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Prediction of Amyloid Structure Aggregation

RRID:SCR_001768
Type: Tool

Proper Citation

Prediction of Amyloid Structure Aggregation (RRID:SCR_001768)

Resource Information

URL: http://protein.bio.unipd.it/pasta2/

Proper Citation: Prediction of Amyloid Structure Aggregation (RRID:SCR_001768)

Description: Online interface that utilizes an algorithm to predict the most aggregation-
prone portions and the corresponding beta-strand inter-molecular pairing for a given input
seqguence. Users can paste the sequence into the interface and output the appropriate
sequence.

Abbreviations: PASTA
Synonyms: PASTA 2.0, Prediction of amyloid structure aggregation

Resource Type: analysis service resource, data analysis service, production service
resource, service resource, software resource, web application

Defining Citation: PMID:24848016

Keywords: protein aggregation, sequence, dna, rna, amyloid structure, protein analysis,
bio.tools

Funding: Padova University Progetto di Ateneo CPDA121890;
Italian Ministry for University and Research FIRB Futuro in Ricerca RBFR08ZSXY

Availability: Free, Freely available

Resource Name: Prediction of Amyloid Structure Aggregation
Resource ID: SCR_001768

Alternate IDs: biotools:pasta, OMICS_03861

Alternate URLSs: https://bio.tools/pasta
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Record Creation Time: 20220129T080209+0000

Record Last Update: 20260905T132439+0000

Ratings and Alerts

No rating or validation information has been found for Prediction of Amyloid Structure
Aggregation.

No alerts have been found for Prediction of Amyloid Structure Aggregation.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 180 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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