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# T#
curl -0 https://<your-site>/figcode/scripts/peak-anno.R
curl -0 https://<your-site>/figcode/data/peak-anno.csv
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# CRAN #&
install.packages(c("ggplot2"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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library(ggplot2)

# ——— Demo: simulate peak annotation proportions ———
anno_df <- data.frame(
Feature = c("Promoter (<=1kb)", "Promoter (1-2kb)", "Promoter (2-3kb)",
"5' UTR", "3' UTR", "1st Exon", "Other Exon",
"1st Intron", "Other Intron", "Distal Intergenic"),
Percentage = c(28, 8, 5, 2, 4, 3, 5, 12, 18, 15)
)

anno_df$Feature <- factor(anno_df$Feature, levels = rev(anno_df$Feature))

# —— Plot —-

ggplot(anno_df, aes(x = "", y = Percentage, fill = Feature)) +
geom_bar(stat = "identity", width = 1) +
coord_polar("y") +
labs(title = "Peak Genomic Annotation", fill = "Feature") +
theme_void() +
theme(legend.text = element_text(size = 8))
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