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Proper Citation

eggNOG-mapper (RRID:SCR_021165)

Resource Information

URL.: http://eggnog-mapper.embl.de

Proper Citation: eggNOG-mapper (RRID:SCR_021165)

Description: Software tool for functional annotation of large sets of sequences based on fast
orthology assignments using precomputed eggNOG V5.0 clusters and phylogenies.

Synonyms: eggNOG-mapper v2, eggNOG v5.0
Resource Type: software resource

Defining Citation: PMID:28460117

Keywords: Functional annotation, sequences large sets, fast orthology assignments,
eggNOG v5.0 clusters, phylogenies

Funding:

Resource Name: eggNOG-mapper

Resource ID: SCR_021165

Record Creation Time: 20220129T080354+0000

Record Last Update: 20250420T015109+0000

Ratings and Alerts

No rating or validation information has been found for eggNOG-mapper.



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_021165/resolver
http://eggnog-mapper.embl.de
https://pubmed.ncbi.nlm.nih.gov/28460117

No alerts have been found for eggNOG-mapper.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 220 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.

YiL, et al. (2025) Chromosome-level genome assemblies of sunflower oilseed and
confectionery cultivars. Scientific data, 12(1), 24.

Oriowo TO, et al. (2025) A chromosome-level, haplotype-resolved genome assembly and
annotation for the Eurasian minnow (Leuciscidae: Phoxinus phoxinus) provide evidence of
haplotype diversity. GigaScience, 14.

Almeida-Santos AC, et al. (2025) The healthy human gut can take it all: vancomycin-
variable, linezolid-resistant strains and specific bacteriocin-species interplay in Enterococcus
spp. Applied and environmental microbiology, 91(1), €0169924.

Hooykaas MJG, et al. (2025) Crown Gall Induced by a Natural Isolate of Brucella
(Ochrobactrum) pseudogrignonense Containing a Tumor-Inducing Plasmid. Microorganisms,
13(2).

Wu X, et al. (2025) Genome-Wide Identification, Phylogenetic Evolution, and Abiotic Stress
Response Analyses of the Late Embryogenesis Abundant Gene Family in the Alpine Cold-
Tolerant Medicinal Notopterygium Species. International journal of molecular sciences,
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