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LOCUSZOOM

RRID:SCR_009257
Type: Tool

Proper Citation

LOCUSZOOM (RRID:SCR_009257)

Resource Information

URL: http://genome.sph.umich.edu/wiki/LocusZoom

Proper Citation: LOCUSZOOM (RRID:SCR_009257)

Description: Software application designed to facilitate viewing of local association
results together with useful information about a locus, such as the location and orientation
of the genes it includes, linkage disequilibrium coefficients and local estimates of
recombination rates. It was developed by popular demand, as a result of many questions
we have had about How did you make the figures in your talk? or How did you make the
figures for your GWAS paper? (entry from Genetic Analysis Software)

Abbreviations: LOCUSZOOM

Resource Type: software application, software resource
Keywords: gene, genetic, genomic

Resource Name: LOCUSZOOM

Resource ID: SCR_009257

Alternate IDs: nix_154436

Record Creation Time: 20220129T080251+0000

Record Last Update: 20260727T040447+0000

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

No alerts have been found for LOCUSZOOM.

Data and Source Information



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_009257/resolver
http://genome.sph.umich.edu/wiki/LocusZoom

Source: SciCrunch Registry

Usage and Citation Metrics
We found 719 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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33(3), 1425.
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SunY, et al. (2025) Genome-Wide Association Study Reveals a Causal Relationship
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Pan Q, et al. (2025) A genome-wide association study identifies genetic variants
associated with hip pain in the UK Biobank cohort (N = 221,127). Scientific reports, 15(1),
2812.
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colorectal cancer stratified by tumour location. Scientific reports, 15(1), 2423.
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cardiometabolic risk in children and adolescents. EBioMedicine, 112, 105537.

Gong R, et al. (2025) Genetic Variants of UGP2 and FBP2 in the Glycolysis Pathway
Independently Predict Survival of Patients with HBV-Related Hepatocellular Carcinoma.
Journal of hepatocellular carcinoma, 12, 1155.
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3801.
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Translational psychiatry, 15(1), 479.
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