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Proper Citation

NCBI BioSample (RRID:SCR_004854)

Resource Information

URL: http://www.ncbi.nim.nih.gov/biosample

Proper Citation: NCBI BioSample (RRID:SCR_004854)

Description: Database containing descriptions of biological source materials used in
experimental assays. Sources include: GenBank, Sequence Read Archive (SRA), Coriell,
ATCC. Submissions are supported by a web-based Submission Portal that guides users
through a series of forms for input of rich metadata describing their samples. As the capacity
and complexity of biological data sets expands, databases face new challenges in ensuring
that the information is adequately organized and described. The NCBI BioSample database
is being developed to help address the challenges by providing the means by which data
generators can organize and describe a broad range of sample types, and link to
corresponding sets of experimental data in archival databases.

Abbreviations: BioSample
Synonyms: BioSample Database, NCBI BioSample Database
Resource Type: database, data or information resource

Defining Citation: PMID:22139929

Keywords: RIN, Resource Information Network, dna, rna, cell, cell line, stem cell,
biomaterial, gold standard

Funding: NLM

Availability: The community can contribute to this resource



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_004854/resolver
http://www.ncbi.nlm.nih.gov/biosample
https://pubmed.ncbi.nlm.nih.gov/22139929

Resource Name: NCBI BioSample

Resource ID: SCR_004854

Alternate IDs: nlx_143929, OMICS_01024
Record Creation Time: 20220129T080226+0000

Record Last Update: 20250412T054922+0000

Ratings and Alerts
No rating or validation information has been found for NCBI BioSample.

No alerts have been found for NCBI BioSample.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 398 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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