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Proper Citation

Recombination Detection Program (RRID:SCR_018537)

Resource Information

URL: http://web.cbio.uct.ac.za/~darren/rdp.html

Proper Citation: Recombination Detection Program (RRID:SCR_018537)

Description: Software package to analyse nucleotide sequence data and identify
evidence of genetic recombination. RDP3 is version of RDP program for characterizing
recombination events in DNA-sequence alignments. RDP4 is version of RDP program for
detection and analysis of recombination patterns in virus genomes.

Abbreviations: RDP
Synonyms: Recombination Detection Program, RDP4, RDP3

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

Defining Citation: PMID:27774277, PMID:20798170

Keywords: DNA sequence, alignment, phylogenetic tree, nucleotide analysis, sequence
data analysis, genetic recombination identification, DNA sequence alignment, recombinant
pattern analysis, virus genome

Funding: Carnergie Corporation ;

European Research Council ;

Fund for Scientific Research Flanders ;

NIAID Al090970;

NIAID Al100665;

NIGMS U01 GM110749;

Polyomielitis Research Foundation ;

South African Centre of High Performance Computing ;
South African National Research Foundation ;
Spanish Ministry of Science and Education ;
University of Cape Town ;
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Wellcome Trust

Availability: Free, Available for download, Freely available
Resource Name: Recombination Detection Program
Resource ID: SCR_018537

Record Creation Time: 20220129T080340+0000

Record Last Update: 20260905T132838+0000

Ratings and Alerts
No rating or validation information has been found for Recombination Detection Program.

No alerts have been found for Recombination Detection Program.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 507 mentions in open access literature.

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