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Proper Citation

MAGMA (RRID:SCR_005757)

Resource Information

URL: http://snp-magma.sourceforge.net

Proper Citation: MAGMA (RRID:SCR_005757)

Description: Software that utilizes a multiobjective evolutionary algorithm for genetic 
mapping. It is based on a the ECJ evolutionary software package written by Sean Luke and 
includes the Strength Pareto Evoluationary Algorithm Version 2 changes for multiobjective 
analysis. The code runs on any platform with Java Version 2. A genetic mapping project, 
typically implemented during a search for genes responsible for a disease, requires the 
acquisition of a set of data from each of a large number of individuals. This data set includes 
the values of multiple genetic markers. These genetic markers occur at discrete positions 
along the genome, which is a collection of one or more linear chromosomes. Typing the 
value of a marker in an individual carries a cost; one seeks to minimize the number of 
markers typed without excessively jeopardizing the probability of detecting an association 
between a marker and a disease phenotype. MAGMA is a project which employ''s a 
multiobjective evolutionary algorithm to solve this problem.

Abbreviations: MAGMA

Synonyms: Multiobjective Analyzer for Genetic Marker Acquisition, MAGMA: Multiobjective 
Analyzer for Genetic Marker Acquisition

Resource Type: software resource

Defining Citation: PMID:12875658

Keywords: gene, genetic mapping, algorithm, genomics, single nucleotide polymorphism, 
population study, haplotype-block elucidation, java
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Funding: Juvenile Diabetes Research Foundation

Availability: Open unspecified license

Resource Name: MAGMA

Resource ID: SCR_005757

Alternate IDs: nlx_149220

Record Creation Time: 20220129T080232+0000

Record Last Update: 20250420T014301+0000

Ratings and Alerts

No rating or validation information has been found for MAGMA.

No alerts have been found for MAGMA.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 299 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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47.
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