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Proper Citation

genomics Workbench (RRID:SCR_013599)

Resource Information

URL: http://www.geworkbench.org

Proper Citation: genomics Workbench (RRID:SCR_013599)

Description: geWorkbench (genomics Workbench) is a Java-based open-source platform
for integrated genomics. Using a component architecture it allows individually developed
plug-ins to be configured into complex bioinformatic applications. At present there are
more than 70 available plug-ins supporting the visualization and analysis of gene
expression and sequence data. Example use cases include: * loading data from local or
remote data sources. * visualizing gene expression, molecular interaction networks,
protein sequence and protein structure data in a variety of ways. * providing access to
client- and server-side computational analysis tools such as t-test analysis, hierarchical
clustering, self organizing maps, regulatory networks reconstruction, BLAST searches,
pattern/motif discovery, etc. * validating computational hypothesis through the integration
of gene and pathway annotation information from curated sources as well as through
Gene Ontology enrichment analysis. geWorkbench is the Bioinformatics platform of
MAGNet, the National Center for the Multi-scale Analysis of Genomic and Cellular
Networks (one of the 7 National Centers for Biomedial Computing funded through the NIH
Roadmap). Additionally, geWorkbench is supported by caBIG, NCI"s cancer Biomedical
Informatics Grid initiative.

Synonyms: geWorkbench

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

Funding: NIH ;
caBIG

Resource Name: genomics Workbench

Resource ID: SCR_013599
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Alternate IDs: nif-0000-00306
Record Creation Time: 20220129T080317+0000

Record Last Update: 20260728T043427+0000

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

No alerts have been found for genomics Workbench.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 25 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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