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Supplementary Figure 1. Phylogenetic maximum likelihood tree of Type I MADS-box proteins in C. americana, A. thaliana, S
lycopersicum, S. indicum and A. trichopoda. The 1000 bootstrap values are presented, in addition to branch length with a scale.
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Supplementary Figure 2. Phylogenetic maximum likelihood tree of Type Il MADS-box proteins in C. americana, A. thaliana, S.
lycopersicum, S. indicum and A. trichopoda. The 1000 bootstrap values are presented, in addition to branch length with a scale.



