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Proper Citation

deepSNV (RRID:SCR_006214)

Resource Information

URL: http://www.bioconductor.org/packages/devel/bioc/html/deepSNV.html

Proper Citation: deepSNV (RRID:SCR_006214)

Description: Software package that provides quantitative variant callers for detecting
subclonal mutations in ultra-deep (>=100x coverage) sequencing experiments. The
algorithm is used for a comparative setup with a control experiment of the same loci and
uses a beta-binomial model and a likelihood ratio test to discriminate sequencing errors
and subclonal SNVs (single nucleotide variants).

Abbreviations: deepSNV

Synonyms: deepSNV - Detection of subclonal SNVs in deep sequencing experiments

Resource Type: software resource

Defining Citation: PMID:24443148

Keywords: data import, genetic variability, genetics, snp, sequencing, single nucleotide
variant, bio.tools

Availability: GNU General Public License, v3

Resource Name: deepSNV

Resource ID: SCR_006214

Alternate IDs: OMICS_02239, biotools:deepsnv

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

Record Creation Time: 20220129T080234+0000

Record Last Update: 20260725T190615+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_006214/resolver
http://www.bioconductor.org/packages/devel/bioc/html/deepSNV.html
https://pubmed.ncbi.nlm.nih.gov/24443148


Ratings and Alerts

No rating or validation information has been found for deepSNV.

No alerts have been found for deepSNV.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 34 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Lin PC, et al. (2020) Intratumor Heterogeneity of MYO18A and FBXW7 Variants Impact
the Clinical Outcome of Stage III Colorectal Cancer. Frontiers in oncology, 10, 588557.
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