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Proper Citation

DDBJ Sequence Read Archive (RRID:SCR_001370)

Resource Information

URL.: http://trace.ddbj.nig.ac.jp/dra/

Proper Citation: DDBJ Sequence Read Archive (RRID:SCR_001370)

Description: Archive database for output data generated by next-generation sequencing
machines including Roche 454 GS System, Illumina Genome Analyzer, Applied Biosystems
SOLID System, and others. DRA is a member of the International Nucleotide Sequence
Database Collaboration (INSDC) and archiving the data in a close collaboration with NCBI
Sequence Read Archive (SRA) and EBI Sequence Read Archive (ERA). Please submit the
trace data from conventional capillary sequencers to DDBJ Trace Archive.

Abbreviations: DRA

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

Defining Citation: PMID:22009675, PMID:21062823

Keywords: sequence, next-generation sequencing, sequence read, FASEB list
Funding: Japanese Ministry of Education Culture Sports Science and Technology MEXT
Resource Name: DDBJ Sequence Read Archive

Resource ID: SCR_001370

Alternate IDs: OMICS 01027, nlx_152515

Record Creation Time: 20220129T080207+0000
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Ratings and Alerts
No rating or validation information has been found for DDBJ Sequence Read Archive.

No alerts have been found for DDBJ Sequence Read Archive.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 66 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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