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Proper Citation

MCQTL (RRID:SCR_009285)

Resource Information

URL: http://carlit.toulouse.inra.fr/MCQTL/

Proper Citation: MCQTL (RRID:SCR_009285)

Description: Software package to perform QTL mapping in multi-cross designs that
allows the analysis of the usual populations derived from inbred lines and can link the
families by assuming that the QTL locations are the same in all them. Moreover, a diallel
modelling of the QTL genotypic effects is allowed in multiple related families. Obviously,
the analysis of a single cross is also feasible. (entry from Genetic Analysis Software)

Abbreviations: MCQTL

Synonyms: Multi-Cross QTL mapping

Resource Type: software resource, software application
Keywords: gene, genetic, genomic, java, c++, unix, linux
Resource Name: MCQTL

Resource ID: SCR_009285

Alternate IDs: nix_154470

Record Creation Time: 20220129T080252+0000

Record Last Update: 20260731T042814+0000

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

No alerts have been found for MCQTL.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10 mentions in open access literature.

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