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Figure S8  Spatial binding constraints detected from ENCODE HepG2 cells.  
A) Matrix representation of pairwise spatial binding constraints between factor B (column) and 
factor A (row) detected from 29 ChIP-Seq dataset in human HepG2 cells. The colors represent 
the significance levels (corrected p-value) of the strongest spacings. The numbers represent the 
distances between the factors in the strongest spacings.   B) The colors and numbers represent 
the number of positions exhibiting significant spatial binding constraints within the 201bp 
window around the binding sites of factor B (column). 
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