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library(ChIPseeker)
library(TxDb.Hsapiens.UCSC.hgl9.knownGene)

peak <- readPeakFile("peaks.narrowPeak")

txdb <- TxDb.Hsapiens.UCSC.hgl9.knownGene
anno <- annotatePeak(peak, TxDb = txdb, tssRegion = c(-3000, 3000))

plotAnnoPie(anno)

plotDistToTSS(anno)
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EEEMIZA epio2 chipseeker sci.R fE ChlPseeker WEHJ AR ChIP-seq #IE L 7 RIE:

Rscript scripts/epigenomics/epi02_chipseeker sci.R
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Distance to TSS across AR doses
Peaks closer to TSS are more likely promoter-bound
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Genomic feature distribution across AR doses
Higher dose = more peaks in promoter regions (AR is a TF)
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GO BP enrichment: AR 100nM peak-associated genes
Genes nearest to AR binding peaks at highest dose
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Peak count per chromosome across AR doses
Higher dose = more peaks genome-wide; distribution roughly proportional to chr size
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https://bioconductor.org/packages/ChIPseeker/
https://academic.oup.com/bioinformatics/article/31/14/2382/255379
https://bioconductor.org/packages/release/BiocViews.html#___TxDb
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