
Figure 7: Abf1p model predictions using ΘChIP . (a) Histogram of ΘChIP HFs for all 20bp
sites in the intergenic DNA of S. cerevisiae. The left-most bar of the histogram contains the
vast majority of intergenic sites and has been truncated. (b) Mean X-statistic of regions
within each z-bin plotted against the mean (red square) and RMSD (error bar) fraction
classified as “bound” by models in ΘChIP . The green line indicates the cutoff used by Lee
et al. to delineate putatively bound regions. The X-statistics of all probed sequences are
histogrammed in the background for reference. (c) This 2D histogram shows the mean
putative energies assigned by ΘChIP to ungapped orthologous intergenic site pairs in S.
cerevisiae and S. bayanus. Dashed lines indicate the energy cutoff of 1.
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