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Type: Tool

Proper Citation

Hapmix (RRID:SCR_004203)

Resource Information

URL: https://www.hsph.harvard.edu/alkes-price/software/

Proper Citation: Hapmix (RRID:SCR_004203)

Description: Software application that uses genotyping data from SNP arrays for
accurately inferring chromosomal segments of distinct continental ancestry in admixed
populations, using dense genetic data. (entry from Genetic Analysis Software)

Abbreviations: HAPMIX

Resource Type: software resource, software application, source code

Defining Citation: PMID:19543370

Keywords: gene, genetic, genomic, admixed, population, genotype, single nucleotide
polymorphism, ancestry, chromosomal segment, snp array

Funding: NHGRI U01-HG004168;
NHLBI R01-HL087699

Availability: Restricted

Resource Name: Hapmix

Resource ID: SCR_004203

Alternate IDs: nlx_22768, OMICS_02082

Alternate URLs: http://www.hsph.harvard.edu/faculty/alkes-price/software/,
http://www.stats.ox.ac.uk/~myers/software.html, https://reich.hms.harvard.edu/software

Old URLs: http://genetics.med.harvard.edu/reich/Reich_Lab/Software.html

Record Creation Time: 20220129T080223+0000
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Record Last Update: 20260731T042655+0000

Ratings and Alerts

No rating or validation information has been found for Hapmix.

No alerts have been found for Hapmix.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 45 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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