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Proper Citation

ADMIXMAP (RRID:SCR_009035)

Resource Information

URL.: http://www.homepages.ed.ac.uk/pmckeigu/admixmap/index.html

Proper Citation: ADMIXMAP (RRID:SCR_009035)

Description: General-purpose program for modelling admixture, using marker genotypes
and trait data on a sample of individuals from an admixed population (such as African-
Americans), where the markers have been chosen to have extreme differentials in allele
frequencies between two or more of the ancestral populations between which admixture has
occurred. The main difference between ADMIXMAP and classical programs for estimation of
admixture such as ADMIX is that ADMIXMAP is based on a multilevel model for the
distribution of individual admixture in the population and the stochastic variation of ancestry
on hybrid chromosomes. This makes it possible to model the associations of ancestry
between linked marker loci, and the association of a trait with individual admixture or with
ancestry at a linked marker locus. (entry from Genetic Analysis Software)

Abbreviations: ADMIXMAP

Synonyms: Admixture mapping

Resource Type: software application, software resource

Keywords: gene, genetic, genomic, c++, linux, ms-windows, bio.tools
Funding:

Resource Name: ADMIXMAP

Resource ID: SCR_009035



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_009035/resolver
http://www.homepages.ed.ac.uk/pmckeigu/admixmap/index.html

Alternate IDs: nlx_153999, biotools:admixmap
Alternate URLSs: https://bio.tools/admixmap
Record Creation Time: 20220129T080250+0000

Record Last Update: 20250502T055834+0000

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

No alerts have been found for ADMIXMAP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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