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to promote and support the ways in which yeast and yeast research can inform genetic medicine, the Saccharomyces e w1 | e woven) se o
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ways that allow data mining and encourage innovation for researchers studying both yeast and other organisms. These ~ «©@ #we | i oser | osois - sowar
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efforts are part of our continuing mission to educate students, enable bench researchers, and facilitate scientific = oar wcn | e svens | soor saos
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For a given yeast gene(s), retrieve information about cross-species functional complementation between yeast and another species. Retrieve all Disease Ontology (DO) annotations for a specified gene. Wild card queries (such as *YAL") are supported. GIS2 CNBP PUT2 ALDH4A1 YFH1 FXN
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