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VariationHunter

RRID:SCR_004865
Type: Tool

Proper Citation

VariationHunter (RRID:SCR_004865)

Resource Information

URL.: http://compbio.cs.sfu.ca/software-variation-hunter

Proper Citation: VariationHunter (RRID:SCR_004865)

Description: A software tool for discovery of structural variation in one or more individuals
simultaneously using high throughput technologies.

Abbreviations: VariationHunter
Synonyms: VariationHunter-CommonLaw
Resource Type: software resource

Defining Citation: PMID:22048523, PMID:20529927

Keywords: structural variation, genome, next-generation sequencing
Funding:

Resource Name: VariationHunter

Resource ID: SCR_004865

Alternate IDs: OMICS 00328

Record Creation Time: 20220129T080227+0000

Record Last Update: 20250519T203338+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_004865/resolver
http://compbio.cs.sfu.ca/software-variation-hunter
https://pubmed.ncbi.nlm.nih.gov/22048523
https://pubmed.ncbi.nlm.nih.gov/20529927

No rating or validation information has been found for VariationHunter.

No alerts have been found for VariationHunter.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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genomics, 18(1), 321.
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Han BW, et al. (2015) piPipes: a set of pipelines for piRNA and transposon analysis via small
RNA-seq, RNA-seq, degradome- and CAGE-seq, ChIP-seq and genomic DNA sequencing.

Bioinformatics (Oxford, England), 31(4), 593.

Wong LP, et al. (2013) Deep whole-genome sequencing of 100 southeast Asian Malays.
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