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Proper Citation

dbSNP (RRID:SCR_002338)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/SNP/

Proper Citation: dbSNP (RRID:SCR_002338)

Description: Database as central repository for both single base nucleotide substitutions
and short deletion and insertion polymorphisms. Distinguishes report of how to assay SNP
from use of that SNP with individuals and populations. This separation simplifies some
issues of data representation. However, these initial reports describing how to assay SNP
will often be accompanied by SNP experiments measuring allele occurrence in individuals
and populations. Community can contribute to this resource.

Abbreviations: dbSNP

Synonyms: dbSNP: Database for Short Genetic Variations, Entrez SNP - Single
Nucleotide Polymorphism, SNV Database, NCBI SNV Database, NCBI Short Genetic
Variations Database, NCBI Short Genetic Variations, NCBI Single Nucleotide
Polymorphism, Entrez SNP, dbSNP, NCBI Short Genetic Variations (SNV) database

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

Defining Citation: PMID:21154707

Keywords: insertion, polymorphism, short, deletion, single, nucleotide, genetic, variation,
genomics, genotype, disease, allele, microsatellite, marker, multinucleotide, heterozygous,
sequence, gold standard, bio.tools

Funding: NLM
Availability: Free, Freely available
Resource Name: dbSNP

Resource ID: SCR_002338



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_002338/resolver
http://www.ncbi.nlm.nih.gov/SNP/
https://pubmed.ncbi.nlm.nih.gov/21154707

Alternate IDs: nif-0000-02734, biotools:dbsnp, OMICS 00264, r3d100010652

Alternate URLSs: http://www.ncbi.nim.nih.gov/projects/SNP/, https://bio.tools/dbsnp,
https://doi.org/10.17616/R3XG81

Record Creation Time: 20220129T080212+0000

Record Last Update: 20260729T044024+0000

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

No alerts have been found for dbSNP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 8619 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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amplified triple negative breast cancer cells induces apoptosis and reduces tumor growth.
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