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Peak width distribution
Narrow peaks (TF binding) typically 100-500 bp; broader = histone marks
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Genomic feature distribution across all samples
AR samples (dose-response) vs CBX6/CBX7 (different TFs)
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Peak coverage across genome (AR 100nM)
Each vertical line = one peak; density shows clustering
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Peak overlap across AR doses (consensus regions)
Shared peaks = consistent binding; dose-specific = dose-dependent
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Differential binding: fold change vs distance to TSS
Promoter-proximal DB sites (near 0) vs distal enhancer-like sites
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