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Ensembl Genomes

RRID:SCR_006773
Type: Tool

Proper Citation

Ensembl Genomes (RRID:SCR_006773)

Resource Information

URL: http://www.ensemblgenomes.org/

Proper Citation: Ensembl Genomes (RRID:SCR_006773)

Description: Database portal offering integrated access to genome-scale data from non-
vertebrate species of scientific interest, developed using the Ensembl genome annotation
and visualization platform. Ensembl Genomes consists of five sub-portals (for bacteria,
protists, fungi, plants and invertebrate metazoa) designed to complement the availability of
vertebrate genomes in Ensembl. Many of the databases supporting the portal have been
built in close collaboration with the scientific community - essential for maintaining the
accuracy and usefulness of the resource. A common set of user interfaces (which include
a graphical genome browser, FTP, BLAST search, a query optimized data warehouse,
programmatic access, and a Perl API) is provided for all domains. Data types incorporated
include annotation of (protein and non-protein coding) genes, cross references to external
resources, and high throughput experimental data (e.g. data from large scale studies of
gene expression and polymorphism visualized in their genomic context). Additionally,
extensive comparative analysis has been performed, both within defined clades and
across the wider taxonomy, and sequence alignments and gene trees resulting from this
can be accessed through the site.

Synonyms: Ensembl Genomes: Extending Ensembl across the taxonomic space,
EnsemblGenomes, Ensembl Genome

Resource Type: data or information resource, database, data access protocol, software
resource, web service

Defining Citation: PMID:24163254, PMID:19884133

Keywords: genome, gold standard, bio.tools, FASEB list

Funding: European Molecular Biology Laboratory ;
European Union FELICS 021902 (RI13);
BBSRC BB/F019793/1
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Resource Name: Ensembl Genomes

Resource ID: SCR_006773

Alternate IDs: r3d100011197, OMICS_01648, nIx_65207, biotools:ensembl_genomes
Alternate URLSs: https://bio.tools/ensembl_genomes, https://doi.org/10.17616/R3MW6M
Record Creation Time: 20220129T080238+0000

Record Last Update: 20260729T044139+0000

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

No alerts have been found for Ensembl Genomes.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 276 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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