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Proper Citation

SVABA (RRID:SCR_022998)

Resource Information

URL: https://github.com/walaj/svaba

Proper Citation: SVABA (RRID:SCR_022998)

Description: Software tool for detecting structural variants in sequencing data using
genome wide local assembly. Genome wide detection of structural variants and indels by
local assembly. Used for detecting SVs from short read sequencing data using genome
wide local assembly with low memory and computing requirements.

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

Defining Citation: PMID:29535149

Keywords: genome wide detection, structural variants, indels, local assembly

Funding: NHGRI T32 HG002295;

NCI U54CA143798;

NCI R0O1CA188228;

DFCI-Novartis Drug Discovery Program ;

Voices Against Brain Cancer ;

Pediatric Low-Grade Astrocytoma Foundation ;
Broad Institute ;

Wellcome Fund Career Award for Medical Scientists

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

Resource ID: SCR_022998

License: GPL v3.0

Record Creation Time: 20221124T050201+0000



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_022998/resolver
https://github.com/walaj/svaba
https://pubmed.ncbi.nlm.nih.gov/29535149

Record Last Update: 20260729T044550+0000

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

No alerts have been found for SVABA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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