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# T#H
curl -0 https://<your-site>/figcode/scripts/diffbind-ma.R
curl -0 https://<your-site>/figcode/data/diffbind-ma.csv

3. REMKH

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

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

s

library(ggplot2)

# ——— Demo: simulate DiffBind-style MA data ——-
set.seed(42)
n <- 5000
diffbind_df <- data.frame(
Conc = runif(n, 2, 12),
Fold = rnorm(n, 0, 1.2),
FDR = runif(n, 0, 1)
)
diffbind_df$FDR[sample(n, 200)] <- runif(200, le-6, 0.04)

diffbind_df$sig <- ifelse(diffbind_df$FDR < 0.05, "Significant", "NS")

# —— Plot —-

ggplot(diffbind_df, aes(x = Conc, y = Fold, color = sig)) +

geom_point(size = 0.4, alpha = 0.5) +

scale_color_manual(values = c(Significant="#dc2626", NS="#9ca3af")) +

geom_hline(yintercept = 0, color = "grey40") +
labs(x = "log Concentration", y = "log Fold Change",

title = "DiffBind MA Plot", color = "FDR < 0.05") +

theme_classic()
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