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Proper Citation

PoPoolation2 (RRID:SCR_003284)

Resource Information

URL.: https://code.google.com/p/popoolation2/

Proper Citation: PoPoolation2 (RRID:SCR_003284)

Description: Software to compare allele frequencies for SNPs between two or more
populations and to identify significant differences. PoPoolation2 requires next generation
sequencing data of pooled genomic DNA (Pool-Seq). It may be used for measuring
differentiation between populations, for genome wide association studies and for
experimental evolution.

Resource Type: software resource

Defining Citation: PMID:22025480

Keywords: standalone software, next generation sequencing, population genetics,
population genomics, statistics, toolkit, population

Funding:

Availability: New BSD License

Resource Name: PoPoolation2

Resource ID: SCR_003284

Alternate IDs: OMICS 05824

Record Creation Time: 20220129T080218+0000

Record Last Update: 20250420T014139+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_003284/resolver
https://code.google.com/p/popoolation2/
https://pubmed.ncbi.nlm.nih.gov/22025480

Ratings and Alerts
No rating or validation information has been found for PoPoolation2.

No alerts have been found for PoPoolation2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 230 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.

Wang G, et al. (2025) Molecular and Biochemical Mechanisms of Scutellum Color Variation
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233.
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