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RRID:SCR_018118
Type: Tool

Proper Citation

RaptorX (RRID:SCR_018118)

Resource Information

URL.: http://raptorx.uchicago.edu/

Proper Citation: RaptorX (RRID:SCR_018118)

Description: Software package and web server for protein structure and function prediction.
Used for predicting 3D structures for protein sequences without close homologs in Protein
Data Bank. Given input sequence, predicts its secondary and tertiary structures, contacts,
solvent accessibility, disordered regions and binding sites. Assigns some confidence scores
to indicate quality of predicted 3D model.

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

Defining Citation: PMID:21987485

Keywords: Protein structure predictor, 3D structure, protein sequence, secondary and
tertiary structure, binding site, solvent accessibility, disordered region, bio.tools

Funding: NIGMS R01 GM089753;
NSF DBI 0960390

Availability: Restricted
Resource Name: RaptorX
Resource ID: SCR_018118

Alternate IDs: biotools:raptorx



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018118/resolver
http://raptorx.uchicago.edu/
https://pubmed.ncbi.nlm.nih.gov/21987485

Alternate URLSs: https://bio.tools/raptorx
Record Creation Time: 20220129T080338+0000

Record Last Update: 20250416T063834+0000

Ratings and Alerts
No rating or validation information has been found for RaptorX.

No alerts have been found for RaptorX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 142 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Maekawa T, et al. (2023) Dying in self-defence: a comparative overview of immunogenic cell
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transferase activity to target the translation machinery and trigger a ribotoxic stress
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