Supplemental Figure 2. Hierarchical clustering of 3,293
transcripts across eight ROS experiments.

Transcripts showing a minimum 5-fold
difference in expression in at least one
experiment were hierarchically
clustered in two dimensions: transcripts
and experiments. Time  course
experiments are represented by one
individual time point. Red and green
correspond to upregulation or
downregulation, respectively. Gray
indicates missing expression values for
transcripts that are not represented on
either the ATH1 Affymetrix or Agilent
Arabidopsis2 array. Three main
experiment clusters (I, 1l and Ill) are
indicated.
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