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Proper Citation

JOINMAP (RRID:SCR_009248)

Resource Information

URL: http://www.joinmap.nl/

Proper Citation: JOINMAP (RRID:SCR_009248)

Description: Software application for construction of genetic linkage maps for several types
of mapping populations: BC1, F2, RILs, (doubled) haploids, outbreeders full-sib family. Can
combine ("join") data derived from several sources into an integrated map. Further: linkage
group determination, automatic phase determination for outbreeders full-sib family, several
diagnostics, and map charts. Everything available in an intuitive MS-Windows user interface.
(entry from Genetic Analysis Software)

Abbreviations: JOINMAP

Synonyms: Software for the calculation of genetic linkage maps

Resource Type: software resource, software application

Keywords: gene, genetic, genomic, ansi ¢, delphi, ms-windows, (95/98/me/nt4.0/2000)
Funding:

Resource Name: JOINMAP

Resource ID: SCR_009248

Alternate IDs: nix_154416

Record Creation Time: 20220129T080251+0000

Record Last Update: 20250429T055317+0000



https://dknet.org
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Ratings and Alerts
No rating or validation information has been found for JOINMAP.

No alerts have been found for JOINMAP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1021 mentions in open access literature.

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