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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 resource, software toolkit

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

Record Creation Time: 20220129T080340+0000
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Ratings and Alerts
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 176 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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