BioF3 FigCode GSEA ZEHk I

BIOF3 FIGCODE - SCI £EREBE

GSEA #ME (NES Forest
Plot)

EY HH: 20265FE6H27H

HBXERELARS [£EF3]
FEXERBAR, 2ZEMERE
RATANR,

oE: INEEEE | I ggplot2

iR REVEVF )R

ZHREEBERNERBENAIEENCTHIF? MLBEHEA NES RNBE?

RIF1%=

o GSEA AR ZBEEIILE
e B NES BEX8
o TMETREERIRI
o Y E figure FMEIRT

BIANEIEREI

GSEA 258 % (NES, pvalue, Description, setSize)

KBS

o RBIEL (top 10-15)

e NES Rf&it Kk Cl

e pvalue EEMITC

o setSize EE&EA/N

e color#ZHMmER (activated [ suppressed)

REF I8

BioF3 1/3



BioF3 FigCode GSEA #RHkE

#TFF FigCode fE44%2E, REATRFRAN"ELEEZMEIFTBARERSELE, THRRE.

2. At E M

THEARNREIEYE, 7 RStudio 131T:

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

3. R

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

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

RS

library(ggplot2)

# ——— Demo data ——
set.seed(42)
gsea_top <- data.frame(
Description = c("Oxidative phosphorylation', "Cell cycle", "DNA repair",
"Fatty acid metabolism", "mTOR signaling",
"Immune activation", "Wnt signaling", "Notch signaling",
"TGF-beta signaling", "p53 pathway"),
NES = c¢(2.1, 1.8, 1.5, 1.3, 1.1, -1.2, -1.5, -1.7, -2.0, -2.3),
p.adjust = runif(10, 0.001, 0.04),
setSize = sample(20:150, 10)
)

gsea_top$direction <- ifelse(gsea_top$NES > 0, "Activated", "Suppressed")

# —— Plot —-

ggplot(gsea_top, aes(x = NES, y = reorder(Description, NES))) +
geom_point(aes(size = setSize, color = direction)) +
geom_errorbarh(aes(xmin = NES - 0.3, xmax = NES + 0.3), height = 0.2, color = "grey
geom_vline(xintercept = 0, linetype = "dashed") +
scale_color_manual(values = c(Activated="#dc2626", Suppressed="#2563eb")) +
scale_size_continuous(range = c(3, 8)) +
labs(x = "Normalized Enrichment Score", y = NULL, title = "GSEA Forest Plot",
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size = "Set Size", color = "Direction") +
theme_classic()
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