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Resource for Biocomputing Visualization and Informatics (RRID:SCR_001374)

Resource Information

URL.: http://www.cgl.ucsf.edu/

Proper Citation: Resource for Biocomputing Visualization and Informatics
(RRID:SCR_001374)

Description: Biomedical technology resource center that develops software and web-based
resources for the visualization and analysis of molecular structure, and related data, at
scales ranging from the atomic to the supramolecular. They create tools for handling and
integrating diverse types of biomolecular data, including atomic-resolution coordinates,
density maps, sequences, annotations, and networks. Their primary efforts are in the
visualization and analysis of structures of molecules and molecular assemblies, enzyme
seguence-structure-function relationships, and network representations of protein similarity,
binding interactions, and biological pathways. They provide technologies to enable
identifying the molecular bases of disease and phenotypic variation, annotating proteins of
unknown function, identifying targets for drug development, designing drugs, and
engineering proteins with new functions. RBVI distributes software tools, including the
popular UCSF Chimera visualization and analysis package, develops and hosts the
Structure-Function Linkage Database, and provides access to state-of-the-art computational
resources in support of research projects in these areas.

Abbreviations: RBVI

Resource Type: biomedical technology resource center, training resource
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Ratings and Alerts

No rating or validation information has been found for Resource for Biocomputing
Visualization and Informatics.

No alerts have been found for Resource for Biocomputing Visualization and Informatics.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 151 mentions in open access literature.

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