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Proper Citation

PIRSF (RRID:SCR_003352)

Resource Information

URL.: http://pir.georgetown.edu/pirwww/dbinfo/pirsf.shtml

Proper Citation: PIRSF (RRID:SCR_003352)

Description: A SuperFamily classification system, with rules for functional site and protein
name, to facilitate the sensible propagation and standardization of protein annotation and
the systematic detection of annotation errors. The PIRSF concept is being used as a
guiding principle to provide comprehensive and non-overlapping clustering of UniProtkKB
sequences into a hierarchical order to reflect their evolutionary relationships. The PIRSF
classification system is based on whole proteins rather than on the component domains;
therefore, it allows annotation of generic biochemical and specific biological functions, as
well as classification of proteins without well-defined domains. There are different PIRSF
classification levels. The primary level is the homeomorphic family, whose members are
both homologous (evolved from a common ancestor) and homeomorphic (sharing full-
length sequence similarity and a common domain architecture). At a lower level are the
subfamilies which are clusters representing functional specialization and/or domain
architecture variation within the family. Above the homeomorphic level there may be
parent superfamilies that connect distantly related families and orphan proteins based on
common domains. Because proteins can belong to more than one domain superfamily,
the PIRSF structure is formally a network. The FTP site provides free download for PIRSF.

Abbreviations: PIRSF
Synonyms: PIR SuperFamily, Protein Information Resource SuperFamily

Resource Type: narrative resource, standard specification, database, data or information
resource

Defining Citation: PMID:19455212, PMID:14681371

Keywords: protein annotation, classification, protein, superfamily, functional site, protein
name, bio.tools



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_003352/resolver
http://pir.georgetown.edu/pirwww/dbinfo/pirsf.shtml
https://pubmed.ncbi.nlm.nih.gov/19455212
https://pubmed.ncbi.nlm.nih.gov/14681371

Funding: NHGRI U01-HG02712;
NSF DBI-0138188;
NSF ITR-0205470

Availability: Free, Freely available

Resource Name: PIRSF

Resource ID: SCR_003352

Alternate IDs: biotools:pirsf, nif-0000-03294, OMICS_01697
Alternate URLSs: https://bio.tools/pirsf

Old URLs: http://pir.georgetown.edu/pirsf/

Record Creation Time: 20220129T080218+0000

Record Last Update: 20260807T042551+0000

Ratings and Alerts
No rating or validation information has been found for PIRSF.

No alerts have been found for PIRSF.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 32 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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