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Proper Citation

DNA DataBank of Japan (DDBJ) (RRID:SCR_002359)

Resource Information

URL: http://www.ddbj.nig.ac.jp

Proper Citation: DNA DataBank of Japan (DDBJ) (RRID:SCR_002359)

Description: Maintains and provides archival, retrieval and analytical resources for
biological information. Central DDBJ resource consists of public, open-access nucleotide
seqguence databases including raw sequence reads, assembly information and functional
annotation. Database content is exchanged with EBI and NCBI within the framework of the
International Nucleotide Sequence Database Collaboration (INSDC). In 2011, DDBJ
launched two new resources: DDBJ Omics Archive and BioProject. DOR is archival
database of functional genomics data generated by microarray and highly parallel new
generation sequencers. Data are exchanged between the ArrayExpress at EBI and DOR
in the common MAGE-TAB format. BioProject provides organizational framework to
access metadata about research projects and data from projects that are deposited into
different databases.

Abbreviations: DDBJ

Synonyms: DNA DataBank of Japan (DDBJ), DNA DataBank of Japan, DDBJ, DNA Data
Bank of Japan, DDBJ - DNA Data Bank of Japan

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

Defining Citation: PMID:26578571, PMID:25477381

Keywords: nucleotide sequence, genome, dna, dna database, dna research, nucleotide,
phylogenetics, protein, sequence, protein binding, gene expression, gene, genetics,
nucleoid, genomics, protein binding, gold standard, bio.tools, FASEB list

Funding: Japanese Ministry of Education Culture Sports Science and Technology MEXT

Availability: Free, Freely available,
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Resource Name: DNA DataBank of Japan (DDBJ)

Resource ID: SCR_002359

Alternate IDs: OMICS_ 01644, biotools:ddbj, nif-0000-02740, r3d100010218
Alternate URLSs: https://bio.tools/ddbj, https://doi.org/10.17616/R3MO1R
Record Creation Time: 20220129T080213+0000

Record Last Update: 20260731T042626+0000

Ratings and Alerts
No rating or validation information has been found for DNA DataBank of Japan (DDBJ).

No alerts have been found for DNA DataBank of Japan (DDBJ).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 627 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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