
 

Supplementary Figure 3 

The chosen sequencing depth recovers the majority of ATAC peaks per sample. 

Relationship of the number of sequenced reads (x-axis) and the number of detected chromatin-accessible regions (y-axis), showing the
average pattern across all 88 samples (blue line). The corridor indicated in green corresponds to a 95% confidence interval for random 
subsampling across samples. 


