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Proper Citation

LDAK (RRID:SCR_015504)

Resource Information

URL: http://ldak.org/

Proper Citation: LDAK (RRID:SCR_015504)

Description: Software that analyzes and estimates heritability. LDAK adjusts for linkage
disequilibrium (LD) by calculating SNP weightings which downweight the contribution of
SNPs in highly tagged regions.

Resource Type: software resource, software application, data analysis software, data
processing software

Defining Citation: PMID:28530675

Keywords: linkage disequilibrium, ld, snp, snp weight, heritability

Availability: Free, Available for download

Resource Name: LDAK

Resource ID: SCR_015504

Record Creation Time: 20220129T080326+0000

Record Last Update: 20260808T190024+0000

Ratings and Alerts

No rating or validation information has been found for LDAK.

No alerts have been found for LDAK.

Data and Source Information

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_015504/resolver
http://ldak.org/
https://pubmed.ncbi.nlm.nih.gov/28530675


Source: SciCrunch Registry

Usage and Citation Metrics

We found 124 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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communications, 17(1).

Chen X, et al. (2026) Comprehensive benchmarking single and multi ancestry polygenic
score methods with the PGS-hub platform. Nature communications, 17(1).
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Heritable and Polygenic. Journal of animal breeding and genetics = Zeitschrift fur
Tierzuchtung und Zuchtungsbiologie, 143(1), 35.

Berrandou TE, et al. (2026) Multi-trait and Gene-Based Analyses Identify Genetic Variants
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for health sciences.

Mutz J, et al. (2026) Metabolomic ageing (MileAge) in mid-life predicts incident vascular,
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Alzheimer's Association, 22(5), e71280.

Lai D, et al. (2026) Genome-wide meta-analyses of cross substance use disorders in
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Translational psychiatry, 15(1), 98.
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Hatzikotoulas K, et al. (2025) Translational genomics of osteoarthritis in 1,962,069
individuals. Nature, 641(8065), 1217.
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and dorsal root ganglia. The Journal of clinical investigation, 135(24).
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and molecular data discovers distinct RA endotypes. medRxiv : the preprint server for
health sciences.
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communications, 16(1), 6726.
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Cai W, et al. (2025) Mammary gland multi-omics data reveals new genetic insights into
milk production traits in dairy cattle. PLoS genetics, 21(4), e1011675.


