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Proper Citation

Robetta (RRID:SCR_018805)

Resource Information

URL: https://robetta.bakerlab.org/

Proper Citation: Robetta (RRID:SCR_018805)

Description: Web tool as protein structure prediction service. Provides automated structure 
prediction and analysis tools that can be used to infer protein structural information from 
genomic data. Produces model for entire protein sequence in presence or absence of 
sequence homology to protein of known structure.

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

Defining Citation: PMID:15215442

Keywords: Protein structure prediction, protein, structure prediction, prediction service, 
automated prediction, analysis tools, genomic data, protein sequence, protein model, 
bio.tools

Funding:

Availability: Restricted

Resource Name: Robetta

Resource ID: SCR_018805

Alternate IDs: biotools:robetta

Alternate URLs: https://bio.tools/robetta

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_018805/resolver
https://robetta.bakerlab.org/
https://pubmed.ncbi.nlm.nih.gov/15215442


Record Creation Time: 20220129T080342+0000

Record Last Update: 20250412T060240+0000

Ratings and Alerts

No rating or validation information has been found for Robetta.

No alerts have been found for Robetta.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 275 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Guilvout I, et al. (2024) Membrane platform protein PulF of the Klebsiella type II secretion 
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Scientific reports, 14(1), 3246.
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