
Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

Aggrescan: The Hot Spot Finder
RRID:SCR_008403
Type: Tool

Proper Citation

Aggrescan: The Hot Spot Finder (RRID:SCR_008403)

Resource Information

URL: http://bioinf.uab.es/aggrescan/

Proper Citation: Aggrescan: The Hot Spot Finder (RRID:SCR_008403)

Description: Web-based tool for identifying hot spots of aggregation in polypeptides.
Aggrescan uses an aggregation-propensity scale for natural amino acids derived from in
vivo experiments and on the assumption that short and specific sequence stretches
modulate protein aggregation. The algorithm is shown to identify a series of protein
fragments involved in the aggregation of disease-related proteins and to predict the effect
of genetic mutations on their deposition propensities. It also provides new insights into the
differential aggregation properties displayed by globular proteins, natively unfolded
polypeptides, amyloidogenic proteins and proteins found in bacterial inclusion bodies.

Abbreviations: Aggrescan

Resource Type: analysis service resource, service resource, data analysis service,
production service resource

Defining Citation: PMID:17324296

Keywords: aggregation, amino acid, protein, mutation, polypeptide, amyloid, bacterial
protein, protein aggregation, neurodegeneration

Funding: Ministerio de Educacion y Ciencia BIO2004-05879;
Ministerio de Educacion y Ciencia BIO2003-02848;
Spain Generalitat de Catalunya SGR2005-00037;
Spain Generalitat de Catalunya SGR2005-01037

Availability: Free, Acknowledgement requested

Resource Name: Aggrescan: The Hot Spot Finder

Resource ID: SCR_008403
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Alternate IDs: nif-0000-30073

Record Creation Time: 20220129T080247+0000

Record Last Update: 20260728T043304+0000

Ratings and Alerts

No rating or validation information has been found for Aggrescan: The Hot Spot Finder.

No alerts have been found for Aggrescan: The Hot Spot Finder.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 52 mentions in open access literature.
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