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Protein Information Resource

RRID:SCR_002837
Type: Tool

Proper Citation

Protein Information Resource (RRID:SCR_002837)

Resource Information

URL: http://proteininformationresource.org/

Proper Citation: Protein Information Resource (RRID:SCR_002837)

Description: Integrated public bioinformatics resource to support genomic, proteomic and
systems biology research and scientific studies. Provides databases and protein sequence
analysis tools to scientific community, including Protein Sequence Database which grew
out from the Atlas of Protein Sequence and Structure. Conducts research in biomedical
text mining and ontology, computational systems biology, and bioinformatics
cyberinfrastructure. In 2002 PIR, along with its international partners, EBI (European
Bioinformatics Institute) and SIB (Swiss Institute of Bioinformatics), were awarded a grant
from NIH to create UniProt, a single worldwide database of protein sequence and function,
by unifying the PIR-PSD, Swiss-Prot, and TrEMBL databases. Currently, PIR major
activities include: i) UniProt (Universal Protein Resource) development, ii) iProClass
protein data integration and ID mapping, iii) PRO protein ontology, and iv) iProLINK
protein literature mining and ontology development. The FTP site provides free download
for iProClass, PIRSF, and PRO.

Abbreviations: PIR
Synonyms: PIR - Protein Information Resource
Resource Type: topical portal, data or information resource, portal

Defining Citation: PMID:12520019

Keywords: annotation, genomic, mining, protein, protein bioinformatics, proteomic,
research, sequence, structure, systems biology, gold standard, bio.tools, FASEB list

Funding: NLM P41 LM05798

Availability: Free, Freely available
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Resource Name: Protein Information Resource

Resource ID: SCR_002837

Alternate IDs: biotools:pir, nif-0000-21327, nif-0000-00143, SCR_008229
Alternate URLSs: https://bio.tools/pir, http://pir.georgetown.edu/

Record Creation Time: 20220129T080215+0000

Record Last Update: 20260731T042636+0000

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 83 mentions in open access literature.

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