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Classification of genes induced = 3- fold in response to cold temperature
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Saccharomyces cerevisiae is a complex unicellular eukaryote Respiration Rates in YPD & YPGAL

organism that contains 6,400 genes. S. cerevisiae is an excellent model
organism because its genome has been sequenced and yeast
microarrays are available for studying gene expression.

A yeast microarray Is a glass slide with about 6,400 DNA genes
printed on it. To use a microarray, RNA is isolated from the cells and
made into complimentary DNA (cDNA), which binds to homologous
sequences on the array. The control sample is labeled with a green
fluorescent dye and the experimental sample is labeled with a red
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