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Saccharomyces cerevisiae, a model organism fundamental to our understanding of eukaryotic cell biology, has long been utilized for the exploration of

the biology described by omics technologies. The canonical sequence information for this valuable research data is hosted by the Saccharomyces
Genome Database (SGD), a publicly available resource with manually and high-throughput curated data regarding function, expression, and interaction of 
genetic loci and their products. SGD also houses comparative analysis tools to explore homology relationships in humans, model organisms, and species 

across the fungal clade. In addition, SGD facilitates queries into the genetic and peptide sequence divergence among several strains of S. cerevisiae. 
The curated datasets of fungal homologous proteins and annotated whole genome sequences of S. cerevisiae isolates that provide the basis for these 
tools are available for direct download from SGD. SGD seeks to accumulate sequence data from geographically and ecologically diverse S. cerevisiae 

strains for the benefit of the research community; these are provided by resources such as the 100-Genomes Strains and 1002 Yeast Genomes Project. 
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