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subsample #reads using seqtk
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ATAC-seq: 2.85 billion reads for AUC=0.95
100 mio reads “defensable”, 160 mio “optimal” read depth
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Peak calling parameters
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Specificity
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 grid search over 4560 parameter combinations

» but still limited to 1 mapper, 1 peak caller and 2 footprint caller
 claim that they produce a GRN is just wrong

* ChIP recovery plateaus at 160 mio reads

* PCR duplicate removal only affects reproducibility but not
ChlIP recovery

« smaller DHS peaks good for reproducibility but bad to AUC
« HINT’s bias correction negatively affects AUC

 only little information in supplement, some conclusions only
described in text without any figures/data available




