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Supplementary Figure 1. Sequence analysis of conservative motifs in CQR2R3-MYB proteins.
Different color represents different amino acid residues, and larger font sizes represent higher
frequencies.
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Supplementary Figure 2. Multi-sequence alignment of R2R3-MYB proteins of Arabidopsis and
quinoa. Amino acid sequence alignment of CqMYB2R09 and AtMYB73 (A), CqMYB2R16 and
AtMYB42 (B), CqMYB2R25 and AtMYB49 (C), CqMYB2R62 and AtMYB30 (D), and
CqgMYB2R49 and tomato MYB49 (E). Black background represents sequence identities = 100%. Red

box highlights nuclear localization signals (NLSs).



