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

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

# ——— Demo data —-

set.seed(42)

gc_df <— data.frame(
sample = paste@("Sample_", sprintf("%s02d", 1:12)),
lib_size = c(rnorm(6, 25e6, 5e6), rnorm(6, 22e6, 4e6)),
group = rep(c("Treatment", "Control"), each = 6)

)

gc_df$lib_size[3] <- 5e6 # One low-quality sample

# — Plot —
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ggplot(qgc_df, aes(x = reorder(sample, lib_size), y = lib_size / 1le6, fill = group)) -+

geom_col(width = 0.7) +
geom_hline(yintercept = 10, linetype = "dashed", color =

labs(x = NULL, y = "Library size (millions)", title = "Library Size QC") +

coord_flip() +

scale_fill_manual(values = c(Treatment="#0f766e", Control="#64748b")) +

theme_classic()
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