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LUMPY

RRID:SCR_003253
Type: Tool

Proper Citation

LUMPY (RRID:SCR_003253)

Resource Information

URL.: https://github.com/arg5x/lumpy-sv/

Proper Citation: LUMPY (RRID:SCR_003253)

Description: Software package as probabilistic framework for structural variant discovery.
Capable of integrating any number of SV detection signals including those generated from
read alignments or prior evidence. Simplified wrapper for standard analyses, LUMPY
Express, can also be executed.

Synonyms: lumpy-sv, LUMPY Express

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

Defining Citation: PMID:24970577

Keywords: probabilistic, framework, structural, variant, discovery

Funding: NHGRI RO1 HG006693;
NIH Office of the Director DP2 OD006493;
Burroughs Wellcome Fund Career Award

Availability: Free, Available for download, Freely available
Resource Name: LUMPY

Resource ID: SCR_003253

Alternate IDs: OMICS_ 04674

Alternate URLSs: https://sources.debian.org/src/lumpy-sv/

License: MIT License
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Record Creation Time: 20220129T080218+0000

Record Last Update: 20260729T044039+0000

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

No alerts have been found for LUMPY.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 447 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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