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DELLY

RRID:SCR_004603
Type: Tool

Proper Citation

DELLY (RRID:SCR_004603)

Resource Information

URL: https://tobiasrausch.com/delly/

Proper Citation: DELLY (RRID:SCR_004603)

Description: Integrated structural variant prediction software that can detect deletions,
tandem duplications, inversions and translocations at single-nucleotide resolution in short-
read massively parallel sequencing data. It uses paired-ends and split-reads to sensitively
and accurately delineate genomic rearrangements throughout genome.

Abbreviations: DELLY

Synonyms: DELLY, Structural variant discovery by integrated paired-end and split-read
analysis

Resource Type: software resource

Defining Citation: PMID:22962449, DOI:10.1093/bioinformatics/bts378

Keywords: structural variant, genomic rearrangement, deletion, tandem duplication,
inversion, translocation, bio.tools

Resource Name: DELLY
Resource ID: SCR_004603
Alternate IDs: OMICS_00313, biotools:delly2

Alternate URLSs: https://bio.tools/delly2, https://github.com/dellytools/delly/,
https://sources.debian.org/src/delly/

License: BSD 3-Clause
Record Creation Time: 20220129T080225+0000

Record Last Update: 20260808T185824+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_004603/resolver
https://tobiasrausch.com/delly/
https://pubmed.ncbi.nlm.nih.gov/22962449
https://dx.doi.org/10.1093/bioinformatics/bts378

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

No alerts have been found for DELLY.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 639 mentions in open access literature.

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