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RRID:SCR_017270
Type: Tool

Proper Citation

ComplexHeatmap (RRID:SCR_017270)

Resource Information

URL.: https://bioconductor.org/packages/release/bioc/html/ComplexHeatmap.html

Proper Citation: ComplexHeatmap (RRID:SCR_017270)

Description: Software package to arrange multiple heatmaps and support various
annotation graphics. Used to visualize associations between different sources of data sets
and to reveal potential patterns.

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

Defining Citation: PMID:27207943

Keywords: arrange, multiple, heatmap, visualize, data, pattern, genomic, dataset,
bio.tools

Funding: BMBF ;
German Cancer Research Center-Heidelberg Center for Personalized Oncology

Availability: Free, Available for download, Freely available
Resource Name: ComplexHeatmap

Resource ID: SCR_017270

Alternate IDs: biotools:complexheatmap

Alternate URLSs: https://github.com/jokergoo/ComplexHeatmap,
https://bio.tools/complexheatmap

License: MIT licence
Record Creation Time: 20220129T080334+0000

Record Last Update: 20260821T194110+0000



https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/SCR_017270/resolver
https://bioconductor.org/packages/release/bioc/html/ComplexHeatmap.html
https://pubmed.ncbi.nlm.nih.gov/27207943

Ratings and Alerts
No rating or validation information has been found for ComplexHeatmap.

No alerts have been found for ComplexHeatmap.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 3949 mentions in open access literature.
Listed below are recent publications. The full list is available at ASWG .
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Discover oncology, 17(1), 245.
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Plants Identifies Sentinel Antibiotic Resistance Gene Families for Monitoring Reclaimed
Wastewater and Treated Sludge. Environmental science & technology, 60(6), 4632.
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