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Proper Citation

I-TASSER (RRID:SCR_014627)

Resource Information

URL: http://zhanglab.ccmb.med.umich.edu/I-TASSER/

Proper Citation: I-TASSER (RRID:SCR_014627)

Description: Web server as integrated platform for automated protein structure and
function prediction. Used for protein 3D structure prediction. Resource for automated
protein structure prediction and structure-based function annotation.

Synonyms: Iterative Threading Assembly Refinement, Iterative Threading ASSEmbly
Refinement

Resource Type: software resource, software application, data analysis software, data
processing software

Defining Citation: DOI:10.1186/1471-2105-9-40, DOI:10.1093/nar/gkv342,
PMID:20360767, PMID:18215316

Keywords: Automated prediction, protein structure prediction, protein function prediction,
protein 3D structure, amino acid sequence, alignment, simulation, 3D atomic model,
protein, bio.tools

Funding: NIGMS GM083107;
NIGMS GM084222

Availability: Free, Available for download, Freely available

Resource Name: I-TASSER

Resource ID: SCR_014627

Alternate IDs: biotools:i-tasser, SCR_018803

Alternate URLs: https://bio.tools/i-tasser

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_014627/resolver
http://zhanglab.ccmb.med.umich.edu/I-TASSER/
https://dx.doi.org/10.1186/1471-2105-9-40
https://dx.doi.org/10.1093/nar/gkv342
https://pubmed.ncbi.nlm.nih.gov/20360767
https://pubmed.ncbi.nlm.nih.gov/18215316


License: GPL

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260808T190033+0000

Ratings and Alerts

No rating or validation information has been found for I-TASSER.

No alerts have been found for I-TASSER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 3874 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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