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THEARNREIEYE, 7 RStudio 131T:

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

. RERMKH

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

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

RS

BioF3

library(ggplot2)

# ——— Demo data ——
set.seed(42)
pathways <- c("Oxidative phosphorylation', "Cell cycle", "DNA repair",
"Fatty acid metabolism", "mTOR signaling", "Apoptosis",
"Immune activation", "Wnt signaling", "Notch signaling",
"Hedgehog signaling", "TGF-beta signaling", "p53 pathway")
top_terms <- data.frame(
Description = pathways,
NES = c(2.3, 1.9, 1.7, 1.5, 1.3, 1.1, -1.2, -1.4, -1.6, -1.8, -2.0, -2.4),
p.adjust = runif(12, 0.001, 0.04)
)

top_terms$direction <— ifelse(top_terms$NES > 0, "Activated", "Suppressed")

# —— Plot —-

ggplot(top_terms, aes(x = reorder(Description, NES), y = NES, fill = direction)) +
geom_col(width = 0.7) + coord_flip() +
scale_fill_manual(values = c(Activated="#dc2626", Suppressed="#2563eb")) +
labs(x = NULL, y = "Normalized Enrichment Score (NES)", title = "GSEA NES Waterfall
theme_classic() +
theme(legend.position = "top")
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