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MAPCHART

RRID:SCR_009273
Type: Tool

Proper Citation

MAPCHART (RRID:SCR_009273)

Resource Information

URL: http://www.biometris.wur.nl/uk/Software/MapChart/

Proper Citation: MAPCHART (RRID:SCR_009273)

Description: Software application that produces charts of genetic linkage and QTL data.
The charts are composed of a sequence of vertical bars representing the linkage groups
or chromosomes. On these bars the positions of loci are indicated, and next to the bars
QTL intervals and QTL graphs can be shown. MapChart reads the linkage information (i.e.
the locus and QTL names and their positions) from text files. Many options to adapt the
charts to different purposes. Can produce graphic files (enhanced windows metafile
format) which can be enhanced with other MS-Windows software. (entry from Genetic
Analysis Software)

Abbreviations: MAPCHART

Synonyms: Windows software for the graphical presentation of linkage maps and QTLs
Resource Type: software resource, software application

Keywords: gene, genetic, genomic, delphi, ms-windows, (95/98/me/nt4.0/2000)
Resource Name: MAPCHART

Resource ID: SCR_009273

Alternate IDs: nix_154454

Record Creation Time: 20220129T080252+0000

Record Last Update: 20260808T190509+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_009273/resolver
http://www.biometris.wur.nl/uk/Software/MapChart/

No rating or validation information has been found for MAPCHART.

No alerts have been found for MAPCHART.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1436 mentions in open access literature.

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