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The Saccharomyces Genome Database (SGD; www.yeastgenome.org) is a model organism database with a goal of painting a complete picture of eukaryotic cellular processes by curating a comprehensive 
and diverse collection of data types for the budding yeast Saccharomyces cerevisiae. In addition to other data, we also have been capturing single mutant phenotypes as well as importing genetic and 
physical protein-protein interactions from BioGRID (thebiogrid.org) to help shed light on the role proteins play in cellular processes. While we have been collecting mutant types since we started annotating 
mutant phenotypes, we more recently decided to capture mutant alleles broadly and systematically. Users can now search for and find alleles associated with their genes of interest. In addition, pages 
dedicated to single alleles are now available and include information on allele type, molecular details of the mutation, alias names and associated references, along with all phenotype and interaction 
annotations where specific alleles were used. Alleles that share phenotype and/or genetic interaction annotations are graphical represented in the ‘Shared Alleles’ section. Users will be able explore more 
fully previously unlinked data types using our new allele curation model to gain additional insight into cellular processes and pathways. This work is supported by a grant from the NHGRI (U41 HG001315).
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