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Proper Citation

Predictions for Entire Proteomes (RRID:SCR_002803)

Resource Information

URL: http://www.predictprotein.org/

Proper Citation: Predictions for Entire Proteomes (RRID:SCR_002803)

Description: Web application for sequence analysis and the prediction of protein structure
and function. The user interface intakes protein sequences or alignments and returned
multiple sequence alignments, motifs, and nuclear localization signals., THIS RESOURCE
IS NO LONGER IN SERVICE. Documented on January 15,2026.

Synonyms: PredictProtein

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

Defining Citation: PMID:24799431, DOI:10.1093/nar/gkh377

Keywords: sequence analysis database, protein structure prediction, protein structure,
protein function, bio.tools, FASEB list

Funding: BMBF

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Predictions for Entire Proteomes

Resource ID: SCR_002803

Alternate IDs: nif-0000-00136, OMICS_07135, biotools:predictprotein

Alternate URLs: https://bio.tools/predictprotein,
https://sources.debian.org/src/predictprotein/

Old URLs: http://cubic.bioc.columbia.edu/pep/

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_002803/resolver
http://www.predictprotein.org/
https://pubmed.ncbi.nlm.nih.gov/24799431
https://dx.doi.org/10.1093/nar/gkh377


License: Academic Software License Agreement

License URLs: https://www.predictprotein.org/terms

Record Creation Time: 20220129T080215+0000

Record Last Update: 20260728T043135+0000

Ratings and Alerts

No rating or validation information has been found for Predictions for Entire Proteomes.

No alerts have been found for Predictions for Entire Proteomes.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 578 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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