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2. At E W

THEAMREEYE, At RStudio 51T

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

3. REMKH

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

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

s

library(ggplot2)

# ——— Demo data ——

set.seed(42)

cells <— c('CD8 T','CD4 T','Treg','B', 'NK', 'Macrophages', 'DC', '"Neutrophils', 'Mast', 'l
scores <— runif(length(cells), 0, 1)

names(scores) <- cells

scores <— sort(scores, decreasing = TRUE)

df <- data.frame(CellType = factor(names(scores), levels = rev(names(scores))), MeanS

ggplot(df, aes(x = MeanScore, y = CellType)) +
geom_segment(aes(x = 0, xend = MeanScore, y = CellType, yend = CellType), color = '
geom_point(size = 3, color = '#2e8555') +
labs(x = 'Mean ssGSEA Score', y = NULL, title = 'Immune Cell Infiltration Level') +
theme_classic() +
theme(plot.title = element_text(size = 13, face = 'bold'))
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