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KEGG level1 stats

Aging
Amino acid metabolism

Biosynthesis of other secondary metabolites
Cancer: overview

Carbohydrate metabolism
Cardiovascular disease

Cell growth and death
Cellular community − prokaryotes

Drug resistance: antimicrobial
Drug resistance: antineoplastic

Endocrine and metabolic disease
Endocrine system

Energy metabolism
Environmental adaptation

Folding, sorting and degradation
Glycan biosynthesis and metabolism

Immune disease
Immune system

Infectious disease: bacterial
Lipid metabolism

Membrane transport
Metabolism of cofactors and vitamins

Metabolism of other amino acids
Metabolism of terpenoids and polyketides

Nervous system
Neurodegenerative disease

Nucleotide metabolism
Poorly characterized

Protein families: genetic information processing
Protein families: metabolism

Protein families: signaling and cellular processes
Replication and repair

Signal transduction
Transcription

Translation
Transport and catabolism

Unclassified: genetic information processing
Unclassified: metabolism

Unclassified: signaling and cellular processes
Xenobiotics biodegradation and metabolism
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KEGG level2 stats

Amino sugar and nucleotide sugar metabolism [PATH:ko00520]
Antifolate resistance [PATH:ko01523]
Base excision repair [PATH:ko03410]

Cell cycle − Caulobacter [PATH:ko04112]
Chaperones and folding catalysts [BR:ko03110]

Chromosome and associated proteins [BR:ko03036]
Cysteine and methionine metabolism [PATH:ko00270]
DNA repair and recombination proteins [BR:ko03400]

DNA replication [PATH:ko03030]
DNA replication proteins [BR:ko03032]

Drug metabolism − other enzymes [PATH:ko00983]
Enzymes with EC numbers

Exosome [BR:ko04147]
Folate biosynthesis [PATH:ko00790]

Function unknown
General function prediction only

Homologous recombination [PATH:ko03440]
Legionellosis [PATH:ko05134]

Longevity regulating pathway − worm [PATH:ko04212]
Messenger RNA biogenesis [BR:ko03019]

MicroRNAs in cancer [PATH:ko05206]
Mismatch repair [PATH:ko03430]

Mitochondrial biogenesis [BR:ko03029]
Nucleotide excision repair [PATH:ko03420]
One carbon pool by folate [PATH:ko00670]

Peptidases and inhibitors [BR:ko01002]
Peptidoglycan biosynthesis and degradation proteins [BR:ko01011]

Prokaryotic defense system [BR:ko02048]
Purine metabolism [PATH:ko00230]

Pyrimidine metabolism [PATH:ko00240]
RNA degradation [PATH:ko03018]

Replication and repair
Secretion system [BR:ko02044]

Signaling proteins
Spinocerebellar ataxia [PATH:ko05017]

Transcription factors [BR:ko03000]
Transcription machinery [BR:ko03021]

Tuberculosis [PATH:ko05152]
Two−component system [PATH:ko02020]
Type I diabetes mellitus [PATH:ko04940]
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Additional file 3. The annotation results of gut DNA virome of migratory seagulls.
a. Virus identification results of DNA virome
b. Virus classification results of DNA virome
c. The UniProt functional annotation results
d. KEGG annotation results in level 1
e. KEGG annotation results in level 2
f. KEGG annotation results in level 3
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