PIRSF is a protein classification system based on the evolutionary relationships of whole proteins, whereby family members are both homologous (sharing common ancestry) and homeomorphic (sharing full-length sequence similarity with common domain architecture). The system adopts a network structure for protein classification--from superfamily to subfamily levels--allowing annotation of both specific biological and generic biochemical functions for member proteins. The PIRSF classification system serves as the basis for a rule-based approach to automatically provide standardized and rich functional annotation for position-specific sequence features, protein names, Enzyme Commission (EC) numbers, keywords, and Gene Ontology (GO) terms.  A description of the PIRSF system and its use for annotation of UniProt proteins will be presented.
