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Fig. S2.  Hierarchical cluster tree analysis of genes robustly regulated during germination. 
Microarray analysis of dissected embryos at time points given representative of the germination 
phases indicated was carried out and 3231 genes identified as robustly regulated according to 
defined criteria (see Material and Methods) and these genes were subjected to hierarchical cluster 
tree analysis (GeneMaths, version 2.01, Belgium). Each horizontal line displays the expression data
for a single gene after variance normalization [(signal log ratios-average)/SD] at time points and 
phases as indicated. The color scale indicates the normalized expression level (red=low, blue=high).
Bars (A-G) indicate defined sub-branches (nodes). Significant regulation of over 2600 genes before 
mitotic activation of the RAM activation (node A-E), of which approximately half go from their 
minimum to their maximum or vice versa (node A-C). 


