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Proper Citation

fineSTRUCTURE (RRID:SCR_018170)

Resource Information

URL.: http://paintmychromosomes.com/

Proper Citation: fineSTRUCTURE (RRID:SCR_018170)

Description: Software tool as algorithm for identifying population structure using dense
sequencing data. Can perform model based Bayesian clustering on large datasets, including
full resequencing data.

Synonyms: FineSTRUCTURE version 2

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

Keywords: Identifying population structure, dense sequencing data, Bayesian clustering,
large dataset, data, analysis, bio.tools

Funding:

Availability: Free, Available for download, Freely available
Resource Name: fineSTRUCTURE

Resource ID: SCR_018170

Alternate IDs: biotools:finestructure

Alternate URLSs: https://bio.tools/finestructure

Record Creation Time: 20220129T080339+0000
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Record Last Update: 20250428T054117+0000

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

No alerts have been found for fineSTRUCTURE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 22 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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Last Glacial Maximum. Scientific reports, 14(1), 31704.

Howard-McCombe J, et al. (2023) Genetic swamping of the critically endangered Scottish
wildcat was recent and accelerated by disease. Current biology : CB, 33(21), 4761.

Ladner JT, et al. (2022) The population genetics of the causative agent of snake fungal
disease indicate recent introductions to the USA. PLoS biology, 20(6), €3001676.

Cumer T, et al. (2022) Landscape and Climatic Variations Shaped Secondary Contacts amid
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flow. Cell reports, 39(4), 110720.
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genomics, 8(2).

Zhao Z, et al. (2022) Protocol to analyze population structure and migration history based on
human genome variation data. STAR protocols, 4(1), 101928.
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area. Cell, 184(7), 1706.

van Hal SJ, et al. (2021) The global dissemination of hospital clones of Enterococcus
faecium. Genome medicine, 13(1), 52.
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Nature communications, 11(1), 4556.
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