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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: data repository, data or information resource, database, storage service
resource, 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://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/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: 20260804T043139+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 NIF .
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oncology, 63, 102575.
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63, 102592.
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Tumors. Cancer discovery, 15(2), 286.
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Associated with Clinical Outcomes in Multiple Myeloma. Blood cancer discovery, 6(3),
203.
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Utah Population. Cancer research communications, 5(7), 1228.
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immunotherapy based on PD-L1 expression, circulating tumor DNA and T-cell receptor
profiles in advanced gastric cancer. Cancer immunology, immunotherapy : Cll, 75(1), 12.

Stanciu A, et al. (2025) Personalized ctDNA detection and genomic profiling in the
NeoRHEA Study. NPJ breast cancer, 11(1), 137.
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Carcinoma and Its Association with Host Genomic and Transcriptomic Alterations. Cancer
discovery, 15(8), 1630.

Wisniewski DJ, et al. (2025) Dual inhibition of EGFR and PI3Kinase signaling in EGFR
amplified triple negative breast cancer cells induces apoptosis and reduces tumor growth.
bioRxiv : the preprint server for biology.

Sina M, et al. (2025) Germline testing of Iranian families suspected of Lynch syndrome:
molecular characterization and current surveillance of families with pathogenic variants in
MSH2 , MSH6 , and PMS2. European journal of cancer prevention : the official journal of
the European Cancer Prevention Organisation (ECP), 34(4), 349.

Wang J, et al. (2025) CAUSALdb2: an updated database for causal variants of complex
traits. Nucleic acids research, 53(D1), D1295.

Hendricks RM, et al. (2025) Genome-first determination of the prevalence and penetrance
of eight germline myeloid malignancy predisposition genes: a study of two population-
based cohorts. Leukemia, 39(2), 400.

Tremmel R, et al. (2025) Translating pharmacogenomic sequencing data into drug
response predictions-How to interpret variants of unknown significance. British journal of
clinical pharmacology, 91(2), 252.
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breast cancer outcomes in Black women. EMBO reports, 26(1), 245.

Kokuryo T, et al. (2025) Whole-genome Sequencing Analysis of Bile Tract Cancer
Reveals Mutation Characteristics and Potential Biomarkers. Cancer genomics &
proteomics, 22(1), 34.

Huang X, et al. (2025) Mutation spectra and genotype???phenotype analysis of congenital
hypothyroidism in a neonatal population. Biomedical reports, 22(2), 30.

Hou Z, et al. (2025) An isolated 17,20-lyase deficiency patient achieved a successful live
birth after in vitro fertilization: a case report and narrative review. Journal of assisted
reproduction and genetics, 42(2), 679.




