
106

351
116
136
136
136
136

50
157
168

393
440
467

67
83

67
67
85
79

232
115

17
13
14

24
20
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Enriched Genes
mitotic cell cycle process
mitotic cell cycle
cell cycle
nuclear division
cell cycle process
mitotic nuclear division
organelle fission
chromosome segregation
organic acid metabolic process
carboxylic acid metabolic process
oxoacid metabolic process
small molecule metabolic process
organic acid catabolic process
carboxylic acid catabolic process
small molecule catabolic process
cellular amino acid metabolic process
nucleoplasm
intracellular anatomical structure
intracellular organelle
chromosome, centromeric region
nuclear lumen
chromosomal region
cytoskeleton
cytoplasm
mitochondrion
extracellular exosome
extracellular organelle
extracellular membrane−bounded organelle
extracellular vesicle
mitochondrial matrix
extracellular space
vesicle
protein binding
binding
molecular_function
ATP binding
enzyme binding
adenyl ribonucleotide binding
adenyl nucleotide binding
nucleotide binding
oxidoreductase activity
catalytic activity
small molecule binding
flavin adenine dinucleotide binding
oxidoreductase activity, acting on the aldehyde or oxo group of donors
NAD binding
lyase activity
oxidoreductase activity, acting on CH−OH group of donors

Description

Biological Process

Cellular Component

Molecular Function

Ontoloty
a b

Supplementary Figure. 4 Enrichment analysis of the PIF1 gene. a ORA-GO enrichment analysis of the PIF1 gene in the TCGA-KIRC cohort. 
b ORA-KEGG enrichment analysis of the PIF1 gene in the TCGA-KIRC cohort (red represents the positively correlated pathway, blue represents 
the negatively correlated pathway).


