Resource Summary Report

Generated by NIF on Apr 22, 2025

EASYPOP

RRID:SCR_008961
Type: Tool

Proper Citation

EASYPOP (RRID:SCR_008961)

Resource Information

URL: https://www.unil.ch/dee/en/home/menuinst/softwares--dataset/softwares/easypop.html

Proper Citation: EASYPOP (RRID:SCR_008961)

Description: Software application allowing to simulate population genetics datasets. It
allows generating genetic data for haploid, diploid, and haplodiploid organisms under a
variety of mating systems. It includes various migration and mutation models. Output can be
generated for the FSTAT, GENEPOP, and ARLEQUIN genetic analysis packages. (entry
from Genetic Analysis Software)

Abbreviations: EASYPOP

Resource Type: software resource, software application

Keywords: gene, genetic, genomic, ms-windows, (95/98/nt/2000/xp), macos, (X)
Funding:

Resource Name: EASYPOP

Resource ID: SCR_008961

Alternate IDs: nlx_154012

Old URLSs: http://www.unil.ch/dee/page36926_fr.html

Record Creation Time: 20220129T080250+0000

Record Last Update: 20250421T053707+0000
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https://www.unil.ch/dee/en/home/menuinst/softwares--dataset/softwares/easypop.html

Ratings and Alerts
No rating or validation information has been found for EASYPOP.

No alerts have been found for EASYPOP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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flow and genetic drift. Evolutionary applications, 9(8), 1005.
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Carvajal-Rodriguez A, et al. (2010) Simulation of genes and genomes forward in time.
Current genomics, 11(1), 58.

Liu Y, et al. (2008) A survey of genetic simulation software for population and
epidemiological studies. Human genomics, 3(1), 79.




