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The foundation for much of our understanding of basic cellular biology has been learned from the budding yeast
Saccharomyces cerevisiae, and studies with yeast have provided powerful insights into human genetic diseases and the
cellular pathways in which they are involved. This utility of yeast as a model for human disease arises from the
biochemical unity that underlies all forms of life. Recent work with humanized yeast (in which yeast genes have been
replaced with human orthologs) and humanized yeast proteins (in which key residues have been altered to match the
human sequence) has demonstrated extensive conservation of ancestral functions through time and across taxa. In order
to promote and support the ways in which yeast and yeast research can inform genetic medicine, the Saccharomyces
Genome Database (SGD; www.yeastgenome.org) is providing comprehensive curation for human disease-related genes
and their yeast homologs, including high quality manually curated information regarding functional complementation and
conserved function. Curated information for yeast genes is displayed on Homology pages and Disease pages at SGD in
ways that allow data mining and encourage innovation for researchers studying both yeast and other organisms. These
efforts are part of our continuing mission to educate students, enable bench researchers, and facilitate scientific
discovery. SGD is supported by a grant from the NHGRI (U41 HG001315).

Goal: promote ways in which yeast and yeast research can inform genetic medicine
Yeast and human homologs ! Disease associations ! Functional complementation 
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