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Table S1. Microarray data.  Descriptions are of S. cerevisiae homologs (see SGD website http://www.yeastgenome.org). A. Genes up-regulated by at least 1.5-fold in SM3 versus SM1. Fold change is defined as the average ratio of gene expression in SM3 compared to SM1 and 6955 compared to 6856 in two independent microarray experiments.  B.  Genes up-regulated in SM1(pdr1/ PDR1SM3 compared to SM1(pdr1/ PDR1SM1. Fold change is defined as the average ratio of gene expression in SM1(pdr1/ PDR1SM3 compared to SM1(pdr1/ PDR1SM1 and SM1(pdr1/ PDR16955 compared to SM1(pdr1/ PDR16856 in two independent microarray experiments. Values highlighted in yellow are not valid fold-changes as they were called absent by the Affymetrix criterion.
Table S2. Microarray data.  Descriptions are of S. cerevisiae homologs (see SGD website http://www.yeastgenome.org). A. Genes down-regulated by at least 1.5-fold in SM3 versus SM1. Fold change is defined as the average ratio of gene expression in SM3 compared to SM1 and 6955 compared to 6856 in two independent microarray experiments.  B.  Genes down-regulated in SM1(pdr1/ PDR1SM3 compared to SM1(pdr1/ PDR1SM1. Fold change is defined as the average ratio of gene expression in SM1(pdr1/ PDR1SM3 compared to SM1(pdr1/ PDR1SM1 and SM1(pdr1/ PDR16955 compared to SM1(pdr1/ PDR16856 in two independent microarray experiments. Values highlighted in yellow are not valid fold-changes as they were called absent by the Affymetrix criterion.

Table S3. Microarray data.  Descriptions are of S. cerevisiae homologs (see SGD website http://www.yeastgenome.org). A. Genes up-regulated by at least 1.5-fold in 6955 versus 6856. Fold change is defined as the average ratio of gene expression in SM3 compared to SM1 and 6955 compared to 6856 in two independent microarray experiments.  B.  Genes up-regulated in SM1(pdr1/ PDR16955 compared to SM1(pdr1/ PDR16856. Fold change is defined as the average ratio of gene expression in SM1(pdr1/ PDR1SM3 compared to SM1(pdr1/ PDR1SM1 and SM1(pdr1/ PDR16955 compared to SM1(pdr1/ PDR16856 in two independent microarray experiments. Values highlighted in yellow are not valid fold-changes as they were called absent by the Affymetrix criterion.

Table S4. Microarray data.  Descriptions are of S. cerevisiae homologs (see SGD website http://www.yeastgenome.org). A. Genes down-regulated by at least 1.5-fold in 6955 versus 6856. Fold change is defined as the average ratio of gene expression in SM3 compared to SM1 and 6955 compared to 6856 in two independent microarray experiments.  B.  Genes down-regulated in SM1(pdr1/ PDR16955 compared to SM1(pdr1/ PDR16856. Fold change is defined as the average ratio of gene expression in SM1(pdr1/ PDR1SM3 compared to SM1(pdr1/ PDR1SM1 and SM1(pdr1/ PDR16955 compared to SM1(pdr1/ PDR16856 in two independent microarray experiments. Values highlighted in yellow are not valid fold-changes as they were called absent by the Affymetrix criterion.

