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curl -0 https://<your-site>/figcode/scripts/violin.R
curl -0 https://<your-site>/figcode/data/violin.csv

3. R

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

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

RS

library(ggplot2)

# ——— Demo data —-

set.seed(42)

genes <— c("TP53", "BRCA1", "MYC", "EGFR")

conditions <- c("Control", "Treatment")

df <— expand.grid(gene = genes, condition = conditions, rep = 1:20)
df$expression <— rnorm(nrow(df), mean = 8, sd = 1.5)

# Add treatment effect

df$expression[df$condition == "Treatment" & df$gene %in% c("MYC","EGFR")] <-
df$expression[df$condition == "Treatment" & df$gene %in% c("MYC","EGFR")] + 2.5
# —— Plot —-

ggplot(df, aes(x = condition, y = expression, fill = condition)) +
geom_violin(width = 0.8, alpha = 0.7, color = NA) +
geom_boxplot(width = 0.15, fill = "white", outlier.shape = NA) +
geom_jitter(width = 0.1, size = 1.5, alpha = 0.6) +

facet_wrap(~ gene, scales = "free_y") +
scale_fill_manual(values = c(Control="#475569", Treatment="#dc2626"), guide = "none
labs(x = NULL, y = "Expression", title = "Gene Expression Distribution") +

theme_classic()
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