Sequence Analysis Pipeline

Read quality determined (FastQC), Nextera adapter trimmed
(CutAdapt), reads mapped to genome (Bowtie2)

PCR duplicates removed and read counts equalized (Samtools),
files converted to bed format (Bedtools)

Peaks called (F-Seq), fraction of reads in peaks determined,
replicate peaks overlapping by 75% identified (Bedops)

Reference peak set (RPS) generated by merging overlapping peaks
(Bedops) and reads aligning to RPS counted (HTseq-counts)

Differential peaks identified (DESeq2) and transcripts
within 50 kb of differential peaks identified
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Correlation of DNase-seq Peaks Within Replicates
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