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RRID:SCR_016662
Type: Tool

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
seqguencing 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 humber) detection, quantification and visualization.

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

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

Resource Name: Sequenza

Resource ID: SCR_016662

Alternate URLSs: https://cran.r-project.org/web/packages/sequenza/
License: GPL 3

Record Creation Time: 20220129T080331+0000

Record Last Update: 20260728T043522+0000

Ratings and Alerts


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

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 54 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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protocols, 6(2), 103760.
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Alterations. Molecular cancer therapeutics, 24(9), 1402.

Msaouel P, et al. (2025) Identification of therapeutic targets for renal medullary carcinoma
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tumor biomarker interpretation. Scientific reports, 15(1), 28264.
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Cancer research, 85(3), 602.
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server for biology.
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Xie D, et al. (2025) Deciphering genomic evolution of metastatic organotropism with 535
paired primary lung cancers and metastases. Cell reports, 44(10), 116449.
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Chemoradiotherapy in Hematologic Malignancies. Blood cancer discovery, 6(5), 450.
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Regan SB, et al. (2025) Megabase-scale loss of heterozygosity provoked by CRISPR-
Cas9 DNA double-strand breaks. Molecular cell, 85(22), 4119.
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Potential Effective Treatment for DNA Damage Repair-Deficient Uterine Leiomyosarcoma.
Clinical cancer research : an official journal of the American Association for Cancer
Research, 30(17), 3904.

Zhang C, et al. (2024) Neoadjuvant sintilimab plus chemotherapy in EGFR-mutant
NSCLC: Phase 2 trial interim results (NEOTIDE/CTONG2104). Cell reports. Medicine,
5(7), 101615.
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cancer evolution. Nature, 635(8037), 219.
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of metastatic hepatocellular carcinoma. Cancer cell, 42(1), 135.
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dynamics and tumor-immune interplay of in situ and invasive acral melanoma. Cancer cell,
42(6), 1067.




