
Fig. 2. Phylogenetic tree derived from amino acid sequences of genes encoding R2R3 MYB in plants.  

The apple MdMYB3 is shaded.  The phylogenetic analysis is performed using the Maximum Parsimony 

method.  Numbers on branches correspond to bootstrap estimates for 1000 replicate analyses with stepwise 

addition of taxa.  The GenBank accession numbers are as follows: Vitis vinifera VvMYBPA1 (BAD18977), Vitis 

vinifera VvMYBPA2 (BAD18978), Theobroma cacao TcMYBPA (ADD51352), Fragaria ananasa FaMYB1 

(AF401220), Diospyros kaki DkMYB4 (AB503701), Humulus lupulus HiMYB (CBI83257), Arabidopsis thaliana 

AtMYB123 (Q9FJA2), DkMYB2 (AB503699), Arabidopsis thaliana AtMYB12 (NP_182268), Arabidopsis thaliana 

AtMYB111 (NP_199744), Diospyros kaki DkMYB3 (AB503670), Arabidopsis thaliana AtMYB15 (Y14207), 

Diospyros kaki DkMYB1 (AB503698), Petunia x hybrida ODO1 (AAV98200), Arabidopsis thaliana AtMYB4 

(BAA21619), Glycine max GmMYB160 (ABH02907), Oryza sativa Ozmyb18 (CAD44612), Malus × domestica 

MdMYB8 (DQ267899), Arabidopsis thaliana AtMYB75 (NP_176057), Malus × domestica MdMYB10 

(ABB84753), Petunia hybrida PhAN2 (AAF66727), Zea mays ZmMYB31 (NM_001112479), Antirrhinum majus 

VENOSA (ABB83828), Vitis vinifera VvMYBA1 (BAD18977), and Vitis vinifera VvMYBA2 (BAD18978).   

 


