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Figure S1. Positional distributions of random TFBSs, DH and ChIP sites.
Random TFBSs refer to the TFBSs predicted by FIMO (p-value<10™) in the region
from -2,000 bp to +1,500 bp with respect to the TSS of the gene. The random
distribution of TFBSs is represented by the black line. The orange and green lines
show the distributions of the distances from ChIP and DH sites to the TSS of their
nearest genes, respectively. For comparison, the three distributions were scaled such
that the integration of the probabilities over the region from -2,000 bp to +200 bp w.r.t
the TSS was one.
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Figure S2. Extrapolation of the positional distributions of TFBSs. The positional
distributions of putative TFBSs (black lines) under the conservation criterion and the
extra criterion of coexpression are shown in the upper and the lower diagram,
respectively. The distributions are extended from both ends of the region from -2,000
bp to +200 bp w.r.t the TSS untill the sites that the probability density reached zero
(red), using the cubic spline extrapolation. The cumulative probabilities outside the
region are indicated.
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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.



