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Figure S2. Feature correlation and feature importance for ATP. The colored bars on the right
side indicate hierarchical clusters. Colored bars at the bottom demarcate the feature correlation
coefficient, R. Error bars indicate standard deviation. (A) K562-H3K27ac HiChlIP dataset. (B)

GM12878-H3K27ac HiChIP dataset. (C) HCT116-YY1 HiChIP dataset.



