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Proper Citation

ADMIXTOOLS (RRID:SCR_018495)

Resource Information

URL: https://github.com/DReichLab/AdmixTools

Proper Citation: ADMIXTOOLS (RRID:SCR_018495)

Description: Software package that supports formal tests of whether admixture occurred,
and makes it possible to infer admixture proportions and dates.

Resource Type: software toolkit, software resource

Defining Citation: PMID:22960212

Keywords: Formal test support, admixture, infer admixture proportion, infer admixture
date, bio.tools

Funding: U.S. National Science Foundation HOMINID ;
NIGMS GM100233

Availability: Free, Available for download, Freely available

Resource Name: ADMIXTOOLS

Resource ID: SCR_018495

Alternate IDs: biotools:admixtools

Alternate URLs: http://genetics.med.harvard.edu/reich/Reich_Lab/Software.html.,
https://bio.tools/admixtools

Record Creation Time: 20220129T080340+0000

Record Last Update: 20260803T040748+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_018495/resolver
https://github.com/DReichLab/AdmixTools
https://pubmed.ncbi.nlm.nih.gov/22960212


No rating or validation information has been found for ADMIXTOOLS.

No alerts have been found for ADMIXTOOLS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 222 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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canids. Communications biology, 9(1), 68.
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primate radiation. Proceedings of the National Academy of Sciences of the United States
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Cuesta-Aguirre DR, et al. (2026) The genetic landscape of northeastern Iberian
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speakers in Mainland Southeast Asia. Communications biology, 9(1).
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Ketchum RN, et al. (2026) Genomic signatures of speciation and adaptation in the
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ancient genomes. iScience, 29(6), 115974.
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Genome biology, 26(1), 248.
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Northern Iranian Plateau, from the Copper Age to the Sassanid Empire. Scientific reports,
15(1), 16530.

Chen G, et al. (2025) Population Genomic Analysis Provides Insights Into the Evolution
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applications, 18(8), e70134.

Chen Z, et al. (2025) Ancient DNA from Shimao city records kinship practices in Neolithic
China. Nature, 648(8094), 659.

Scarsbrook L, et al. (2025) A 120-y time series of genomes reveals the consequences of
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Communications biology, 8(1), 1299.


