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Proper Citation

BayeScan (RRID:SCR_022018)

Resource Information

URL.: http://cmpg.unibe.ch/software/BayeScan/index.html

Proper Citation: BayeScan (RRID:SCR_022018)

Description: Software tool to identify candidate loci under natural selection from genetic
data, using differences in allele frequencies between populations.

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

Defining Citation: DOI:10.1534/genetics.108.092221, DOI:10.1111/.1365-
294X.2010.04820.x, DOI:10.1111/].1365-294X.2011.05015.x

Keywords: identify candidate loci under natural selection, genetic data, differences in allele
frequencies between populations

Funding: University of Bern Research Foundation ;
Swiss National Science Foundation

Availability: Free, Available for Download, Freely available
Resource Name: BayeScan

Resource ID: SCR_022018

Record Creation Time: 20220421T050138+0000

Record Last Update: 20250412T060426+0000

Ratings and Alerts


https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_022018/resolver
http://cmpg.unibe.ch/software/BayeScan/index.html
https://dx.doi.org/10.1534/genetics.108.092221
https://dx.doi.org/10.1111/j.1365-294X.2010.04820.x
https://dx.doi.org/10.1111/j.1365-294X.2010.04820.x
https://dx.doi.org/10.1111/j.1365-294X.2011.05015.x

No rating or validation information has been found for BayeScan.

No alerts have been found for BayeScan.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 74 mentions in open access literature.

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