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MAPDISTO

RRID:SCR_009275
Type: Tool

Proper Citation

MAPDISTO (RRID:SCR_009275)

Resource Information

URL: http://mapdisto.free.fr/

Proper Citation: MAPDISTO (RRID:SCR_009275)

Description: Software program for mapping genetic markers in experimental segregating
populations like backcross, doubled haploids, single-seed descent. Its specificity is to
propose recombination fraction estimates in case of segregation distortion. It can (1)
compute and draw genetic maps easily and quickly through a graphical interface; (2)
facilitate the analysis of marker data showing segregation distortion due to differential
viability of gametes or zygotes. (entry from Genetic Analysis Software), THIS RESOURCE
IS NO LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: MAPDISTO

Resource Type: software resource, software application
Keywords: gene, genetic, genomic, ms-excel

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: MAPDISTO

Resource ID: SCR_009275

Alternate IDs: nix_154456

Record Creation Time: 20220129T080252+0000

Record Last Update: 20260731T042817+0000

Ratings and Alerts

No rating or validation information has been found for MAPDISTO.



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_009275/resolver
http://mapdisto.free.fr/

No alerts have been found for MAPDISTO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 115 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET .
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