
Resource Summary Report

Generated by kravitz2 on Sep 4, 2026

Protein Information Resource
RRID:SCR_008229
Type: Tool

Proper Citation

Protein Information Resource (RRID:SCR_008229)

Resource Information

URL: https://proteininformationresource.org/

Proper Citation: Protein Information Resource (RRID:SCR_008229)

Description: Integrated databases and bioinformatics tools to support genomic, proteomic
and systems biology research. PIR maintains the Protein Sequence Database (PSD), an
annotated protein database containing over 283 000 sequences covering the entire
taxonomic range. Family classification is used for sensitive identification, consistent
annotation, and detection of annotation errors. The superfamily curation defines signature
domain architecture and categorizes memberships to improve automated classification. To
increase the amount of experimental annotation, the PIR has developed a bibliography
system for literature searching, mapping, and user submission, and has conducted
retrospective attribution of citations for experimental features. PIR also maintains NREF, a
non-redundant reference database, and iProClass, an integrated database of protein
family, function, and structure information. PIR is a member of the UniProt Consortium that
provides the central international resource on protein sequence and function. Located both
at the University of Delaware and Georgetown University, PIR conducts research in
biomedical text mining and ontology, computational systems biology, and bioinformatics
cyberinfrastructure. The PIR web sites are freely accessible by researchers worldwide with
over 4 million hits per month from over 100,000 unique sites.

Abbreviations: PIR

Synonyms: MIRROR: Protein Information Resource

Resource Type: data or information resource, database

Keywords: family, function, annotation, bioinformatic, biomedical, comuptational systems
biology, cyberinfrastructure, database, genomic, mining, protein, protein bioinformatics,
proteomic, research, scientific, sequence, structure, systems biology, taxonomic, tool,
ontology, text, bio.tools, FASEB list
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Resource Name: Protein Information Resource

Resource ID: SCR_008229

Alternate IDs: biotools:pir, nif-0000-21327

Alternate URLs: https://bio.tools/pir, http://pir.georgetown.edu/

Record Creation Time: 20220129T080246+0000
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Ratings and Alerts

No rating or validation information has been found for Protein Information Resource.

No alerts have been found for Protein Information Resource.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 78 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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