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Proper Citation

BREAKDANCER (RRID:SCR_001799)

Resource Information

URL: http://gmt.genome.wustl.edu/packages/breakdancer/

Proper Citation: BREAKDANCER (RRID:SCR_001799)

Description: A Perl/C++ software package that provides genome-wide detection of
structural variants from next generation paired-end sequencing reads. BreakDancerMax
predicts five types of structural variants: insertions, deletions, inversions, inter- and intra-
chromosomal translocations from next-generation short paired-end sequencing reads
using read pairs that are mapped with unexpected separation distances or orientation.
(entry from Genetic Analysis Software)

Abbreviations: BreakDancer

Resource Type: software application, software resource

Defining Citation: PMID:19668202

Keywords: gene, genetic, genomic, perl, c++, next generation sequencing, structural
variant, insertion, deletion, inversion, inter-chromosomal translocation, intra-chromosomal
translocation, chromosomal translocation, indel, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: BREAKDANCER

Resource ID: SCR_001799

Alternate IDs: biotools:breakdancer, nlx_154253, OMICS_00307

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

License: GNU General Public License, v3

Record Creation Time: 20220129T080209+0000
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Record Last Update: 20260805T044028+0000

Ratings and Alerts

No rating or validation information has been found for BREAKDANCER.

No alerts have been found for BREAKDANCER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 390 mentions in open access literature.

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