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Proper Citation

HaploReg (RRID:SCR_006796)

Resource Information

URL: http://www.broadinstitute.org/mammals/haploreg/haploreg.php

Proper Citation: HaploReg (RRID:SCR_006796)

Description: HaploReg is a tool for exploring annotations of the noncoding genome at
variants on haplotype blocks, such as candidate regulatory SNPs at disease-associated
loci. Using linkage disequilibrium (LD) information from the 1000 Genomes Project, linked
SNPs and small indels can be visualized along with their predicted chromatin state in nine
cell types, conservation across mammals, and their effect on regulatory motifs. HaploReg
is designed for researchers developing mechanistic hypotheses of the impact of non-
coding variants on clinical phenotypes and normal variation.

Abbreviations: HaploReg
Resource Type: data or information resource, database

Defining Citation: PMID:22064851

Keywords: chromatin state, conservation, regulatory motif, alteration, variant, chromatin,
motif, annotation, genome, variation, genome-wide association study, refsnp, refseq gene,
snp, bio.tools, FASEB list

Funding: NHGRI R01-HG004037,
NHGRI RC1-HG005334;
NSF 0644282

Resource Name: HaploReg
Resource ID: SCR_006796
Alternate IDs: biotools:HaploReg, nix_151407

Alternate URLSs: http://compbio.mit.edu/HaploReg, https://bio.tools/HaploReg
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https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_006796/resolver
http://www.broadinstitute.org/mammals/haploreg/haploreg.php
https://pubmed.ncbi.nlm.nih.gov/22064851

Record Creation Time: 20220129T080238+0000

Record Last Update: 20260729T044139+0000

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

No alerts have been found for HaploReg.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1004 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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