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# —RELREE (MRERER)
if (!requireNamespace("BiocManager", quietly = TRUE)) install.packages("BiocManager")

BiocManager::install(c("ChIPseeker", "TxDb.Hsapiens.UCSC.hgl9.knownGene"))

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

# ChiPseeker BHMIRE| peak X4
peak files <- getSampleFiles()
peak_files

# BNEFR—PHEER peak
peak <- readPeakFile(peak files[[1]])
peak

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

# BB peak BEEMAEEMNKI

head(as.data.frame(anno))

# EREAXIEHE

plotAnnoPie(anno)
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