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Proper Citation

Java Treeview (RRID:SCR_016916)

Resource Information

URL: https://sourceforge.net/projects/jtreeview/

Proper Citation: Java Treeview (RRID:SCR_016916)

Description: Software as a cross platform gene expression visualization tool. Extensible
viewer for microarray data in the PCL or CDT format. Interactive display of clustered gene
expression data. Java application for visualizing large data matrices. It can load a dataset,
cluster it, browse it, customize its appearance and export it into a figure.

Abbreviations: TreeView

Synonyms: TreeView3, Treeview, Java TreeView

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

Keywords: gene, expression, data, visualization, microarray, interactive, display, cluster,
dataset

Availability: Free, Available for download, Freely available

Resource Name: Java Treeview

Resource ID: SCR_016916

Alternate URLs: https://bitbucket.org/TreeView3Dev/treeview3/

License: GNU General Public License version 2.0, MIT licence

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260729T044425+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_016916/resolver
https://sourceforge.net/projects/jtreeview/


No rating or validation information has been found for Java Treeview.

No alerts have been found for Java Treeview.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 52 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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