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Proper Citation

MENDEL (RRID:SCR_009288)

Resource Information

URL: http://www.genetics.ucla.edu/software/

Proper Citation: MENDEL (RRID:SCR_009288)

Description: Software application for genetic analysis of human pedigree data under models 
involving a small number of loci. MENDEL is useful for segregation analysis, linkage 
calculations, genetic counseling, allele frequency estimation, and related kinds of problems. 
(entry from Genetic Analysis Software)

Abbreviations: MENDEL

Resource Type: software resource, software application

Keywords: gene, genetic, genomic, fortran77

Resource Name: MENDEL

Resource ID: SCR_009288

Alternate IDs: nlx_154473

Ratings and Alerts

No rating or validation information has been found for MENDEL.

No alerts have been found for MENDEL.

Data and Source Information

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_009288/resolver
http://www.genetics.ucla.edu/software/


Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 464 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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