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Proper Citation

ARLEQUIN (RRID:SCR_009051)

Resource Information

URL: http://cmpg.unibe.ch/software/arlequin3/

Proper Citation: ARLEQUIN (RRID:SCR_009051)

Description: An exploratory population genetics software environment able to handle
large samples of molecular data (RFLPs, DNA sequences, microsatellites), while retaining
the capacity of analyzing conventional genetic data (standard multi-locus data or mere
allele frequency data). (entry from Genetic Analysis Software)

Abbreviations: ARLEQUIN

Synonyms: this software is about the study of genetic polymorphism.), a character of the
Italian Commedia dell"Arte. He has many aspects, but can switch among them very easily
according to needs and necessities. Similarly, (French translation of Arlecchino

Resource Type: software application, software resource

Keywords: gene, genetic, genomic, ms-windows, (95/98/nt/2000/xp)
Resource Name: ARLEQUIN

Resource ID: SCR_009051

Alternate IDs: nix_154029

Record Creation Time: 20220129T080250+0000

Record Last Update: 20260805T044218+0000

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

No alerts have been found for ARLEQUIN.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 5536 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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