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ClusPro

RRID:SCR_018248
Type: Tool

Proper Citation

ClusPro (RRID:SCR_018248)

Resource Information

URL: https://cluspro.bu.edu/

Proper Citation: ClusPro (RRID:SCR_018248)

Description: Web tool for protein-protein docking. Server provides removal of
unstructured protein regions, application of attraction or repulsion, accounting for pairwise
distance restraints, construction of homo-multimers, consideration of small-angle X-ray
scattering data, and location of heparin-binding sites. Six different energy functions can be
used, depending on protein type.This protocol describes use of various options,
construction of auxiliary restraints files, selection of energy parameters, and analysis of
results.

Synonyms: ClusPro 2.0
Resource Type: data access protocol, service resource, software resource, web service

Defining Citation: PMID:28079879

Keywords: Protein-protein docking, protein structure, energy function, energy parameter
selection, analysis, data

Funding: NIGMS R01 GM061867;
NIGMS R35 GM118078

Availability: Free, Freely available

Resource Name: ClusPro

Resource ID: SCR_018248

Record Creation Time: 20220129T080339+0000

Record Last Update: 20260821T194126+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_018248/resolver
https://cluspro.bu.edu/
https://pubmed.ncbi.nlm.nih.gov/28079879

No rating or validation information has been found for ClusPro.

No alerts have been found for ClusPro.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 979 mentions in open access literature.

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