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IUPRED

RRID:SCR_014632
Type: Tool

Proper Citation

IUPRED (RRID:SCR_014632)

Resource Information

URL: http://iupred.enzim.hu/

Proper Citation: IUPRED (RRID:SCR_014632)

Description: A web server which recognizes tertiary structures from an amino acid
seqguence based on estimated pairwise energy content. Users can input SWISS-
PROT/TrEMBL identifier or accession number, or paste the amino acid sequence.

Synonyms: Prediction of Intrinsically Unstructured Proteins, Prediction of Intrinsically
Unstructured Proteins (IUPRED)

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

Defining Citation: PMID:15955779

Keywords: web application, sequence analysis, web server, territory structure, amino acid
sequence, swiss prot, trembl

Availability: Available to academic users, Available for download, Commercial users must
enquire

Resource Name: IUPRED
Resource ID: SCR_014632
Record Creation Time: 20220129T080321+0000

Record Last Update: 20260729T044333+0000

Ratings and Alerts

No rating or validation information has been found for IUPRED.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_014632/resolver
http://iupred.enzim.hu/
https://pubmed.ncbi.nlm.nih.gov/15955779

No alerts have been found for IUPRED.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 295 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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1451279.
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