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Figure S1 Sequence logos of 25 conserved motifs within AP2/ERF transcription factors of
cauliflower. The overall height of the stack indicated the sequence conservation. The height of
residues within the stack indicates the relative frequency of each residue at that position.
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Figure S2 Phylogenetic tree of AP2/ERF TFs in cauliflower, cabbage and Chinese
cabbage. AP2, RAV and the Soloist families, ERF and DREB subfamilies were
marked with different colors, respectively. Bootstrap values over 80% were showed
by dots with different size. The protein sequences of AP2/ERF TFs in cabbage were
referenced to the data from Thamilarasan et al., 2014 (BMC Genomics 15, 422); The
protein sequences of AP2/ERF TFs Chinese cabbage referenced to the data from Song
et al., 2013 (BMC Genomics 14, 573).



