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Evolutionary Couplings Server

RRID:SCR_018745
Type: Tool

Proper Citation

Evolutionary Couplings Server (RRID:SCR_018745)

Resource Information

URL.: https://evcouplings.org/

Proper Citation: Evolutionary Couplings Server (RRID:SCR_018745)

Description: Web server provides functional and structural information about proteins from
their evolutionary record using methods from statistical physics. Computes evolutionary
couplings from sequence alignments and predicts 3D structure for your protein of interest.
Allows to run former EVcouplings, EVmutation, EVfold and EVcomplex jobs.

Synonyms: EVcouplings

Resource Type: data access protocol, service resource, production service resource,
analysis service resource, web service, software resource

Defining Citation: PMID:30304492

Keywords: Coevolutionary sequence analysis, evolutionary coupling, protein sequence,
RNA sequence alignment, predict protein structure, evolutionary sequence covariantion, 3D
protein structure prediction, , bio.tools

Funding: NSF GRFP DGE1144152;
DOE CSGF fellowship ;
NIGMS R01 GM106303

Availability: Free, Freely available
Resource Name: Evolutionary Couplings Server

Resource ID: SCR_018745



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_018745/resolver
https://evcouplings.org/
https://pubmed.ncbi.nlm.nih.gov/30304492

Alternate IDs: biotools:EVcouplings

Alternate URLSs: https://github.com/debbiemarkslab/evcouplings,
https://bio.tools/EVcouplings

License: MIT License
License URLSs: https://github.com/debbiemarkslab/EVcouplings/blob/develop/LICENSE
Record Creation Time: 20220129T080341+0000

Record Last Update: 20250519T204043+0000

Ratings and Alerts
No rating or validation information has been found for Evolutionary Couplings Server.

No alerts have been found for Evolutionary Couplings Server.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET.
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