Legends for supplementary data

Supplementary Figure 1. Alignment of different domains. (A) HD domain. (B) ZLZ domain. The
cysteins that could form a zip structure are boxed. (C) START-SAD domain. The point mutations are
indicated in the figure.

Supplementary Figure 2. (A) Expression of proteins used in binding assay. HD (aa 1-115), HD-ZLZ (aa
1-237), START-SAD (aa 238-725).GbML1 indicates the full-length protein. MBP indicates maltose
binding protein. All parts of GbML1 are fused in frame to MBP. The purified MBP or MBP fusion
proteins are separated by SDS-PAGE gel and stained by Coomassie Blue. Arrow indicated the cloned
protein with correct size. (B) The purified proteins used in point mutation assay. (C) Commassie Blue
staining of a native gel that containing the binding mix with GbML.1 full-length protein or HD-ZLZ
protein. Arrows indicate the binding mix, which is also detected in figure 2, panel D.

Supplementary Figure 3. The property of the sequence in GbML1 promoter region. The promoter
sequence is analyzed using PLACE (http://www.dna.affrc.go.jp/PLACE/, Higo et al., 1999).
Supplementary Figure 4. Yeast transactivation assay of GbML1, GbMYB25 and GbMYB2. (A) GbML1
is a weak activator while GbMYB25 is a strong activator. BD indicates pDEST32 vector; AD indicates
pDEST?22 vector. Each BD, BD-GbML1, BD-GbMYB25 and BD-GBMY B2 vector is co-transformed
with AD vector into yeast strain AH109. The yeast clones grown on selective plates are presented. (B) C2
part of GbMYB25 confers the strong activation activity. (a) Diagram of the three parts of GbMYB25.
MYB indicates the N terminal part of GbMYB25 containing the two MYB repeats (aa: 1-112); C1
indicates the domain predicted with similarity of other MYB proteins (aa: 113-170); C2 is the domain at
the C terminus with low similarities to other proteins (aa: 171-309). (b) The yeast clones harboring AD
vector and BD-MYB/BD-C1/BD-C2 /BD-GbMYB25 grown on selective plates are presented.
Supplementary Figure 5. Alignment of GbMYB25 with GhMYB25. The SNPs are indicated by arrows.
Supplementary Figure 6. Alignment of GbMYB2, GaMYB2 and GhMYB2. The SNPs are indicated by
arrows.

Supplementary Figure 7. Alignment that uses to generate the phylogeny tree.

Supplementary Table S1. Primers and probes used in this research.

Reference:
K. Higo, Y. Ugawa, M. lwamoto and T. Korenaga (1999) Plant cis-acting regulatory DNA elements
(PLACE) database. Nucleic Acids Research 27: 297-300
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CTTGACAATTCTCTTCATTTTCCTCACCCCCCCTTGGAACTTCAAACCCCTTTCTCTCTCTCTAGACTTTAACZCCTCTTCTCTCTCAAGGTAGGTCTCTGTCAA
ACCAGTGACCCCAAACTTTTAALAAACCACCCTCTTACCTCCTTTCATTAATCTTTTT CAACAATGTTCAAAAGGGCTTTCTTTTGTITGCCTATACGCCCTGTA
AALAGTCTCTACTCACGALACTATCTTTTTCCTGGACCAGCTTGTTTATAGCACCCGATCCGTGTTCACTCCATTTGCCATTCTCTCTTTCATATATTCGCTTA
TAAAGCTTTGCTGAGAATCAAGAGAGAGCTGCALLAAGTGTTTGTAATCTTTGGTTTGTGGGGACTTTCTATCAAAATCAACCTAAATACCACCAATATAGGAS
AGCGGGGCCAAGAATCTAACAAGCAAGAGACTGATATGTGTAGCATGTATTIGCTGCIGGTTAGIGGTTTTATAGGTCAATGGCTATCTATGTCTCCCAACATG
AGGTTTCTAGTGACCAACTTACCACTGCATTTARGACAAGAAAATAGTTGCCCTAAGCTCTTAGTCCCCTTCTCCAAATAATCCATALAGGTAATTTTCTTTCCT
CCTTTTTCCCCAACTTTTGCTGCCCATTTTATTTCTCCGAGGTTCTTITCACTTTTCCCATGGGAATAGATTAGGATAAGCTTTCGACTAATCCATCATTTTAAT
CTTCGAAGTATATGCTACCTTTAAATATAGTAGCAGTTGGTTATTAAGATATTCAAAGAALAATCCTTCTCGATAAGC GAACTAGACCTTCTTTTTCTTTGAAL
GAGAGATGETATATGGTTTACAGC TCCATTGTTTATTTGCCT T TCAAATGTTTTACGATTCCATTGTCATGCACTGGTTTTGACTTTTTTAACTTTGTACTTACA
TITTGTGTCTTTCGTTACTGTTCTACAGTTTATTTAACCCTTTTCACCCTTTATTTTAGTTTGCTTGACTTGTGTATGTTCTCTCGGCAGAACCCAGAATATCCA
TACCGTCGACATTCGAGCACTTTGTTAACATG

TGGTTAG | MYBATRDZ2 TABATGYA | L1IBOXATPDF1 ATG: Translation start codon RACE 5' end nuclectides are italic

Sequence used in EMSA IS
GCATGTATTGCTGCTGCTTAGGGTTTTATAGCTCAATGCCTATCTATGTCTCCCAACATGAGGTTTCTAGTGACCAACTTACCACT GCATTTALCACASGALL
ATAGTTG

Supplementary Figure 3
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