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Proper Citation

Ensembl Bacteria (RRID:SCR_008679)

Resource Information

URL: http://bacteria.ensembl.org/index.html

Proper Citation: Ensembl Bacteria (RRID:SCR_008679)

Description: The Ensembl Genomes project produces genome databases for important
species from across the taxonomic range, using the Ensembl software system. Five sites
are now available, one of which is Ensembl Bacteria, which houses bacterial species. All
bacterial collections in Ensembl Bacteria have been updated with the latest data from ENA
and UniProtKB. New genomes have been added to Escherichia/Shigella (3 additional
genomes) and Staphylococcus (3 additional genomes). The mapping of array probes has
been expanded to all genomes in the Escherichia/Shigella and Staphylococcus
collections. Ensembl Bacteria also now features improved interfaces for selecting regions
of circular molecules a new visualisation allowing the large scale comparison of multiple
genomes. In multi-synteny view, users can select multiple genomes and observe the
syntenic relationships between them. Sponsors: EnsembBacteria is a project run by EMBL
- EBI to maintain annotation on selected genomes, based on the software developed in
the Ensembl project developed jointly by the EBI and the Wellcome Trust Sanger Institute.

Synonyms: EnsemblBacteria
Resource Type: data or information resource, database

Keywords: escherichia, array, bacterial, bacterium, circular, database, genome, mapping,
molecule, proble, shigella, software, specie, staphyococcus, taxonomic, visualization,
FASEB list

Resource Name: Ensembl Bacteria
Resource ID: SCR_008679
Alternate IDs: r3d100011195, nif-0000-33711

Alternate URLSs: https://doi.org/10.17616/R3WD1C, https://doi.org/10.17616/R3WD1C
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Record Creation Time: 20220129T080248+0000

Record Last Update: 20260729T044213+0000

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

No alerts have been found for Ensembl Bacteria.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 78 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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