Additional data file 8: Overview of the methods used in this study.

Microarray data to be compared :

Strictly parrallel experiments to reduce experimental noise
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Step 1: Independent analyses of
the microarray datasets acquired
in each species

Methods

Principal Component Analysis
(Figure 1)

Identification of up- and down-
regulated genes with SAM

Step 3: Relationships between
expression profiles and regulatory
signals

Methods

Detection of regulatory elements
with MatrixREDUCE

I
Agreement between DCA
clusters and MatrixREDUCE
motifs (Figure 2B)

Step 2: Combination of
expression data with orthology
relationships

Methods

Orthology assignments with
INPARANOID

Differential Clustering Algorithm
(Figure 2A)

Step 4: Comparative analysis of
the ScYap1p and Cgap1p
dependent genes

Methods

Transcriptome analysis of the
CgAP1 deleted strain
(Figure 3A4)

Analysis of the YRE elements
(Figure 3B and 4)

Figure legend S8: We proposed a general protocol for studies of the evolution of genetic

networks involved in similar biological processes. We optimized conditions for the
integration of expression data into a cross-species comparison by (i) chosing species from the
same phylum and with a high rate of orthologous genes; (ii) producing experimental data as
comparable as possible between species; (iii) sequentially applying a set of complementary

bioinformatic approaches to assess the validity of the results.



