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Figure S2. Maximum Likelihood phylogenetic tree constructed using the R2R3-MYB DNA binding
domains (DBDs). In red: DBD subgroups that match previously described R2R3-MYB subgroups (Dubos et
al., 2010; Stracke et al., 2001), in green: DBD subgroups that correspond to split previously described
R2R3-MYB subgroups, in blue: DBD subgroups that were not corresponding to any previously described
R2R3-MYB subgroups (ungrouped R2R3-MYBSs) in Arabidopsis thaliana. Pink arrows: DBD subgroups that
display a strong trans-activation affinity toward the AC-rich DNA sequences.



