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Proper Citation

Strelka (RRID:SCR_005109)

Resource Information

URL:
http://bioinformatics.oxfordjournals.org/content/early/2012/05/10/bioinformatics.bts271.full.pdf

Proper Citation: Strelka (RRID:SCR_005109)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on March 
7,2024. Software for somatic single nucleotide variant (SNV) and small indel detection from 
sequencing data of matched tumor-normal samples. The method employs a novel Bayesian 
approach which represents continuous allele frequencies for both tumor and normal 
samples, whilst leveraging the expected genotype structure of the normal. This is achieved 
by representing the normal sample as a mixture of germline variation with noise, and 
representing the tumor sample as a mixture of the normal sample with somatic variation. A 
natural consequence of the model structure is that sensitivity can be maintained at high 
tumor impurity without requiring purity estimates. The method has superior accuracy and 
sensitivity on impure samples compared to approaches based on either diploid genotype 
likelihoods or general allele-frequency tests.

Abbreviations: Strelka

Resource Type: commercial organization, software resource

Defining Citation: PMID:22581179, PMID:30013048

Keywords: single nucleotide variant, indel, somatic snv, next-generation sequencing, 
bio.tools

Related Condition: Cancer, Tumor, Normal

Funding:

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_005109/resolver
http://bioinformatics.oxfordjournals.org/content/early/2012/05/10/bioinformatics.bts271.full.pdf
https://pubmed.ncbi.nlm.nih.gov/22581179
https://pubmed.ncbi.nlm.nih.gov/30013048


Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Strelka

Resource ID: SCR_005109

Alternate IDs: biotools:strelka

Alternate URLs: https://bio.tools/strelka, https://github.com/Illumina/strelka/, 
https://sources.debian.org/src/strelka/

Record Creation Time: 20220129T080228+0000

Record Last Update: 20250411T054951+0000

Ratings and Alerts

No rating or validation information has been found for Strelka.

No alerts have been found for Strelka.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 230 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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