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RRID:SCR_001759
Type: Tool

Proper Citation

MACH 1.0 (RRID:SCR_001759)

Resource Information

URL.: http://csg.sph.umich.edu//abecasis/MACH/index.html

Proper Citation: MACH 1.0 (RRID:SCR_001759)

Description: A Markov Chain based software tool for haplotyping, genotype imputation and
disease association analysis that can resolve long haplotypes or infer missing genotypes in
samples of unrelated individuals.

Synonyms: MArkov Chain Haplotyper MINIMAC, MArkov Chain Haplotyping

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

Defining Citation: PMID:21058334, PMID:19715440

Keywords: gene, genetic, genomic, haplotype, genotype, genomic analysis, imaging
genomics, imputation, snp, gene, haplotyping, sequence

Funding:

Availability: Free, Non-commercial, Acknowledgement requested, Registration requested
Resource Name: MACH 1.0

Resource ID: SCR_001759

Alternate IDs: nix_154202, OMICS_00064

Record Creation Time: 20220129T080209+0000
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Record Last Update: 20250416T063244+0000

Ratings and Alerts
No rating or validation information has been found for MACH 1.0.

No alerts have been found for MACH 1.0.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 58 mentions in open access literature.

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