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#TFF FigCode fE44%2E, REATRFRAN"ELEEZMEIFTBARERSELE, THRRE.

2. At E M

THEARNREIEYE, 7 RStudio 131T:

# T#
curl -0 https://<your-site>/figcode/scripts/top—genes—count.R
curl -0 https://<your-site>/figcode/data/top—genes—count.csv

3. R

# CRAN #&
install.packages(c("ggplot2"))

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

RS

library(ggplot2)

# ——— Demo data —-
set.seed(42)
genes <— c("ACTB", "GAPDH", "MT-CO1", "MT-ND4", "EEF1A1", "RPL13",
"RPS27A", "MALAT1", "FTL", "B2M", "TMSB4X", "TPT1",
"MT-C03", "MT-CYB", "RPS4X")
counts_df <- data.frame(
gene = rep(genes, each = 8),
sample = rep(paste@("S", 1:8), times = 15),

counts = rpois(120, lambda = rep(seq(50000, 5000, length.out = 15), each = 8))

# ——— Plot ——-

ggplot(counts_df, aes(x = reorder(gene, counts, FUN = median), y
geom_boxplot(fill = "#e0f2fe", color = "#0369al", outlier.size = 0.5) +
coord_flip() +

labs(x = NULL, y = "Normalized counts (x1000)", title = "Top Expressed Genes") +

theme_classic()
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