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Proper Citation

Sequenza (RRID:SCR_016662)

Resource Information

URL: http://www.cbs.dtu.dk/biotools/sequenza/

Proper Citation: Sequenza (RRID:SCR_016662)

Description: Software package for copy number estimation from tumor genome sequencing 
data.Tools to analyze genomic sequencing data from paired normal-tumor samples, 
including cellularity and ploidy estimation; mutation and copy number (allele-specific and 
total copy number) detection, quantification and visualization.

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

Defining Citation: PMID:25319062

Keywords: estimate, copy, number, tumor, genome, sequencing, data, cellularity, ploidy, 
alteration, cancer, mutation, detection, quantification, visualization

Funding: European Commission 7th Framework Programme ;
Danish Council for Independent Research ;
Breast Cancer Research Foundation

Availability: Free, Available for download, Freely available

Resource Name: Sequenza

Resource ID: SCR_016662

Alternate URLs: https://cran.r-project.org/web/packages/sequenza/

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016662/resolver
http://www.cbs.dtu.dk/biotools/sequenza/
https://pubmed.ncbi.nlm.nih.gov/25319062


License: GPL 3

Record Creation Time: 20220129T080331+0000

Record Last Update: 20250525T031452+0000

Ratings and Alerts

No rating or validation information has been found for Sequenza.

No alerts have been found for Sequenza.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 43 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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research, 85(3), 602.
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Research, 30(17), 3904.
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Liu H, et al. (2024) Integrative molecular and spatial analysis reveals evolutionary dynamics 
and tumor-immune interplay of in situ and invasive acral melanoma. Cancer cell, 42(6), 
1067.
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metastatic hepatocellular carcinoma. Cancer cell, 42(1), 135.
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Neuro-oncology, 25(4), 662.
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e2300036.
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Assessment of Individualized Therapy Responses. Cancer discovery, 13(10), 2192.
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discovery, 13(2), 312.
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Lung Cancer Brain Metastasis. Cancer research, 82(15), 2692.

Nguyen PHD, et al. (2021) Intratumoural immune heterogeneity as a hallmark of tumour 
evolution and progression in hepatocellular carcinoma. Nature communications, 12(1), 227.


