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Proper Citation

SWEEP (RRID:SCR_009418)

Resource Information

URL: http://archive.broadinstitute.org/mpg/sweep/

Proper Citation: SWEEP (RRID:SCR_009418)

Description: Software application that allows large-scale analysis of haplotype structure in 
genomes for the primary purpose of detecting evidence of natural selection. Primarily, it uses 
the Long Range Haplotype test to look for alleles of high frequency with long-range linkage 
disequilibrium, which suggest the haplotype rapidly rose to high frequency before 
recombination could break down associations with nearby markers. SWEEP takes phased 
genotype data as input, detects all haplotype blocks in that data, and then determines the 
frequency and long-range LD for each allele in each block. (entry from Genetic Analysis 
Software)

Abbreviations: SWEEP

Resource Type: software resource, software application

Keywords: gene, genetic, genomic, bio.tools

Funding:

Resource Name: SWEEP

Resource ID: SCR_009418

Alternate IDs: biotools:sweep, nlx_154667

Alternate URLs: https://bio.tools/sweep

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_009418/resolver
http://archive.broadinstitute.org/mpg/sweep/


Record Creation Time: 20220129T080252+0000

Record Last Update: 20250404T060815+0000

Ratings and Alerts

No rating or validation information has been found for SWEEP.

No alerts have been found for SWEEP.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 32 mentions in open access literature.

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