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Proper Citation

CARTHAGENE (RRID:SCR_009013)

Resource Information

URL: http://www.inra.fr/mia/T/CarthaGene/

Proper Citation: CARTHAGENE (RRID:SCR_009013)

Description: A genetic/radiation hybrid mapping software that looks for multiple populations 
maximum likelihood consensus maps using a fast EM algorithm for maximum likelihood 
estimation and powerful ordering algorithms inspired from TSP (Traveling Salesman 
Problem) technology. It can handle large data sets made up of different populations (either 
F2 backcross, recombinant inbred lines, F2 intercross, phase known outbreds, 
haploid/diploid radiation hybrids). It can also exploit existing syntenic relationships between 
the organism mapped and a reference (sequenced) organism for accurate dense RH 
mapping. (entry from Genetic Analysis Software)

Abbreviations: CARTHAGENE

Resource Type: software resource, software application

Keywords: gene, genetic, genomic, c++, tcl/tk, ms-windows, unix, solaris, linux, sources are 
available for other operating systems (gpl/qpl).

Funding:

Resource Name: CARTHAGENE

Resource ID: SCR_009013

Alternate IDs: nlx_154008

Record Creation Time: 20220129T080250+0000
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Record Last Update: 20250421T053709+0000

Ratings and Alerts

No rating or validation information has been found for CARTHAGENE.

No alerts have been found for CARTHAGENE.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 41 mentions in open access literature.

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