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Proper Citation

Mayday (RRID:SCR_010945)

Resource Information

URL: http://www-ps.informatik.uni-tuebingen.de/mayday/wp/

Proper Citation: Mayday (RRID:SCR_010945)

Description: Software providing a workbench for visualization, analysis and storage of
microarray data. It features a graphical user interface and supports the development and
integration of existing and new analysis methods. Besides the infrastructural core
functionality, Mayday offers a variety of plug-ins, such as various interactive viewers, a
connection to the R statistical environment, a connection to SQL-based databases, and
different clustering methods, including phylogenetic methods. In addition, so-called meta
information objects are provided for annotation of the microarray data allowing integration
of data from different sources. This meta information can be used to enhance
visualizations, such as in the enhanced heatmap visualization. Written in the Java
programming language, Mayday is extremely portable and runs on all platforms supporting
the Java runtime environment 1.6.

Abbreviations: Mayday

Synonyms: Mayday - Microarray Data Analysis

Resource Type: software resource

Keywords: java

Availability: GNU General Public License, Plug-ins:, GNU Lesser General Public License

Resource Name: Mayday

Resource ID: SCR_010945

Alternate IDs: OMICS_00773

Record Creation Time: 20220129T080301+0000

Record Last Update: 20260725T190709+0000

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_010945/resolver
http://www-ps.informatik.uni-tuebingen.de/mayday/wp/


Ratings and Alerts

No rating or validation information has been found for Mayday.

No alerts have been found for Mayday.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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