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Proper Citation

STRUCTURE (RRID:SCR_017637)

Resource Information

URL: https://web.stanford.edu/group/pritchardlab/structure.html

Proper Citation: STRUCTURE (RRID:SCR_017637)

Description: Software package for using multi locus genotype data to investigate
population structure. Used for inferring presence of distinct populations, assigning
individuals to populations, studying hybrid zones, identifying migrants and admixed
individuals, and estimating population allele frequencies in situations where many
individuals are migrants or admixed. Can be applied to most of commonly used genetic
markers, including SNPS, microsatellites, RFLPs and Amplified Fragment Length
Polymorphisms.

Synonyms: structure, Structure

Resource Type: software toolkit, software resource

Defining Citation: PMID:21564903, PMID:18784791, PMID:12930761, PMID:10835412

Keywords: Multi locus genotype data, investigate population structure, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: STRUCTURE

Resource ID: SCR_017637

Alternate IDs: SCR_021634, nlx_154662, biotools:structure, SCR_002151

Alternate URLs: https://bio.tools/structure, http://pritch.bsd.uchicago.edu/structure.html,

Record Creation Time: 20220129T080336+0000

Record Last Update: 20260731T043022+0000

Ratings and Alerts

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_017637/resolver
https://web.stanford.edu/group/pritchardlab/structure.html
https://pubmed.ncbi.nlm.nih.gov/21564903
https://pubmed.ncbi.nlm.nih.gov/18784791
https://pubmed.ncbi.nlm.nih.gov/12930761
https://pubmed.ncbi.nlm.nih.gov/10835412


No rating or validation information has been found for STRUCTURE.

No alerts have been found for STRUCTURE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 4017 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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