Additional data File 1: Cross-species correlation values between different time points.

Using orthology relationships between all genes in S. cerevisiae and C. glabrata, we
calculated the Pearson correlation values between expression measurements obtained in
different time points. Results are presented in Figure S1A (below). We could observe that
each C. glabrata time point exhibited its maximal correlation measure with a later S.
cerevisiae time point. For instance the time point 2 minutes in C. glabrata displayed its
maximal correlation value with the time point 10 minutes in S. cerevisiae; the time point 4
minutes in C. glabrata displayed its maximal correlation with the time point 40 minutes in S.
cerevisiae; and so on... (See the Figure S1B for a graphical representation of the maximal
correlation measures between C. glabrata and S. cerevisiae time points). Such an observation
agree with PCA results (see main text and Figure 1) and show that the transcriptional response

to benomyl stress was faster in C. glabrata than in S. cerevisiae.
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Figure legend S1: (A) Correlation values between expression data in the two different species
(after orthology assignement). Maximal correlation values between C. glabrata time points
and time points in S. cerevisiae are coloured in yellow. (B) Graphical representation of the
relationships between the time points in the two species studied here. In each species, the time
point expression measurements are represented by nodes and arrows connect experiments
with the highest correlation values.




