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Proper Citation

ConsensusClusterPlus (RRID:SCR_016954)

Resource Information

URL: http://bioconductor.org/packages/release/bioc/html/ConsensusClusterPlus.html

Proper Citation: ConsensusClusterPlus (RRID:SCR_016954)

Description: Software written in R for determining cluster count and membership by
stability evidence in unsupervised analysis. Provides quantitative and visual stability
evidence for estimating the number of unsupervised classes in a dataset with item
tracking, item consensus and cluster consensus plots.

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

Defining Citation: PMID:20427518

Keywords: cluster, count, stability, evidence, unsupervised, analysis, , bio.tools

Funding: NCI F32CA142039;
NCI U24 CA126554;
Thomas G. Labrecque Foundation

Availability: Free, Available for download, Freely available

Resource Name: ConsensusClusterPlus

Resource ID: SCR_016954

Alternate IDs: biotools:consensusclusterplus

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

License: GPL 2

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260821T194100+0000

https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/RRID:SCR_016954/resolver
http://bioconductor.org/packages/release/bioc/html/ConsensusClusterPlus.html
https://pubmed.ncbi.nlm.nih.gov/20427518


Ratings and Alerts

No rating or validation information has been found for ConsensusClusterPlus.

No alerts have been found for ConsensusClusterPlus.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 196 mentions in open access literature.

Listed below are recent publications. The full list is available at ASWG .
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Single-Cell to Survival Analysis. Journal of cellular and molecular medicine, 30(5),
e71049.

Du J, et al. (2026) Novel fatty acid metabolism-related molecular subtyping and prognostic
signature for breast cancer. Translational cancer research, 15(1), 29.
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Rosenbaum E, et al. (2026) Association of Circulating T Cell and Tumor Microenvironment
Profiles with Immune Checkpoint Blockade Outcomes in Sarcoma. Clinical cancer
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1777.
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Cancer research, 86(15), 3741.

Ding C, et al. (2025) The signature based on interleukin family and receptors identified
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Scientific reports, 15(1), 11639.
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Senescence Gene Signatures in Breast Cancer Using Machine Learning. Biomedicines,
13(4).
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target in hepatocellular carcinoma. Discover oncology, 16(1), 156.
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learning approaches. The Journal of international medical research, 53(11),
3000605251395584.
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