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Description: Public archive providing a comprehensive record of the world''''s nucleotide 
sequencing information, covering raw sequencing data, sequence assembly information and 
functional annotation. All submitted data, once public, will be exchanged with the NCBI and 
DDBJ as part of the INSDC data exchange agreement. The European Nucleotide Archive 
(ENA) captures and presents information relating to experimental workflows that are based 
around nucleotide sequencing. A typical workflow includes the isolation and preparation of 
material for sequencing, a run of a sequencing machine in which sequencing data are 
produced and a subsequent bioinformatic analysis pipeline. ENA records this information in a 
data model that covers input information (sample, experimental setup, machine 
configuration), output machine data (sequence traces, reads and quality scores) and 
interpreted information (assembly, mapping, functional annotation). Data arrive at ENA from 
a variety of sources including submissions of raw data, assembled sequences and 
annotation from small-scale sequencing efforts, data provision from the major European 
sequencing centers and routine and comprehensive exchange with their partners in the 
International Nucleotide Sequence Database Collaboration (INSDC). Provision of nucleotide 
sequence data to ENA or its INSDC partners has become a central and mandatory step in 
the dissemination of research findings to the scientific community. ENA works with 
publishers of scientific literature and funding bodies to ensure compliance with these 
principles and to provide optimal submission systems and data access tools that work 
seamlessly with the published literature. ENA is made up of a number of distinct databases 
that includes the EMBL Nucleotide Sequence Database (Embl-Bank), the newly established 
Sequence Read Archive (SRA) and the Trace Archive. The main tool for downloading ENA 
data is the ENA Browser, which is available through REST URLs for easy programmatic use. 
All ENA data are available through the ENA Browser. Note: EMBL Nucleotide Sequence 
Database (EMBL-Bank) is entirely included within this resource.

Abbreviations: ENA

Synonyms: ENA, European Nucleotide Archive

Resource Type: data or information resource, service resource, data repository, database, 
storage service resource

Defining Citation: PMID:20972220

Keywords: analysis, bioinformatics, dna, nucleotide, sequencing, web service, rna, 
molecular biology, nucleotide sequence, protein, gene expression, gene, genome, 
biochemistry, molecular structure, metabolite, protein binding, chemogenomics, gold 
standard

Funding: EMBL ;
Wellcome Trust ;
European Union

Availability: Public, The community can contribute to this resource, Acknowledgement 
requested

https://pubmed.ncbi.nlm.nih.gov/20972220


Resource Name: European Nucleotide Archive (ENA)

Resource ID: SCR_006515

Alternate IDs: OMICS_01029, nif-0000-32981

Alternate URLs: http://www.ebi.ac.uk/embl/

Record Creation Time: 20220129T080236+0000

Record Last Update: 20250412T055101+0000

Ratings and Alerts

No rating or validation information has been found for European Nucleotide Archive (ENA).

No alerts have been found for European Nucleotide Archive (ENA).

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 1242 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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