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Voronoia

RRID:SCR_006005
Type: Tool

Proper Citation

Voronoia (RRID:SCR_006005)

Resource Information

URL: http://bioinformatics.charite.de/voronoia/

Proper Citation: Voronoia (RRID:SCR_006005)

Description: Voronoia is a program suite to analyse and visualize the atomic packing of
protein structures. It is based on the Voronoi Cell method and can be used to estimate the
guality of a protein structure, e.g. by comparing the packing density of buried atoms to a
reference data set or by highlighting protein regions with large packing defects. Voronoia
is also targeted to detect locations of putative internal water or binding sites for ligands.
Accordingly, Voronoia is beneficial for a broad range of protein structure approaches. It is
applicable as a standalone version coming with a user friendly GUI or, alternatively, as a
Pymol Plugin. Finally, Voronoia is also available as an easy to use webtool to process
user defined PDB-files or to asses precalculated packing files from DOPP, the regularly
updated Dictionary of Packing in Proteins.

Synonyms: Voronoia

Resource Type: data or information resource, software toolkit, database, software
resource

Resource Name: Voronoia

Resource ID: SCR_006005

Alternate IDs: nif-0000-03641

Old URLSs: http://141.42.202.21/voronoia/index.php
Record Creation Time: 20220129T080233+0000

Record Last Update: 20260811T043242+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_006005/resolver
http://bioinformatics.charite.de/voronoia/

No rating or validation information has been found for Voronoia.

No alerts have been found for Voronoia.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Ayres CM, et al. (2016) Differential utilization of binding loop flexibility in T cell receptor
ligand selection and cross-reactivity. Scientific reports, 6, 25070.



https://dknet.org/rin/sources/SCR_005400
https://dknet.org/data/record/nlx_144509-1/SCR_006005/resolver/mentions

