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(A) Pie chart of all accessible sites reflecting percent of sites unchanged, increased, and decreased called from WT versus 
ARID1A-/-/ARID1B HCT116 ATAC-seq comparisons. Data from two independent biological replicates. 
(B) Correlation of ATAC-seq tag count in HCT116 WT cells expressing shRNAs to scrambled control (WT) or ARID1B (ARID1B KD), 
or HCT116 ARID1A-/- cells expressing shRNAs to scrambled control (ARID1A-/-) or ARID1B (ARID1A-/-ARID1B KD) from two inde-
pendent biological replicates. The correlation coefficient (r2) between biological replicates is shown. 
(C) Genome browser tracks of ATAC-seq data and DNAseI hypersensitivity (HS) data from the ENCODE project.


