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Resource Information

URL: http://rsnp.psych.ac.cn/

Proper Citation: rSNPBase (RRID:SCR_001947)

Description: Database for curated regulatory single nucleotide polymorphisms (SNPs) to
assist researchers in selecting candidate SNPs for further genetic studies (especially for QTL
studies), identifying causal variants of certain phenotypes, and exploring in-depth molecular
mechanisms. It is characterized by several unique features: (i) To improve reliability, all
SNPs in rSNPBase are annotated with reference to experimentally supported regulatory
elements. (ii) rSNPBase focuses on rSNPs involved in a wide range of regulation types,
including proximal and distal transcriptional regulation and post-transcriptional regulation,
and identifies their potentially regulated genes. (iii) Linkage disequilibrium (LD) correlations
between SNPs were analysed so that the regulatory feature is annotated to SNP-set rather
than a single SNP. (iv) rSNPBase provides the spatio-temporal labels and experimental
eQTL labels for SNPs.

Abbreviations: rSNPBase
Synonyms: rSNPBase - A database for curated regulatory SNPs
Resource Type: data or information resource, database

Defining Citation: PMID:24285297

Keywords: single nucleotide polymorphism, linkage disequibrilium, regulatory annotation,
regulatory single nucleotide polymorphism, regulatory element, FASEB list

Funding:



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_001947/resolver
http://rsnp.psych.ac.cn/
https://pubmed.ncbi.nlm.nih.gov/24285297

Availability: Free, Public

Resource Name: rSNPBase

Resource ID: SCR_001947

Alternate IDs: OMICS 01929

Record Creation Time: 20220129T080210+0000

Record Last Update: 20250502T055310+0000

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

No alerts have been found for rSNPBase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 52 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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