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Proper Citation

eggNOG (RRID:SCR_002456)

Resource Information

URL: http://leggnog.embl.de

Proper Citation: eggNOG (RRID:SCR_002456)

Description: A database of orthologous groups of genes. The orthologous groups are
annotated with functional description lines (derived by identifying a common denominator
for the genes based on their various annotations), with functional categories (i.e derived
from the original COG/KOG categories). eggNOG's database currently counts 1.7 million
orthologous groups in 3686 species, covering over 7.7 million proteins (built from 9.6
million proteins). (Jan 30, 2014)

Abbreviations: eggNOG

Synonyms: eggNOG: evolutionary genealogy of genes: Non-supervised Orthologous
Groups, eggNOG (evolutionary genealogy of genes: Non-supervised Orthologous
Groups), evolutionary genealogy of genes: Non-supervised Orthologous Groups

Resource Type: data or information resource, database

Defining Citation: PMID:24297252, PMID:22096231

Keywords: orthologous gene, ortholog, gene, function, FASEB list

Funding: BMBF ;
European Union FP6

Availability: Free, Available for download, Freely available
Resource Name: eggNOG
Resource ID: SCR_002456

Alternate IDs: nif-0000-02789, OMICS_01689



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_002456/resolver
http://eggnog.embl.de
https://pubmed.ncbi.nlm.nih.gov/24297252
https://pubmed.ncbi.nlm.nih.gov/22096231

Record Creation Time: 20220129T080213+0000

Record Last Update: 20260829T182917+0000

Ratings and Alerts
No rating or validation information has been found for eggNOG.

No alerts have been found for eggNOG.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 4095 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Biology, 15(3).

Liu Z, et al. (2026) Chromosome-Level Genome and Organ-Specific Transcriptome of
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Zhang X, et al. (2026) Integrative transcriptomic and metabolomic analysis of Drynaria
roosii reveals genes involved in the biosynthesis of medicinal compounds. Scientific
reports, 16(1).
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Ethiopian children. Communications biology, 9(1).
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Rodrigues GVP, et al. (2026) ViralQuest: a user-friendly interactive pipeline for viral-
sequences analysis and curation. BMC bioinformatics, 27(1).

Bai M, et al. (2026) RrMYB2 Regulates Drought Stress via RrJMJ12-Dependent
Epigenetic Modification in Rosa rugosa. Plant biotechnology journal, 24(3), 1578.
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antibiotic resistome in multi-facility SPF mice. BMC microbiology, 26(1).
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metabolite production by Bacillus velezensis TL and evaluation of its efficacy against
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biology, 6(1), 4.

Hariharan J, et al. (2026) Biogeographical and phylogenetic constraints on horizontal gene
transfer and genome evolution in Streptomyces. Microbiology spectrum, 14(2), e0295825.




