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Proper Citation

FoldX (RRID:SCR_008522)

Resource Information

URL: http://foldx.crg.es/

Proper Citation: FoldX (RRID:SCR_008522)

Description: A computer algorithm that provides a fast and quantitative estimation of the
importance of the interactions contributing to the stability of proteins and protein
complexes. The predictive power of FOLDEF has been tested on a very large set of point
mutants (1088 mutants) spanning most of the structural environments found in proteins .
FoldX uses a full atomic description of the structure of the proteins. The different energy
terms taken into account in FoldX have been weighted using empirical data obtained from
protein engineering experiments.

Abbreviations: FoldX

Resource Type: production service resource, software resource, data analysis service,
analysis service resource, service resource

Defining Citation: PMID:15980494, PMID:16006526

Keywords: interaction, stability, protein, protein complex

Availability: Acknowledgement requested

Resource Name: FoldX

Resource ID: SCR_008522

Alternate IDs: OMICS_00129, nif-0000-30580

Alternate URLs: http://fold-x.embl.de, http://fold-x.embl-heidelberg.de

Record Creation Time: 20220129T080247+0000

Record Last Update: 20260808T190235+0000

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_008522/resolver
http://foldx.crg.es/
https://pubmed.ncbi.nlm.nih.gov/15980494
https://pubmed.ncbi.nlm.nih.gov/16006526


Ratings and Alerts

No rating or validation information has been found for FoldX.

No alerts have been found for FoldX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 855 mentions in open access literature.

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