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Proper Citation

TM4 Microarray Software Suite - TIGR MultiExperiment Viewer (RRID:SCR_001915)

Resource Information

URL: http://www.tm4.org/mev.html

Proper Citation: TM4 Microarray Software Suite - TIGR MultiExperiment Viewer
(RRID:SCR_001915)

Description: A desktop application for the analysis, visualization and data-mining of large-
scale genomic data. It is a versatile microarray tool, incorporating sophisticated algorithms
for clustering, visualization, classification, statistical analysis and biological theme
discovery. MeV generates informative and interrelated displays of expression and
annotation data from single or multiple experiments. A huge array of alrogithms are
included in MeV modules, and are available at a button-click, such as K-means clustering,
Hierarchical clustering, t-Tests, Significance Analysis of Microarrays, Gene Set
Enrichment Analysis, and EASE. Extensive documentation is available for helping new
users get started with MeV. A Quickstart Guide provides the tutorial a brand new person
will need to get their first dataset loaded and displayed in the program. Returning MEV
users will want to check out the release notes to see what new features are available in
the latest versions of the program. Tutorials have been written about several of its more
involved features.

Abbreviations: MeV

Synonyms: MultiExperiment Viewer, MultiExperiment Viewer (MeV), TM4 TIGR MeV

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

Defining Citation: PMID:16939790, PMID:12613259

Keywords: gene expression, analysis, annotation, classification, microarray, visualization,
statistical analysis, clustering, biological theme, graphic, annotation, data mining
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Funding: NCRR 5P20RR015578-07

Availability: Open unspecified license, Free for academic use

Resource Name: TM4 Microarray Software Suite - TIGR MultiExperiment Viewer

Resource ID: SCR_001915

Alternate IDs: SCR_005576, OMICS_00781

License: Artistic License v2

Record Creation Time: 20220129T080210+0000

Record Last Update: 20260903T234508+0000

Ratings and Alerts

No rating or validation information has been found for TM4 Microarray Software Suite -
TIGR MultiExperiment Viewer.

No alerts have been found for TM4 Microarray Software Suite - TIGR MultiExperiment
Viewer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 487 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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