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

3. REMKH

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

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

STENDB
library(ggplot2)
# ——— Demo: multi-group comparison ——-—

set.seed(42)
pathways <- c("Cell cycle", "Apoptosis", "MAPK signaling", "PI3K-Akt",

"TNF signaling", "p53 signaling", "Wnt signaling", "mTOR signaling")
groups <- c("Up-regulated", "Down-regulated")

compare_df <- expand.grid(Description = pathways, Cluster = groups)
compare_df$GeneRatio <- runif(16, 0.03, 0.2)

compare_df$p.adjust <- runif(16, 0.001, 0.05)

compare_df$Count <- sample(5:30, 16, replace = TRUE)

# —— Plot —-

ggplot(compare_df, aes(x = Cluster, y = reorder(Description, GeneRatio))) +
geom_point(aes(size = Count, color = p.adjust)) +
scale_color_gradient(low = "#dc2626", high = "#2563eb") +
scale_size_continuous(range = c(3, 10)) +
labs(x = NULL, y = NULL, title = "KEGG Pathway Comparison",

color = "p.adjust", size = "Count") +

theme_classic() +
theme(axis.text.x = element_text(angle = 30, hjust = 1))
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