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Proper Citation

trRosetta (RRID:SCR_021181)

Resource Information

URL: https://yanglab.nankai.edu.cn/trRosetta/

Proper Citation: trRosetta (RRID:SCR_021181)

Description: Software tool for fast and accurate protein structure prediction. Builds
protein structure based on direct energy minimizations with restrained Rosetta. Restraints
include inter-residue distance and orientation distributions, predicted by deep residual
neural network. Homologous templates are included in network prediction to improve
accuracy for easy targets.

Synonyms: transformed restrained Rosetta

Resource Type: simulation software, software resource, software application, service
resource

Defining Citation: PMID:31896580

Keywords: protein structure, restraint-guided structure generation, protein structure
prediction

Funding: National Natural Science Foundation of China ;
Fok Ying-Tong Education Foundation ;
Key Laboratory for Medical Data Analysis and Statistical Research of Tianjin ;
Thousand Youth Talents Plan of China ;
China Scholarship Council ;
NIGMS R01 GM092802;
NIH Office of the Director DP5 OD026389

Availability: Free, Freely available

Resource Name: trRosetta

Resource ID: SCR_021181

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_021181/resolver
https://yanglab.nankai.edu.cn/trRosetta/
https://pubmed.ncbi.nlm.nih.gov/31896580


Alternate URLs: https://github.com/gjoni/trRosetta

License: MIT License

Record Creation Time: 20220129T080354+0000

Record Last Update: 20260808T190209+0000

Ratings and Alerts

No rating or validation information has been found for trRosetta.

No alerts have been found for trRosetta.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 100 mentions in open access literature.

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