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Legends to supplementary Tables S1-S5.
Table S1: Cap1p-HA3 binding dataset using the following criteria: Log2 pseudo-median signal intensity threshold of ≥ 1 and p-value cut-off of ≤ 0.01 (see Materials and Methods). Contig19#: The Contig19 number on which a given binding peak is detected using the Tilescope software (see Materials and Methods). Location: Position of the binding peak in the corresponding Contig19 DNA sequence. Log2 pseudo-median signal intensity: Log2-transformed pseudo-median signal intensity of Cap1p-HA3-binding at the corresponding location.  Target: orf19 nomenclature according to the C. albicans Assembly 19 of Cap1p-HA3 target gene, based on the location of the locus relative to the binding peak. ND, indicates that binding peaks are not clearly associated with ORFs. If the peak was found in the promoter region common to two adjacent ORFs, the two possible predicted target genes are shown, separated by “or”.  CGD Gene name: Gene name of the corresponding target gene according to the Candida Genome Database (CGD) (www.candidagenome.org). Description: Gene description according to CGD.
Table S2: Cap1p-CSE-HA3 binding dataset using the following criteria: Log2 pseudo-median signal intensity threshold of ≥ 1 and p-value cut-off of ≤ 0.01 (see Materials and Methods). Contig19#: The Contig19 number on which a given binding peak is detected using the Tilescope software (see Materials and Methods). Location: Position of the binding peak in the corresponding Contig19 DNA sequence. Log2 pseudo-median signal intensity: Log2-transformed pseudo-median signal intensity of Cap1p-CSE-HA3-binding at the corresponding location.  Target: orf19 nomenclature according to the C. albicans Assembly 19 of Cap1p-CSE-HA3 target gene, based on the location of the locus relative to the binding peak. ND, indicates that binding peaks are not clearly associated with ORFs. If the peak was found in the promoter region common to two adjacent ORFs, the two possible predicted target genes are shown, separated by “or”.  CGD Gene name: Gene name of the corresponding target gene according to CGD (www.candidagenome.org). Description: Gene description according to CGD.
Table S3: List of genes differentially expressed in CJD21/PMK-CAP1 treated with benomyl vs. treated with DMSO. Gene: orf19 designation according to CGD. Common: standard name for ORF according to CGD. Description: Description as indicated in CGD. Fold change: average (n=3) fold-change in gene expression when comparing CJD21/PMK-CAP1 treated with benomyl vs. treated with DMSO.
Table S4: List of genes differentially expressed in CJD21 treated with benomyl vs. treated with DMSO. Gene: orf19 designation according to CGD. Common: standard name for ORF according to CGD. Description: Description as indicated in CGD. Fold change: average (n=3) fold-change in gene expression when comparing CJD21 treated with benomyl vs. treated with DMSO.
Table S5: List of genes differentially expressed in CJD21/PMK-CAP1 treated with benomyl vs. CJD21 treated with benomyl. Gene: orf19 designation according to CGD. Common: standard name for ORF according to CGD. Description: Description as indicated in CGD. Fold change: average (n=3) fold-change in gene expression when comparing CJD21/PMK-CAP1 treated with benomyl vs. CJD21 treated with benomyl.
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