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Supplemental Figure S1. Amino acid sequence alignment of R3 MY Bs with other

MY Bs. Identical and similar amino acids are shaded in black and gray respectively. The
amino acids of [D/E]Lx;[R/K]xsLxsLx3R signature that is required for interaction between
MY Bs and R/B-like bHLH transcription factors are indicated by red arrowheads on the top of
amino acids. The amino acids of WxM motif that is crucial for cell-to-cell movement are
indicated by blue arrowhead on the top of amino acids. The pattern of primary structure of
MY B repeat, Mx;sWx1gW, is indicated by arrows on the bottom of amino acids.
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Supplemental Figure S2. Phylogenetic analysis of R3 MYBs with other MYBs. The
entire amino acid sequences of single repeat R3 MYB transcription factors were used for
phylogenetic analysis using tool on www.phylogeny.fr with default settings.



http://www.phylogeny.fr/
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Supplemental Figure S3. Amino acid similarity and identity of R3 MYBs and other
MYBs.
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Supplemental Figure S4. Amino acid sequence alignment of ETC3 variants. Identical
and similar amino acids are shaded in black and gray, respectively. The amino acids of
[D/E]LX2[R/K]x3LxsLx3R signature that is required for interaction between MYBs and R/B-
like bHLH transcription factors are indicated by arrowheads on the top of amino acids. The
amino acids of WxM motif that is crucial for cell-to-cell movement are indicated by
arrowheads on the bottom of amino acids.



