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Proper Citation

MADMAPPER (RRID:SCR_009267)

Resource Information

URL: http://www.atgc.org/XLinkage/MadMapper/

Proper Citation: MADMAPPER (RRID:SCR_009267)

Description: Suite of Python scripts for quality control of genetic markers, group analysis
and inference of linear order of markers on linkage groups. MadMapper_RECBIT analyses
raw marker scores for recombinant inbred lines. MadMapper_RECBIT generates pairwise
distance scores for all markers, clusters based on pairwise distances, identifies genetic
bins, assigns new markers to known linkage groups, validates allele calls, and assigns
quality classes to each marker based on several criteria and cutoff values.
MadMapper_XDELTA utilizes new algorithm, Minimum Entropy Approach and Best-Fit
Extension, to infer linear order of markers. MadMapper_XDELTA analyzes two-
dimensional matrices of all pairwise scores and finds best map that has minimal total sum
of differences between adjacent cells (map with lowest entropy). MadMapper is freely
available at http://www.atgc.org/XLinkage/MadMapper/ (entry from Genetic Analysis
Software)

Abbreviations: MADMAPPER

Resource Type: software application, software resource

Keywords: gene, genetic, genomic, python

Resource Name: MADMAPPER

Resource ID: SCR_009267

Alternate IDs: nlx_154447

Record Creation Time: 20220129T080252+0000

Record Last Update: 20260727T040447+0000

Ratings and Alerts

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/SCR_009267/resolver
http://www.atgc.org/XLinkage/MadMapper/


No rating or validation information has been found for MADMAPPER.

No alerts have been found for MADMAPPER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 13 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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