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2. At E W

THEAMREEYE, At RStudio 51T

# T#
curl -0 https://<your-site>/figcode/scripts/expr-dist.R
curl -0 https://<your-site>/figcode/data/expr-dist.csv

3. REMKH

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

# Bioconductor & (%&)
# BiocManager::install(c())

s

library(ggplot2)

# ——— Demo data ——
set.seed(42)
n <- 100
df <- data.frame(
gene_expr = rnorm(n, mean = 8, sd = 2),
group = factor(rep(c("Low", "High"), each = 50), levels = c("Low", "High"))
)
cutoff_val <- median(df$gene_expr)

# —— Plot —-
ggplot(df, aes(x = gene_expr, fill = group)) +
geom_histogram(bins = 30, alpha = 0.7, position = "identity") +
geom_vline(xintercept = cutoff_val, linetype = "dashed", color = "gray30", linewidt
scale_fill_manual(values = c(Low = "#2563eb", High = "#dc2626")) +
labs(x = "Gene Expression", y = "Count",
title = "Expression Distribution",

subtitle = paste@("Cutoff = ", round(cutoff_val, 3))) +
theme_classic() +
theme(plot.title = element_text(size = 13, face = "bold"), legend.position = "top")
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