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Proper Citation

NCBI BioSample (RRID:SCR_004854)

Resource Information

URL: http://www.ncbi.nlm.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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Koubínová D, et al. (2024) Microsatellite Content in 397 Nuclear Exons and Their Flanking 
Regions in the Fern Family Ophioglossaceae. Plants (Basel, Switzerland), 13(5).
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19(1), e0296847.
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Choi S, et al. (2024) Dissemination of pathogenic bacteria is reinforced by a MARTX toxin 
effector duet. Nature communications, 15(1), 6218.

Bergström A, et al. (2024) Improving data archiving practices in ancient genomics. Scientific 
data, 11(1), 754.
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Carcinoma (HepG2) Cell Line. Current issues in molecular biology, 46(5), 4251.
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6(1), 61.
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15(1), 8084.

Chu YH, et al. (2024) Molecular mechanisms underlying gene regulatory variation of maize 
metabolic traits. The Plant cell, 36(9), 3709.

Wang Z, et al. (2024) Distinct prophage gene profiles of Staphylococcus aureus strains from 
atopic dermatitis patients and healthy individuals. Microbiology spectrum, 12(8), e0091524.

Knjaz M, et al. (2024) First regional reference database of northern Adriatic diatom 
transcriptomes. Scientific reports, 14(1), 16209.
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rechange due to long-term irrigation with wastewater. PloS one, 19(4), e0299518.
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e24419.

Tapia AC, et al. (2024) RNA-clique: a method for computing genetic distances from RNA-seq 
data. BMC bioinformatics, 25(1), 205.

Kambara K, et al. (2024) Data from collection and analysis of RNA sequencing data from 
pearl millet. Data in brief, 55, 110592.


