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Proper Citation

Ensembl Metazoa (RRID:SCR_000800)

Resource Information

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

Proper Citation: Ensembl Metazoa (RRID:SCR_000800)

Description: Ensembl Genomes project produces genome databases for important
species from across taxonomic range, using Ensembl software system. Five sites are now
available, one of which is Ensembl Metazoa, which houses metazoan species.

Synonyms: EnsemblMetazoa

Resource Type: database, data or information resource

Defining Citation: PMID:21785142

Keywords: database, genome, metazoan, software, specie, taxonomic, FASEB list

Funding: EMBL - EBI

Resource Name: Ensembl Metazoa

Resource ID: SCR_000800

Alternate IDs: r3d100011198, nif-0000-33714

Record Creation Time: 20220129T080203+0000

Record Last Update: 20260725T191117+0000

Ratings and Alerts

No rating or validation information has been found for Ensembl Metazoa.

No alerts have been found for Ensembl Metazoa.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_000800/resolver
http://metazoa.ensembl.org/index.html
https://pubmed.ncbi.nlm.nih.gov/21785142


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 37 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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