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Proper Citation

BioLayout Express 3D (RRID:SCR_007179)

Resource Information

URL: http://www.biolayout.org

Proper Citation: BioLayout Express 3D (RRID:SCR_007179)

Description: BioLayout Express3D is a powerful new tool for the visualization and
analysis of networks derived from biological systems. Network-based approaches are
becoming increasing popular for the analysis of "omics and other high dimensional data.
Networks can be produced from a wide variety of biological relationships, such as
interactions between individuals, disease transmission, sequence similarity, metabolic
pathways, protein interactions, pathways, regulatory cascades, gene expression, etc.
BioLayout Express3D has been specifically designed for visualization, clustering and
analysis of large network graphs in two- and three-dimensional space derived primarily,
but not exclusively, from biological data. Sponsors: This resource is supported by BBSRC
(BB / FO03722 / 1) and the Wellcome Trust (GR0O77040RP). Keywords: Biology, Tool,
Software, visualization, Analysis, Network, Biological, System, Dimentional, Data,
Disease, Transmission, Sequence, Metabolic, Pathway, Protein, Interaction, Gene,
Expression, Clustering, Analysis,

Synonyms: BioLayout Express

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

Resource Name: BioLayout Express 3D
Resource ID: SCR_007179

Alternate IDs: nif-0000-30182

Record Creation Time: 20220129T080240+0000

Record Last Update: 20260803T040500+0000

Ratings and Alerts


https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/SCR_007179/resolver
http://www.biolayout.org

No rating or validation information has been found for BioLayout Express 3D.

No alerts have been found for BioLayout Express 3D.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 123 mentions in open access literature.

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