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Proper Citation

HADDOCK (RRID:SCR_019091)

Resource Information

URL: https://alcazar.science.uu.nl/services/HADDOCK2.2/

Proper Citation: HADDOCK (RRID:SCR_019091)

Description: Software tool as information driven flexible docking approach for modeling of
biomolecular complexes.User friendly integrative modeling of biomolecular
complexes.HADDOCK v 2.2 offers new features such as support for mixed molecule
types, additional experimental restraints and improved protocols, all of this in user friendly
interface.

Synonyms: HADDOCK2.2, HADDOCK2.4, High Ambiguity Driven protein-protein
DOCKing

Resource Type: software application, data access protocol, software resource, web
service, simulation software

Defining Citation: PMID:12580598, PMID:26410586

Keywords: Molecular docking, data driven, biomolecular complex, grid computing, hybrid
modeling, protein complex

Availability: Restricted

Resource Name: HADDOCK

Resource ID: SCR_019091

Alternate URLs: https://www.bonvinlab.org/software/haddock2.2/,
https://wenmr.science.uu.nl/haddock2.4/

Record Creation Time: 20220129T080343+0000

Record Last Update: 20260729T044455+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_019091/resolver
https://alcazar.science.uu.nl/services/HADDOCK2.2/
https://pubmed.ncbi.nlm.nih.gov/12580598
https://pubmed.ncbi.nlm.nih.gov/26410586


No rating or validation information has been found for HADDOCK.

No alerts have been found for HADDOCK.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 83 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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RAF1-RAP1A Binding in Cancer: Conformational Analysis, Binding Free Energy, and
Essential Dynamics. Proteins, 93(3), 684.
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