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Proper Citation

EBI Genomes (RRID:SCR_002426)

Resource Information

URL: http://www.ebi.ac.uk/genomes

Proper Citation: EBI Genomes (RRID:SCR_002426)

Description: The EBI genomes pages give access to a large number of complete
genomes including bacteria, archaea, viruses, phages, plasmids, viroids and eukaryotes.
Methods using whole genome shotgun data are used to gain a large amount of genome
coverage for an organism. WGS data for a growing number of organisms are being
submitted to DDBJ/EMBL/GenBank. Genome entries have been listed in their appropriate
category which may be browsed using the website navigation tool bar on the left. While
organelles are all listed in a separate category, any from Eukaryota with chromosome
entries are also listed in the Eukaryota page. Within each page, entries are grouped and
sorted at the species level with links to the taxonomy page for that species separating
each group. Within each species, entries whose source organism has been categorized
further are grouped and numbered accordingly. Links are made to: * taxonomy * complete
EMBL flatfile * CON files * lists of CON segments * Project * Proteomes pages * FASTA
file of Proteins * list of Proteins

Synonyms: Genomes Pages - At the EBI, ENA Genomes Server
Resource Type: data or information resource, data set

Keywords: eukaryote genome, gene, gene browser, genome, archaea genome, bacteria
genome, phage genome, plasmid genome, viroid genome, viruse genome, sequence,
protein, nucleotide, complete genome, gold standard

Resource Name: EBI Genomes
Resource ID: SCR_002426
Alternate IDs: nif-0000-02778

Record Creation Time: 20220129T080213+0000



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002426/resolver
http://www.ebi.ac.uk/genomes

Record Last Update: 20260728T043128+0000

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

No alerts have been found for EBI Genomes.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 26 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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