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Proper Citation

RegulomeDB (RRID:SCR_017905)

Resource Information

URL: http://www.regulomedb.org/

Proper Citation: RegulomeDB (RRID:SCR_017905)

Description: Database that annotates SNPs with known and predicted regulatory
elements in intergenic regions of H. sapiens genome. Known and predicted regulatory
DNA elements include regions of DNAase hypersensitivity, binding sites of transcription
factors, and promoter regions that have been biochemically characterized to regulation
transcription. Source of these data include public datasets from GEO, ENCODE project,
and published literature.

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

Defining Citation: PMID:22955989

Keywords: Annotate, SNP, regulatory, DNA, element, intergenic, region, human,
genome, sequence, DNAase, hypersensitivity, binding, site, transcription, factor, promoter,
region, data, FASEB list

Funding: NHGRI U54 HG 004558;
Beta Cell Consortium

Availability: Free, Freely available

Resource Name: RegulomeDB

Resource ID: SCR_017905

Record Creation Time: 20220129T080337+0000

Record Last Update: 20260731T043016+0000

Ratings and Alerts


https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_017905/resolver
http://www.regulomedb.org/
https://pubmed.ncbi.nlm.nih.gov/22955989

No rating or validation information has been found for RegulomeDB.

No alerts have been found for RegulomeDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 123 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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immunology, 15, 1440454.
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research, 38(2), 149.
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Variants in Breast Tumors in a Genome-wide Study. Cancer research communications,
4(6), 1597.

Wang H, et al. (2024) Potentially functional variants of ERRFI1 in hypoxia-related genes
predict survival of non-small cell lung cancer patients. Cancer medicine, 13(15), e70073.




