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GO Term

GO Enrichment ScatterPlot

G0:0048407 | platelet—derived growth factor binding -

G0:0030199 | collagen fibril organization -

G0:0071230 | cellular response to amino acid stimulus -

G0:0002020 | protease binding -

G0:0005584 | collagen type I trimer -

G0:0005581 | collagen trimer -

GO0:0005615 | extracellular space -

G0:0001957 | intramembranous ossification -

G0:0005201 | extracellular matrix structural constituent -

G0:0046332 | SMAD binding

G0:0001568 | blood vessel development -

G0:0060346 | bone trabecula formation -

G0:0043589 | skin morphogenesis

G0:0031012 | extracellular matrix -

G0:0000727 | double—strand break repair via break—-induced replication -
G0:0003785 | actin monomer binding A

G0:0030198 | extracellular matrix organization -

G0:0060325 | face morphogenesis

G0:0010718 | positive regulation of epithelial to mesenchymal transiti...
G0:0048705 | skeletal system morphogenesis -
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Pathway Name

KEGG Enrichment BarPlot

cfa04510 | Focal adhesion

cfa04110 | Cell cycle
Cellular Processes
cfa04217 | Necroptosis

cfa04144 | Endocytosis

cfa04151 | PI3K—-Akt signaling pathway
cfa04512 | ECM-receptor interaction
cfa02010 | ABC transporters

cfa04350 | TGF-beta signaling pathway
cfa04371 | Apelin signaling pathway

cfa03430 | Mismatch repair

Environmental Information Processing

Genetic Information Processing
cfa03030 | DNA replication

cfa04933 | AGE-RAGE signaling pathway in diabetic complications
cfa05146 | Amoebiasis
cfa05200 | Pathways in cancer Human Diseases

cfa05205 | Proteoglycans in cancer

cfa05165 | Human papillomavirus infection

cfa04926 | Relaxin signaling pathway F—|
o Y <

cfa04974 | Protein digestion and absorption
cfa04611 | Platelet activation Organismal Systems
cfa04975 | Fat digestion and absorption

cfa04978 | Mineral absorption

Gene Number



Pathway

KEGG Enrichment ScatterPlot

cfa04926 | Relaxin signaling pathway -
cfa04933 | AGE-RAGE signaling pathway in diabetic complications
cfa04974 | Protein digestion and absorption -
cfa05146 | Amoebiasis -

cfa04611 | Platelet activation -

cfa04512 | ECM-receptor interaction -
cfa04151 | PI3K-Akt signaling pathway -
cfa05200 | Pathways in cancer -

cfa04510 | Focal adhesion -

cfa05205 | Proteoglycans in cancer -
cfa03430 | Mismatch repair -

cfa05165 | Human papillomavirus infection -
cfa04975 | Fat digestion and absorption -
cfa04978 | Mineral absorption -

cfa03030 | DNA replication -

cfa02010 | ABC transporters

cfa04979 | Cholesterol metabolism -
cfa05219 | Bladder cancer -

cfa04623 | Cytosolic DNA—-sensing pathway -
cfa04727 | GABAergic synapse -
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GO Term

GO Enrichment ScatterPlot

G0:0006260 | DNA replication -

G0:0006270 | DNA replication initiation

G0O:0003688 | DNA replication origin binding -

G0:0006974 | DNA damage response -

G0:0005634 | nucleus -

G0:0003697 | single—stranded DNA binding -

G0:0005654 | nucleoplasm -

G0:0000727 | double—strand break repair via break—-induced replication -
G0:0032508 | DNA duplex unwinding -

G0:0003677 | DNA binding -

G0:0006267 | pre—replicative complex assembly involved in nuclear cell... -
G0:0006281 | DNA repair -

G0O:0003678 | DNA helicase activity -

G0:0042555 | MCM complex -

G0:0005524 | ATP binding -

GO:0007049 | cell cycle-

G0:0003682 | chromatin binding -

G0:1902975 | mitotic DNA replication initiation -

G0:0019899 | enzyme binding -

G0:0016887 | ATP hydrolysis activity -

0.00

0.25 0.50
Rich Factor

0.75

Gene Number

® 20
@ 40

@ <o

P.value

I 2.5e-09

5.0e-09
7.5e-09
1.0e-08



Pathway Name

KEGG Enrichment BarPlot

cfa04110 | Cell cycle

cfa04530 | Tight junction
cfa04115 | p53 signaling pathway
cfa04510 | Focal adhesion
cfa04114 | Oocyte meiosis

cfa04151 | PI3K-Akt signaling pathway
cfa04514 | Cell adhesion molecules
cfa04512 | ECM-receptor interaction
cfa04350 | TGF-beta signaling pathway
cfa04022 | cGMP-PKG signaling pathway

cfa03030 | DNA replication

cfa03440 | Homologous recombination
cfa03430 | Mismatch repair

cfa03460 | Fanconi anemia pathway
cfa03420 | Nucleotide excision repair

cfa05200 | Pathways in cancer

cfa05412 | Arrhythmogenic right ventricular cardiomyopathy
cfa01524 | Platinum drug resistance

cfa05167 | Kaposi sarcoma—associated herpesvirus infection
cfa05205 | Proteoglycans in cancer

cfa00240 | Pyrimidine metabolism

cfa00983 | Drug metabolism — other enzymes
cfa00480 | Glutathione metabolism

cfa00230 | Purine metabolism

cfa00670 | One carbon pool by folate

cfa04974 | Protein digestion and absorption
cfa04659 | Th17 cell differentiation
cfa04611 | Platelet activation

cfa04926 | Relaxin signaling pathway
cfa03320 | PPAR signaling pathway
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Pathway

KEGG Enrichment ScatterPlot

cfa03030 | DNA replication -

cfa04110 | Cell cycle -

cfa03440 | Homologous recombination

cfa03430 | Mismatch repair -

cfa00240 | Pyrimidine metabolism -

cfa03460 | Fanconi anemia pathway -

cfa04974 | Protein digestion and absorption -

cfa03420 | Nucleotide excision repair -

cfa05200 | Pathways in cancer -

cfa05412 | Arrhythmogenic right ventricular cardiomyopathy -
cfa01524 | Platinum drug resistance -

cfa04514 | Cell adhesion molecules -

cfa00983 | Drug metabolism — other enzymes -

cfa04151 | PI3K-Akt signaling pathway -

cfa04530 | Tight junction -

cfa04512 | ECM-receptor interaction -

cfa04115 | p53 signaling pathway -

cfa05167 | Kaposi sarcoma—associated herpesvirus infection -
cfa04659 | Th17 cell differentiation -

cfa05205 | Proteoglycans in cancer -
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GO Term

GO Enrichment ScatterPlot

G0:0005634 | nucleus -

G0:0005654 | nucleoplasm -

G0:0005694 | chromosome -

G0:0003682 | chromatin binding

GO0:0006974 | DNA damage response -
G0:0005524 | ATP binding

G0:0005813 | centrosome -

G0O:0000775 | chromosome, centromeric region
G0:0000166 | nucleotide binding -

G0:0006281 | DNA repair

G0O:0007049 | cell cycle

GO0:0072686 | mitotic spindle

GO0:0007076 | mitotic chromosome condensation A
G0:0000796 | condensin complex -

G0:0006260 | DNA replication -

G0:0051301 | cell division -

G0:0000278 | mitotic cell cycle -

G0:0090307 | mitotic spindle assembly -
G0:0051256 | mitotic spindle midzone assembly -
G0:0030261 | chromosome condensation -
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Pathway Name

KEGG Enrichment BarPlot

cfa04110 | Cell cycle

cfa04114 | Oocyte meiosis
cfa04144 | Endocytosis
cfa04145 | Phagosome
cfa04218 | Cellular senescence

Cellular Processes

cfa04151 | PI3K—-Akt signaling pathway
cfa04022 | cGMP-PKG signaling pathway
cfa04024 | cAMP signaling pathway
cfa04010 | MAPK signaling pathway
cfa04514 | Cell adhesion molecules

Environmental Information Processing

cfa03040 | Spliceosome

cfa03013 | Nucleocytoplasmic transport
cfa03460 | Fanconi anemia pathway
cfa03430 | Mismatch repair

cfa03030 | DNA replication

Genetic Information Processing

cfa05200 | Pathways in cancer

cfa05165 | Human papillomavirus infection
cfa05164 | Influenza A

cfa05206 | MicroRNAs in cancer

cfa05163 | Human cytomegalovirus infection

cfa00240 | Pyrimidine metabolism
cfa00670 | One carbon pool by folate
cfa00983 | Drug metabolism - other enzymes
cfa00230 | Purine metabolism
cfa00480 | Glutathione metabolism

o 0

Human Diseases

Metabolism

| Organismal Systems

cfa04919 | Thyroid hormone signaling pathway
cfa04360 | Axon guidance

cfa03320 | PPAR signaling pathway

cfa04660 | T cell receptor signaling pathway
cfa04211 | Longevity regulating pathway
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KEGG Enrichment ScatterPlot

cfa04110 | Cell cycle

cfa03430 | Mismatch repair

cfa03460 | Fanconi anemia pathway -
cfa03030 | DNA replication -

cfa03440 | Homologous recombination -
cfa03040 | Spliceosome -

cfa03013 | Nucleocytoplasmic transport -
cfa03420 | Nucleotide excision repair
cfa04114 | Oocyte meiosis -

cfa00240 | Pyrimidine metabolism -
cfa00670 | One carbon pool by folate
cfa04145 | Phagosome -

cfa05200 | Pathways in cancer -

Pathway

cfa03410 | Base excision repair -

cfa04218 | Cellular senescence

cfa04141 | Protein processing in endoplasmic reticulum -
cfa04115 | p53 signaling pathway

cfa04540 | Gap junction -

cfa04144 | Endocytosis A

cfa05164 | Influenza A+
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GO Term

GO Enrichment ScatterPlot

G0:0003735 | structural constituent of ribosome -

G0:0005840 | ribosome

G0:0006412 | translation

G0:0022627 | cytosolic small ribosomal subunit

G0:0005743 | mitochondrial inner membrane -

G0:0022625 | cytosolic large ribosomal subunit

GO0:0005747 | mitochondrial respiratory chain complex | 1
G0:0004129 | cytochrome—c oxidase activity -

G0:0042773 | ATP synthesis coupled electron transport -
G0:0008137 | NADH dehydrogenase (ubiquinone) activity
G0:0000028 | ribosomal small subunit assembly

G0:0045277 | respiratory chain complex [V A

G0:0022900 | electron transport chain -

G0:0015935 | small ribosomal subunit -

G0:0003723 | RNA binding -

G0:0005746 | mitochondrial respirasome

GO:0009055 | electron transfer activity -

G0:0042788 | polysomal ribosome -

G0:0006120 | mitochondrial electron transport, NADH to ubiguinone -
G0:0045263 | proton—transporting ATP synthase complex, coupling factor...
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Pathway Name

KEGG Enrichment BarPlot

cfa04115 | p53 signaling pathway

cfa04550 | Signaling pathways regulating pluripotency of stem cells
cfa04110 | Cell cycle

cfa04210 | Apoptosis

cfa04140 | Autophagy — animal

cfa04066 | HIF-1 signaling pathway
cfa04350 | TGF-beta signaling pathway
cfa04371 | Apelin signaling pathway
cfa04150 | mTOR signaling pathway
cfa04151 | PI3K—-Akt signaling pathway

cfa03010 | Ribosome

cfa03030 | DNA replication

cfa03050 | Proteasome

cfa03040 | Spliceosome

cfa04120 | Ubiquitin mediated proteolysis

cfa05012 | Parkinson disease

cfa05010 | Alzheimer disease

cfa05016 | Huntington disease

cfa04932 | Non—-alcoholic fatty liver disease
cfa05200 | Pathways in cancer

cfa00190 | Oxidative phosphorylation

cfa00040 | Pentose and glucuronate interconversions
cfa00982 | Drug metabolism — cytochrome P450
cfa00980 | Metabolism of xenobiotics by cytochrome P450
cfa00480 | Glutathione metabolism

cfa04714 | Thermogenesis

cfa04723 | Retrograde endocannabinoid signaling
cfa04260 | Cardiac muscle contraction

cfa04662 | B cell receptor signaling pathway
cfa04657 | IL-17 signaling pathway
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KEGG Enrichment ScatterPlot

cfa03010 | Ribosome - ‘
cfa00190 | Oxidative phosphorylation - .
cfa05012 | Parkinson disease - .
cfa04714 | Thermogenesis - ‘
cfa05010 | Alzhelmer d?sease- @ Gene Number
cfa05016 | Huntington disease - o
cfa04260 | Cardiac muscle contraction - O ® 10
cfa04932 | Non-alcoholic fatty liver disease - @ . 20
cfa04723 | Retrograde endocannabinoid signaling - o
cfa04066 | HIF-1 signaling pathway - o
cfa05418 | Fluid shear stress and atherosclerosis - o
R...

P.value

Pathway

cfa04662 | B cell receptor signaling pathway - o
cfa05200 | Pathways in cancer - o
cfa05170 | Human immunodeficiency virus 1 infection - ® 0.02
cfa01524 | Platinum drug resistance - o
cfa04657 | IL-17 signaling pathway - ]
cfa04115 | p53 signaling pathway - [
cfa04350 | TGF-beta signaling pathway - o
cfa05166 | Human T—cell leukemia virus 1 infection - o
cfa04713 | Circadian entrainment - o

0.0 0.1 0.2
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GO Term

G0:0005634 | nucleus -

GO0:0005737 | cytoplasm -

GO0:0051301 | cell division -

G0:0005654 | nucleoplasm -

G0:0000776 | kinetochore -

GO:0000775 | chromosome, centromeric region -
G0:0005874 | microtubule -

G0O:0008017 | microtubule binding -
G0:0005819 | spindle -

G0:0030496 | midbody -

GO:0007049 | cell cycle-

G0O:0007059 | chromosome segregation -
G0:0000281 | mitotic cytokinesis -
G0:0005813 | centrosome -

G0:0005829 | cytosol -

GO0:0003774 | cytoskeletal motor activity -
G0:0007018 | microtubule—based movement -
G0O:0003777 | microtubule motor activity -
G0:0000278 | mitotic cell cycle -

G0:0005856 | cytoskeleton -
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Pathway Name

KEGG Enrichment BarPlot

= |
=

cfa04110 | Cell cycle

cfa04114 | Oocyte meiosis

cfa04530 | Tight junction

cfa04810 | Regulation of actin cytoskeleton
cfa04145 | Phagosome

cfa04024 | cAMP signaling pathway
cfa04068 | FoxO signaling pathway
cfa04022 | cGMP-PKG signaling pathway
cfa04071 | Sphingolipid signaling pathway
cfa04390 | Hippo signaling pathway

cfa04120 | Ubiquitin mediated proteolysis

cfa03013 | Nucleocytoplasmic transport

cfa03015 | mRNA surveillance pathway

cfa03018 | RNA degradation

cfa04141 | Protein processing in endoplasmic reticulum

cfa05200 | Pathways in cancer

cfa05205 | Proteoglycans in cancer

cfa05166 | Human T—cell leukemia virus 1 infection
cfa05206 | MicroRNAs in cancer

cfa05165 | Human papillomavirus infection

cfa00510 | N-Glycan biosynthesis

cfa00310 | Lysine degradation

cfa00920 | Sulfur metabolism

cfa00603 | Glycosphingolipid biosynthesis — globo and isoglobo series
cfa00910 | Nitrogen metabolism

cfa04914 | Progesterone—mediated oocyte maturation
cfa04670 | Leukocyte transendothelial migration
cfa04270 | Vascular smooth muscle contraction
cfa04611 | Platelet activation

cfa04728 | Dopaminergic synapse
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Pathway

KEGG Enrichment ScatterPlot

cfa04110 | Cell cycle A

cfa04114 | Oocyte meiosis

cfa04914 | Progesterone—mediated oocyte maturation
cfa04530 | Tight junction -

cfa05200 | Pathways in cancer -

cfa05205 | Proteoglycans in cancer

cfa04540 | Gap junction -

cfa04145 | Phagosome -

cfa04670 | Leukocyte transendothelial migration -
cfa05206 | MicroRNAs in cancer -

cfa04810 | Regulation of actin cytoskeleton
cfa05166 | Human T—cell leukemia virus 1 infection -
cfa04218 | Cellular senescence -

cfa03015 | mRNA surveillance pathway -

cfa04120 | Ubiquitin mediated proteolysis -
cfa03013 | Nucleocytoplasmic transport

cfa04024 | cAMP signaling pathway -

cfa04144 | Endocytosis -

cfa04068 | FoxO signaling pathway

cfa04022 | cGMP-PKG signaling pathway -
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GO Term

GO Enrichment ScatterPlot

G0:0005874 | microtubule -

GO:0000776 | kinetochore -

G0:0005634 | nucleus -

G0:0000278 | mitotic cell cycle -

GO:0000775 | chromosome, centromeric region -
G0:0000226 | microtubule cytoskeleton organization -
G0:0008017 | microtubule binding -

G0:0007059 | chromosome segregation -
G0:0030496 | midbody -

GO:0000070 | mitotic sister chromatid segregation -
G0:0007052 | mitotic spindle organization -
GO0:0005737 | cytoplasm -

G0:0005819 | spindle -

G0:0000281 | mitotic cytokinesis -

G0:0051310 | metaphase chromosome alignment -
G0:0005654 | nucleoplasm -

GO0:0007017 | microtubule—based process -
G0:0072686 | mitotic spindle -

G0:0007080 | mitotic metaphase chromosome alignment -
G0:0051301 | cell division -
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Pathway Name

cfa04110 | Cell cycle

cfa04114 | Oocyte meiosis
cfa04540 | Gap junction
cfa04210 | Apoptosis

cfa04218 | Cellular senescence

cfa04068 | FoxO signaling pathway
cfa04015 | Rap1l signaling pathway
cfa04371 | Apelin signaling pathway
cfa04390 | Hippo signaling pathway
cfa04024 | cAMP signaling pathway

cfa04120 | Ubiquitin mediated proteolysis
cfa03013 | Nucleocytoplasmic transport
cfa03050 | Proteasome

cfa03018 | RNA degradation

cfa03010 | Ribosome

cfa05012 | Parkinson disease

cfa05010 | Alzheimer disease

cfa05016 | Huntington disease

cfa05166 | Human T-cell leukemia virus 1 infection
cfa05170 | Human immunodeficiency virus 1 infection

cfa00190 | Oxidative phosphorylation
cfa00340 | Histidine metabolism

cfa00900 | Terpenoid backbone biosynthesis
cfa00620 | Pyruvate metabolism

cfa04714 | Thermogenesis

cfa04914 | Progesterone—mediated oocyte maturation
cfa04723 | Retrograde endocannabinoid signaling
cfa04260 | Cardiac muscle contraction

cfa04916 | Melanogenesis

KEGG Enrichment BarPlot
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Human Diseases
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Pathway

KEGG Enrichment ScatterPlot

cfa05012 | Parkinson disease

cfa00190 | Oxidative phosphorylation -

cfa04110 | Cell cycle -

cfa04714 | Thermogenesis -

cfa04114 | Oocyte meiosis -

cfa04914 | Progesterone—mediated oocyte maturation
cfa04540 | Gap junction -

cfa05010 | Alzheimer disease -

¢fa05016 | Huntington disease A

cfa04210 | Apoptosis A

cfa05166 | Human T—cell leukemia virus 1 infection -
cfa04218 | Cellular senescence

cfa05170 | Human immunodeficiency virus 1 infection -
cfa04723 | Retrograde endocannabinoid signaling -
cfa04260 | Cardiac muscle contraction -

cfa04145 | Phagosome -

cfa04068 | FoxO signaling pathway

cfa04115 | p53 signaling pathway -

cfa04932 | Non—alcoholic fatty liver disease -

cfa05031 | Amphetamine addiction -
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GO Term

GO Enrichment ScatterPlot

G0:0005694 | chromosome -

GO:0005747 | mitochondrial respiratory chain complex |4
G0:0003677 | DNA binding -

G0:0008137 | NADH dehydrogenase (ubiguinone) activity
G0:0005634 | nucleus -

G0:0000786 | nucleosome -

G0:0042773 | ATP synthesis coupled electron transport -
GO0:0055114 | obsolete oxidation—reduction process -
G0:0006275 | regulation of DNA replication -

G0:0045277 | respiratory chain complex IV A

GO0:0007049 | cell cycle

G0:0005743 | mitochondrial inner membrane -

G0:0006334 | nucleosome assembly -

G0:0005739 | mitochondrion A

G0:0005971 | ribonucleoside—-diphosphate reductase complex -
G0:0046683 | response to organophosphorus -

G0O:0000790 | chromatin

G0:0006260 | DNA replication -

G0:0009263 | deoxyribonucleotide biosynthetic process
G0:0004748 | ribonucleoside—-diphosphate reductase activity, thioredoxi... -
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Pathway Name

cfa04210 | Apoptosis

cfa04115 | p53 signaling pathway
cfa04145 | Phagosome

cfa04540 | Gap junction
cfa04110 | Cell cycle

cfa04668 | TNF signaling pathway

cfa04010 | MAPK signaling pathway

cfa04064 | NF-kappa B signaling pathway
cfa04024 | cAMP signaling pathway

cfa04060 | Cytokine—cytokine receptor interaction

cfa03040 | Spliceosome

cfa03030 | DNA replication

cfa03430 | Mismatch repair
cfa03410 | Base excision repair
cfa03420 | Nucleotide excision repair

cfa05012 | Parkinson disease

cfa05016 | Huntington disease

cfa04932 | Non-alcoholic fatty liver disease
cfa05010 | Alzheimer disease

cfa05164 | Influenza A

cfa00190 | Oxidative phosphorylation
cfa00240 | Pyrimidine metabolism

cfa00983 | Drug metabolism — other enzymes
cfa00230 | Purine metabolism

cfa00480 | Glutathione metabolism

cfa04714 | Thermogenesis

cfa04723 | Retrograde endocannabinoid signaling
cfa04260 | Cardiac muscle contraction

cfa04657 | IL-17 signaling pathway

cfa04621 | NOD-like receptor signaling pathway

KEGG Enrichment BarPlot

o

o
w fr

Gene Number

15

Cellular Processes



Pathway

KEGG Enrichment ScatterPlot

cfa05012 | Parkinson disease -

cfa00190 | Oxidative phosphorylation -
cfa04714 | Thermogenesis -

cfa05016 | Huntington disease -

cfa04932 | Non-alcoholic fatty liver disease -

cfa04723 | Retrograde endocannabinoid signaling -

cfa05010 | Alzheimer disease -

cfa00240 | Pyrimidine metabolism -

cfa04260 | Cardiac muscle contraction -

cfa00983 | Drug metabolism — other enzymes -

cfa05164 | Influenza A-

cfa05323 | Rheumatoid arthritis -

cfa04657 | IL-17 signaling pathway -

cfa05020 | Prion disease -

cfa05161 | Hepatitis B -

cfa05167 | Kaposi sarcoma—associated herpesvirus infection -
cfa03030 | DNA replication -

cfa05142 | Chagas disease -

cfa04933 | AGE-RAGE signaling pathway in diabetic complications -
cfa04668 | TNF signaling pathway -
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GO _Term

GO Enrichment ScatterPlot

G0:0005737 | cytoplasm -

G0:0005654 | nucleoplasm -

G0:0005634 | nucleus -

G0:0005829 | cytosol A

G0:0008017 | microtubule binding

GO:0000775 | chromosome, centromeric region
G0:0030496 | midbody -

GO0:0007059 | chromosome segregation -

G0:0000776 | kinetochore -

GO0:0000778 | kinetochore

GO:0051754 | meiotic sister chromatid cohesion, centromeric
G0:0005874 | microtubule

G0:0032465 | regulation of cytokinesis -

G0:1990904 | ribonucleoprotein complex -

G0:0005813 | centrosome

G0:0045143 | homologous chromosome segregation A
G0:0045171 | intercellular bridge -

GO0:0007052 | mitotic spindle organization -

G0:0000780 | condensed chromosome, centromeric region
G0:0000139 | Golgi membrane -
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Pathway Name

KEGG Enrichment BarPlot

= |

cfa04110 | Cell cycle

cfa04114 | Oocyte meiosis
cfa04144 | Endocytosis
cfa04137 | Mitophagy — animal
cfa04140 | Autophagy — animal

cfa04068 | FoxO signaling pathway
cfa04371 | Apelin signaling pathway
cfa04390 | Hippo signaling pathway
cfa04022 | cGMP-PKG signaling pathway
cfa04015 | Rap1 signaling pathway

cfa03013 | Nucleocytoplasmic transport

cfa04141 | Protein processing in endoplasmic reticulum
cfa03050 | Proteasome

cfa03015 | mRNA surveillance pathway

cfa03040 | Spliceosome

cfa05166 | Human T—cell leukemia virus 1 infection
cfa05200 | Pathways in cancer

cfa05206 | MicroRNAs in cancer

cfa05167 | Kaposi sarcoma—associated herpesvirus infection
cfa05203 | Viral carcinogenesis

cfa00900 | Terpenoid backbone biosynthesis
cfa00100 | Steroid biosynthesis

cfa00650 | Butanoate metabolism

cfa00620 | Pyruvate metabolism

cfa00280 | Valine, leucine and isoleucine degradation

cfa04914 | Progesterone—mediated oocyte maturation

cfa04915 | Estrogen signaling pathway

cfa04728 | Dopaminergic synapse

cfa04621 | NOD-like receptor signaling pathway

cfa04961 | Endocrine and other factor-regulated calcium reabsorption
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KEGG Enrichment ScatterPlot

cfa04110 | Cell cycle ‘
cfa04114 | Oocyte meiosis ‘
cfa04914 | Progesterone—mediated oocyte maturation - .
cfa04137 | Mitophagy — animal - @ Gene Number
cfa03050 | Proteasome - o
cfa00100 | Steroid biosynthesis - o
cfa00900 | Terpenoid backbone biosynthesis - o

cfa05166 | Human T—cell leukemia virus 1 infection -

© N 01w

@
%\ cfa04144 | Endocytosis - ‘
= cfa03013 | Nucleocytoplasmic transport - ()
= cfa04141 | Protein processing in endoplasmic reticulum - ® P.value
Dﬂf cfa05416 | Viral myocarditis - ®
cfa04068 | FoxO signaling pathway - o I 0.001
cfa04371 | Apelin signaling pathway -
cfa04140 | Autophagy — animal - 0.002
cfa05206 | MicroRNAs in cancer - 0.003

®
cfa04390 | Hippo signaling pathway - o
cfa00650 | Butanoate metabolism -

cfa04218 | Cellular senescence - [ )

cfa05167 | Kaposi sarcoma—associated herpesvirus infection - o
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GO Term

GO Enrichment ScatterPlot

G0:0005737 | cytoplasm A

G0O:0005730 | nucleolus -

G0:0005829 | cytosol -

G0:0004812 | aminoacyl-tRNA ligase activity -
G0:0006418 | tRNA aminoacylation for protein translation -
G0:0000166 | nucleotide binding A

G0:0005634 | nucleus -

G0:0006413 | translational initiation -

G0:0003743 | translation initiation factor activity -
G0:0005739 | mitochondrion -

G0:0016874 | ligase activity -

G0:0003779 | actin binding -

G0:0006412 | translation -

G0:0005524 | ATP binding -

G0:0005925 | focal adhesion -

G0:0051015 | actin filament binding -

G0:0031625 | ubiquitin protein ligase binding -
G0O:0005856 | cytoskeleton -

G0:0042254 | ribosome biogenesis -

G0:1904851 | positive regulation of establishment of protein localizat...
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Pathway Name

cfa04810 | Regulation of actin cytoskeleton
cfa04530 | Tight junction

cfa04218 | Cellular senescence

cfa04210 | Apoptosis

cfa04510 | Focal adhesion

cfa04151 | PI3K—-Akt signaling pathway
cfa04310 | Wnt signaling pathway
cfa04015 | Rapl signaling pathway
cfa04022 | cGMP-PKG signaling pathway
cfa04390 | Hippo signaling pathway

cfa03013 | Nucleocytoplasmic transport
cfa00970 | Aminoacyl-tRNA biosynthesis
cfa03008 | Ribosome biogenesis in eukaryotes
cfa03040 | Spliceosome

cfa03010 | Ribosome

cfa05200 | Pathways in cancer

cfa05166 | Human T—cell leukemia virus 1 infection
cfa05205 | Proteoglycans in cancer

cfa05163 | Human cytomegalovirus infection
cfa05132 | Salmonella infection

cfa00260 | Glycine, serine and threonine metabolism
cfa00670 | One carbon pool by folate

cfa00630 | Glyoxylate and dicarboxylate metabolism
cfa00020 | Citrate cycle (TCA cycle)

cfa00071 | Fatty acid degradation

cfa04919 | Thyroid hormone signaling pathway
cfa04670 | Leukocyte transendothelial migration
cfa03320 | PPAR signaling pathway

cfa04920 | Adipocytokine signaling pathway
cfa04926 | Relaxin signaling pathway
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Pathway

KEGG Enrichment ScatterPlot

cfa00970 | Aminoacyl-tRNA biosynthesis
cfa03013 | Nucleocytoplasmic transport -

cfa03008 | Ribosome biogenesis in eukaryotes -
cfa04530 | Tight junction -

cfa04810 | Regulation of actin cytoskeleton -
cfa05132 | Salmonella infection -

cfa05200 | Pathways in cancer -

cfa05166 | Human T—cell leukemia virus 1 infection -
cfa04218 | Cellular senescence -

cfa04520 | Adherens junction -

cfa04210 | Apoptosis -

cfa04919 | Thyroid hormone signaling pathway -
cfa04670 | Leukocyte transendothelial migration -
cfa05205 | Proteoglycans in cancer -

cfa05164 | Influenza A-

cfa05410 | Hypertrophic cardiomyopathy -

cfa00260 | Glycine, serine and threonine metabolism -
cfa03320 | PPAR signaling pathway -

cfa05210 | Colorectal cancer -

cfa05163 | Human cytomegalovirus infection -

° o
o
O
o
o
o
O
o
®
®
0.0 0.1 0.2 0.3

Rich Factor

Gene Number

® 6
® 11
@ 6

P.value

le-05
2e-05
3e-05



GO Enrichment BarPlot

Biological Process

o o o o o
0 © <t N

100

laquinN aua9

GO Term



GO Term

GO Enrichment ScatterPlot

G0:0003735 | structural constituent of ribosome -
G0:0006412 | translation

G0:0005840 | ribosome

GO0:0005615 | extracellular space

G0:0022627 | cytosolic small ribosomal subunit -
G0:0006096 | glycolytic process A

G0:0022625 | cytosolic large ribosomal subunit -
G0:0062023 | collagen—containing extracellular matrix -
GO0:0005576 | extracellular region -

G0:0031012 | extracellular matrix -

G0:0005581 | collagen trimer -

G0:0030199 | collagen fibril organization -

G0:0018401 | peptidyl-proline hydroxylation to 4—hydroxy—L—proline -
GO0:0007155 | cell adhesion -

G0:0071456 | cellular response to hypoxia -
G0:0030198 | extracellular matrix organization -
G0:0042788 | polysomal ribosome -

G0:0071230 | cellular response to amino acid stimulus -
G0:0003723 | RNA binding -

G0:0008201 | heparin binding -
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Pathway Name

KEGG Enrichment BarPlot

cfa04510 | Focal adhesion

cfa04145 | Phagosome

cfa04810 | Regulation of actin cytoskeleton
cfa04110 | Cell cycle

cfa04218 | Cellular senescence

cfa04151 | PI3K-Akt signaling pathway
cfa04066 | HIF-1 signaling pathway
cfa04512 | ECM-receptor interaction
cfa04514 | Cell adhesion molecules
cfa04010 | MAPK signaling pathway

cfa03010 | Ribosome

cfa03013 | Nucleocytoplasmic transport
cfa03460 | Fanconi anemia pathway
cfa03018 | RNA degradation

cfa03030 | DNA replication

cfa05200 | Pathways in cancer

cfa05205 | Proteoglycans in cancer

cfa05165 | Human papillomavirus infection

cfa05206 | MicroRNAs in cancer

cfa05167 | Kaposi sarcoma—associated herpesvirus infection

cfa00010 | Glycolysis / Gluconeogenesis

cfa00051 | Fructose and mannose metabolism

cfa00030 | Pentose phosphate pathway

cfa00520 | Amino sugar and nucleotide sugar metabolism
cfa00052 | Galactose metabolism

cfa04974 | Protein digestion and absorption
cfa04926 | Relaxin signaling pathway

cfa04670 | Leukocyte transendothelial migration
cfa04610 | Complement and coagulation cascades
cfa04922 | Glucagon signaling pathway
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KEGG Enrichment ScatterPlot

cfa03010 | Ribosome -

cfa00010 | Glycolysis / Gluconeogenesis
cfa04510 | Focal adhesion -

cfa04974 | Protein digestion and absorption -
cfa04066 | HIF-1 signaling pathway -
cfa05205 | Proteoglycans in cancer -
cfa04151 | PI3K—-Akt signaling pathway -
cfa04512 | ECM-receptor interaction -
cfa05165 | Human papillomavirus infection -
cfa04145 | Phagosome -

cfa05200 | Pathways in cancer

cfa00051 | Fructose and mannose metabolism -
cfa04514 | Cell adhesion molecules

Pathway

cfa04610 | Complement and coagulation cascades
cfa05230 | Central carbon metabolism in cancer -
cfa04670 | Leukocyte transendothelial migration -
cfa04926 | Relaxin signaling pathway -

cfa03013 | Nucleocytoplasmic transport -

cfa00030 | Pentose phosphate pathway

cfa04137 | Mitophagy — animal -
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GO Term

GO Enrichment ScatterPlot

G0:0051082 | unfolded protein binding -
G0:0006457 | protein folding -

G0:0031072 | heat shock protein binding -
G0:0006270 | DNA replication initiation -
G0:0005524 | ATP binding

G0:0000166 | nucleotide binding A

G0:0042026 | protein refolding -

G0:0005634 | nucleus -

G0:0006260 | DNA replication -

G0:0005832 | chaperonin—containing T-complex -
G0:0005739 | mitochondrion -

G0:0016887 | ATP hydrolysis activity -
G0:0005737 | cytoplasm

G0:0005829 | cytosol A

G0:0002199 | zona pellucida receptor complex -
G0:0098869 | cellular oxidant detoxification
G0:0032405 | MutLalpha complex binding -
G0:1904851 | positive regulation of establishment of protein localizat...
G0:0044183 | protein folding chaperone
G0:0003697 | single—stranded DNA binding -
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Pathway Name

cfa04110 | Cell cycle

cfa04217 | Necroptosis

cfa04218 | Cellular senescence

cfa04810 | Regulation of actin cytoskeleton
cfa04146 | Peroxisome

cfa04151 | PI3K-Akt signaling pathway

cfa04022 | cGMP-PKG signaling pathway
cfa04060 | Cytokine—cytokine receptor interaction
cfa04514 | Cell adhesion molecules

cfa04020 | Calcium signaling pathway

cfa04141 | Protein processing in endoplasmic reticulum
cfa03030 | DNA replication

cfa03430 | Mismatch repair

cfa03015 | mRNA surveillance pathway

cfa03040 | Spliceosome

cfa05200 | Pathways in cancer

cfa05012 | Parkinson disease

cfa05016 | Huntington disease

cfa05010 | Alzheimer disease

cfa05418 | Fluid shear stress and atherosclerosis

cfa00190 | Oxidative phosphorylation

cfa00280 | Valine, leucine and isoleucine degradation
cfa00480 | Glutathione metabolism

cfa00630 | Glyoxylate and dicarboxylate metabolism
cfa00330 | Arginine and proline metabolism

cfa04714 | Thermogenesis

cfa04915 | Estrogen signaling pathway
cfa04621 | NOD-like receptor signaling pathway
cfa04612 | Antigen processing and presentation
cfa04918 | Thyroid hormone synthesis
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KEGG Enrichment ScatterPlot

cfa00190 | Oxidative phosphorylation - .
cfa04141 | Protein processing in endoplasmic reticulum .
cfa05012 | Parkinson disease - .
cfa05016 | Huntington disease .
cfa03030 | DNA re.zpllcatlon- o Gene Number
cfa05200 | Pathways in cancer - ‘
cfa03430 | Mismatch repair o ® 6
cfa05020 | Prion disease - (] @ 11
cfa05010 | Alzheimer disease - ()
cfa04110 | Cell cycle [ ) P.value
cfa04217 | Necroptosis @
cfa05323 | Rheumatoid arthritis - o I 0.00003

cfa04612 | Antigen processing and presentation - @ 0.00006

Pathway

cfa04218 | Cellular senescence @ 0.00009
cfa05418 | Fluid shear stress and atherosclerosis - [ )
cfa04932 | Non—alcoholic fatty liver disease - o 0.00012

cfa04918 | Thyroid hormone synthesis - [
cfa04915 | Estrogen signaling pathway - o
cfa04657 | IL-17 signaling pathway - o

cfa05134 | Legionellosis A o
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GO Term

GO Enrichment ScatterPlot

G0:0051607 | defense response to virus

G0:0045071 | negative regulation of viral genome replication -
G0:0002376 | immune system process -

G0:0009615 | response to virus -

G0:0005829 | cytosol

GO0:0005737 | cytoplasm -

G0:0003725 | double—stranded RNA binding -

G0:0045087 | innate immune response -

G0:0005634 | nucleus -

G0:0060700 | regulation of ribonuclease activity -

G0:0001730 | 2'-5'-oligoadenylate synthetase activity -

G0:0032020 | ISG15—protein conjugation -

G0:0003690 | double—stranded DNA binding -

GO0:0006955 | immune response -

G0:0060337 | type | interferon—mediated signaling pathway -
G0:0035458 | cellular response to interferon—beta

G0:0071360 | cellular response to exogenous dsRNA -

G0:0003723 | RNA binding -

G0:0002230 | positive regulation of defense response to virus by host
G0:0043123 | positive regulation of canonical NF-kappaB signal transdul... -
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Pathway Name

cfa04210 | Apoptosis

cfa04217 | Necroptosis
cfa04145 | Phagosome
cfa04218 | Cellular senescence
cfa04144 | Endocytosis

cfa04668 | TNF signaling pathway
cfa04064 | NF-kappa B signaling pathway
cfa04630 | JAK-STAT signaling pathway
cfa04151 | PI3K-Akt signaling pathway
cfa04514 | Cell adhesion molecules

cfa03050 | Proteasome

cfa03010 | Ribosome

cfa04120 | Ubiquitin mediated proteolysis

cfa04141 | Protein processing in endoplasmic reticulum
cfa03030 | DNA replication

cfa05168 | Herpes simplex virus 1 infection
cfa05164 | Influenza A

cfa05169 | Epstein—Barr virus infection
cfa05162 | Measles

cfa05160 | Hepatitis C

cfa00983 | Drug metabolism — other enzymes
cfa00240 | Pyrimidine metabolism

cfa00190 | Oxidative phosphorylation
cfa00920 | Sulfur metabolism

cfa00592 | alpha-Linolenic acid metabolism

cfa04621 | NOD-like receptor signaling pathway
cfa04625 | C—-type lectin receptor signaling pathway
cfa04612 | Antigen processing and presentation
cfa04380 | Osteoclast differentiation

cfa04623 | Cytosolic DNA-sensing pathway
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KEGG Enrichment ScatterPlot

cfa05164 | Influenza A-

cfa05168 | Herpes simplex virus 1 infection

cfa05169 | Epstein—Barr virus infection -

cfa05162 | Measles -

cfa05160 | Hepatitis C -

cfa04621 | NOD-like receptor signaling pathway -
cfa05170 | Human immunodeficiency virus 1 infection -
cfa05167 | Kaposi sarcoma—associated herpesvirus infection -
cfa05163 | Human cytomegalovirus infection -
cfa04668 | TNF signaling pathway -

cfa05166 | Human T—cell leukemia virus 1 infection -
cfa04612 | Antigen processing and presentation -
cfa05165 | Human papillomavirus infection -

cfa04064 | NF-kappa B signaling pathway -

cfa04210 | Apoptosis -

cfa05140 | Leishmaniasis -

cfa04625 | C-type lectin receptor signaling pathway -
cfa05133 | Pertussis -

cfa05161 | Hepatitis B

cfa05332 | Graft-versus—host disease -
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GO _Term

GO Enrichment ScatterPlot

GO0:0003735 | structural constituent of ribosome -
G0:0005840 | ribosome

G0:0006412 | translation -

G0:0005739 | mitochondrion -

G0:0022627 | cytosolic small ribosomal subunit -
G0:0005743 | mitochondrial inner membrane -
GO0:0005747 | mitochondrial respiratory chain complex | 1
G0:0003723 | RNA binding -

G0:0022625 | cytosolic large ribosomal subunit -
G0:0000398 | mRNA splicing, via spliceosome -
GO0:0070469 | respirasome -

G0:0032981 | mitochondrial respiratory chain complex | assembly -
G0:0008380 | RNA splicing -

G0:0006397 | MRNA processing -

G0:0015935 | small ribosomal subunit -

GO0:0005737 | cytoplasm A

G0:0008137 | NADH dehydrogenase (ubiquinone) activity -
G0:0005758 | mitochondrial intermembrane space -
G0:0000502 | proteasome complex -

G0:0005763 | mitochondrial small ribosomal subunit -
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Pathway Name

cfa04217 | Necroptosis
cfa04218 | Cellular senescence
cfa04144 | Endocytosis
cfa04145 | Phagosome
cfa04110 | Cell cycle

cfa04066 | HIF-1 signaling pathway
cfa04020 | Calcium signaling pathway
cfa04022 | cGMP-PKG signaling pathway
cfa04150 | mTOR signaling pathway
cfa04371 | Apelin signaling pathway

cfa03010 | Ribosome

cfa03040 | Spliceosome

cfa03013 | Nucleocytoplasmic transport
cfa03050 | Proteasome

cfa03018 | RNA degradation

cfa05016 | Huntington disease

cfa05012 | Parkinson disease

cfa05010 | Alzheimer disease

cfa04932 | Non—-alcohaolic fatty liver disease
cfa05200 | Pathways in cancer

cfa00190 | Oxidative phosphorylation

cfa00230 | Purine metabolism

cfa00983 | Drug metabolism — other enzymes
cfa00480 | Glutathione metabolism

cfa00270 | Cysteine and methionine metabolism

cfa04714 | Thermogenesis

cfa04723 | Retrograde endocannabinoid signaling
cfa04260 | Cardiac muscle contraction

cfa04621 | NOD-like receptor signaling pathway
cfa04721 | Synaptic vesicle cycle
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KEGG Enrichment ScatterPlot

cfa03010 | Ribosome -

cfa05016 | Huntington disease -

cfa05012 | Parkinson disease -

¢fa00190 | Oxidative phosphorylation -
cfa05010 | Alzheimer disease -

cfa04714 | Thermogenesis

cfa04932 | Non—alcoholic fatty liver disease
cfa03040 | Spliceosome -

cfa04723 | Retrograde endocannabinoid signaling -
cfa03050 | Proteasome -

cfa03013 | Nucleocytoplasmic transport -

Pathway

cfa00983 | Drug metabolism — other enzymes -
cfa04260 | Cardiac muscle contraction -

cfa03018 | RNA degradation -

cfa03020 | RNA polymerase -

cfa00480 | Glutathione metabolism -

cfa00230 | Purine metabolism

cfa04217 | Necroptosis

cfa04130 | SNARE interactions in vesicular transport -
cfa03008 | Ribosome biogenesis in eukaryotes -
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