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Proper Citation

GENEPOP (RRID:SCR_009194)

Resource Information

URL.: http://wbiomed.curtin.edu.au/genepop/

Proper Citation: GENEPOP (RRID:SCR_009194)

Description: Population genetic data analysis software package. Used to perform exact
Hardy Weinberg Equilibrium test. Used for population differentiation and for genotypic
disequilibrium among pairs of loci. Computes estimates of F-statistics, null allele frequencies,
allele size-based statistics for microsatellites, etc. and performs analyses of isolation by
distance from pairwise comparisons of individuals or population samples.

Abbreviations: Genepop
Synonyms: genepop'007

Resource Type: data analysis software, software application, software resource, data
processing software

Defining Citation: PMID:21585727

Keywords: Population, differentation, genetic, data, analysis, Hardy Weinberg Equilibrium
test, statistics, genotyping, disequilibrium, pair, loci, allele, frequency

Funding:
Availability: Free, Available for download, Freely available
Resource Name: GENEPOP

Resource ID: SCR_009194



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_009194/resolver
http://wbiomed.curtin.edu.au/genepop/
https://pubmed.ncbi.nlm.nih.gov/21585727

Alternate IDs: nlx_154337

Alternate URLSs: https://kimura.univ-montp2.fr/~rousset/Genepop.htm, https://cran.r-
project.org/web/packages/genepop/index.htmi

License: CeCILL licence
Record Creation Time: 20220129T080251+0000

Record Last Update: 20250527T055053+0000

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

No alerts have been found for GENEPOP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2222 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Population Genetic Structure of White Prunicola Scale (Pseudaulacaspis prunicola) in China.
Ecology and evolution, 15(1), e70865.
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sciences research, 9(2), owad052.
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isolation in the Eastern Pacific sponge Aplysina gerardogreeni. Molecular biology reports,
51(1), 87.
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Endemic Freshwater Fish Microphysogobio longidorsalis (Gobioninae) Using Microsatellite
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Belton S, et al. (2024) Molecular characterisation of Pinus sylvestris (L.) in Ireland at the
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and resource allocation in the rare Mediterranean sage Salvia brachyodon. Scientific reports,
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