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Proper Citation

DnaSP (RRID:SCR_003067)

Resource Information

URL: http://www.ub.edu/dnasp/

Proper Citation: DnaSP (RRID:SCR_003067)

Description: A software package for the analysis of nucleotide polymorphism from
aligned DNA sequence data. DnaSP can estimate several measures of DNA sequence
variation within and between populations (in noncoding, synonymous or nonsynonymous
sites, or in various sorts of codon positions), as well as linkage disequilibrium,
recombination, gene flow and gene conversion parameters. DnaSP can also carry out
several tests of neutrality: Hudson, Kreitman and Aguad (1987), Tajima (1989), McDonald
and Kreitman (1991), Fu and Li (1993), and Fu (1997) tests. Additionally, DnaSP can
estimate the confidence intervals of some test-statistics by the coalescent. The results of
the analyses are displayed on tabular and graphic form.

Abbreviations: DnaSP

Synonyms: DNA Sequence Polymorphism

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

Defining Citation: PMID:19346325, PMID:19378153, PMID:14668244, PMID:10089204,
PMID:9183537, PMID:8808578

Keywords: genetics, dna, population genetics, sequence, polymorphism, nucleotide
polymorphism, dna sequence, population, noncoding, synonymous, nonsynonymous

Funding: Spanish Direccion General de Investigacion Cientifica y Technica PB91-0245;
Spanish Direccion General de Investigacion Cientifica y Technica PB94-0923;
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Spanish Direccion General de Investigacion Cientifica y Technica TXT98-1802;
Spanish Direccion General de Investigacion Cientifica y Technica BMC2001-2906;
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Spanish Direccion General de Investigacion Cientifica y Technica BFU2007-6292

Availability: Free, Available for download, Freely available

Resource Name: DnaSP

Resource ID: SCR_003067

Alternate IDs: OMICS_01820, nif-0000-30461

Record Creation Time: 20220129T080217+0000

Record Last Update: 20260808T185752+0000

Ratings and Alerts

No rating or validation information has been found for DnaSP.

No alerts have been found for DnaSP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 6215 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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biology, 26(1).
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