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Figure S3. Distribution of the distances between the genomic positions of TFBSs 

in A. thaliana and in the reference species. The x-axis indicates the absolute 

distance (base pairs) between the TFBS in A. thaliana and that in a reference species 

in the alignment of the promoter sequences (including gaps) of the four species. The 

y-axis is the proportion of the number of predicted target genes in a bin among the 

total number of predicted target genes.  


