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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/gsea-running.R
curl -0 https://<your-site>/figcode/data/gsea-running.csv

3. RRMKH
# CRAN &
install.packages(c("ggplot2"))
# Bioconductor & (41&)
# BiocManager::install(c())
TR
library(ggplot2)
# ——— Demo: simulate GSEA running score ——-—
set.seed(42)
n <- 500
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ranks <- sort(rnorm(n, @, 2), decreasing = TRUE)
hits <- sort(sample(1:n, 30))

# Calculate running enrichment score
es <- numeric(n)

hit_indicator <- rep(0, n)
hit_indicator[hits] <- 1

nr <- sum(abs(ranks[hits]))
miss_penalty <- 1 / (n - length(hits))

running <- 0
for (i in 1:n) {

if (hit_indicator[i] == 1) {
running <— running + abs(ranks[il) / nr
} else {
running <- running - miss_penalty
b
es[i] <- running
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df_es <- data.frame(Position = 1:n, ES = es)
df_hits <- data.frame(Position = hits, y = 0)

# — Plot ——-
pl <- ggplot(df_es, aes(x = Position, y = ES)) +
geom_line(color = "#059669", linewidth = 1.2) +
geom_hline(yintercept = 0, linetype = "dashed", color = "grey50") +
geom_segment(data = df_hits, aes(x = Position, xend = Position, y = -
color = "#dc2626", linewidth = 0.3) +

labs(x = "Rank", y = "Enrichment Score", title = "GSEA Running Score") +

theme_classic()
print(p1l)
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