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Proper Citation

Mach2dat (RRID:SCR_009599)

Resource Information

URL: http://genome.sph.umich.edu/wiki/Mach2dat:_Association_with_MACH_output

Proper Citation: Mach2dat (RRID:SCR_009599)

Description: Software that performs logistic regression, using imputed SNP dosage data
and adjusting for covariates.

Synonyms: Mach2dat: Association with MACH output

Resource Type: software application, software resource

Defining Citation: PMID:21058334, PMID:19715440

Keywords: genetic association, genomic analysis, imaging genomics, snp, gene,
imputation

Availability: Free, Non-commercial, Acknowledgement requested

Resource Name: Mach2dat

Resource ID: SCR_009599

Alternate IDs: nlx_155801

Alternate URLs: http://www.nitrc.org/projects/mach2dat

Record Creation Time: 20220129T080253+0000

Record Last Update: 20260727T040507+0000

Ratings and Alerts

No rating or validation information has been found for Mach2dat.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_009599/resolver
http://genome.sph.umich.edu/wiki/Mach2dat:_Association_with_MACH_output
https://pubmed.ncbi.nlm.nih.gov/21058334
https://pubmed.ncbi.nlm.nih.gov/19715440


No alerts have been found for Mach2dat.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 40 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Gao G, et al. (2017) Trans-ethnic predicted expression genome-wide association analysis
identifies a gene for estrogen receptor-negative breast cancer. PLoS genetics, 13(9),
e1006727.
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Neurology, 87(15), 1591.
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Zanetti D, et al. (2016) Analysis of Genomic Regions Associated With Coronary Artery
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Populations. Journal of epidemiology, 26(5), 264.
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