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Resource Information

URL.: http://mouse.cs.ucla.edu/emma/

Proper Citation: Efficient Mixed-Model Association (RRID:SCR_008217)

Description: Statistical test for model organisms association mapping correcting for the
confounding from population structure and genetic relatedness. EMMA takes advantage of
the specific nature of the optimization problem in applying mixed models for association
mapping, which substantially increases the computational speed and the reliability of the
results. The current implementation of EMMA is available in an R package. The
documentation is included in the installation package.

Abbreviations: EMMA
Synonyms: Efficient Mixed-Model Association (EMMA), Efficient Mixed Model Association
Resource Type: software resource, algorithm resource

Defining Citation: PMID:18385116

Keywords: algorithm, organism statistical model, association mapping, r package
Funding:

Availability: Available for download

Resource Name: Efficient Mixed-Model Association

Resource ID: SCR_008217
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Alternate IDs: nif-0000-21753
Record Creation Time: 20220129T080246+0000

Record Last Update: 20250525T032505+0000

Ratings and Alerts
No rating or validation information has been found for Efficient Mixed-Model Association.

No alerts have been found for Efficient Mixed-Model Association.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 59 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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