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Supplementary figures 

 
Figure S1. The four genes selected for promoter study in this paper show strong down regulation in 
rdd based on both microarray (left; [1]) and mRNA deep sequencing (right; three biological replicates 
for each genotype) analyses of three-week old plants. 

 
Figure S2. A typical trace file of bisulfite sequencing analysis of the chloroplast genome-encoded psaA 
gene, showing efficient bisulfite conversion. The original nucleotide sequence is shown above, with 
cytosines highlighted in blue. Note that all cytosines appear as thymines (red peak) in the sequencing 
trace of the PCR product. All bisulfite-treated samples used in this study showed a similar trace file, 
indicating efficient bisulfite conversion 
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Figure S3. Histochemical analysis of GUS expression in the T2 plants of the truncated At5G38550 
promoter:GUS lines. Note that the root specificity of GUS expression is retained when the first two 
TEs were deleted, but lost after the deletion of the third TE sequence in the promoter fragment. 
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Figure S4. The hAT TE sequence (At5TE55850) contains potential binding sites for AHL20 (AAAT) 
and ARR11 (GGATT)-binding motifs. 
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