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# T#
curl -0 https://<your-site>/figcode/scripts/immune-cor.R
curl -0 https://<your-site>/figcode/data/immune-cor.csv
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# CRAN &
install.packages(c("ggplot2", "reshape2"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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library(ggplot2)
library(reshape2)

# ——— Demo data ——

set.seed(42)

n_cells <- 14; n_samples <- 60

mat <— matrix(rnorm(n_cells x n_samples), n_cells, n_samples)

# Inject correlation structure

mat[2,] <- mat[1,] + rnorm(n_samples, 0, 0.5) # CD4 ~ CD8

mat([5,] <- -mat[1,] + rnorm(n_samples, @, 0.5) # NK anti-CD8

rownames(mat) <- c('CD8 T','CD4 T','Treg','B', 'NK', 'Macrophages', 'DC', 'Neutrophils',"

cor_mat <- cor(t(mat), method = 'spearman')

df <— melt(cor_mat); colnames(df) <- c('A','B','r")

ggplot(df, aes(A, B, fill = r)) +
geom_tile(color = 'white') +
scale_fill_gradient2(low = '#2563eb', mid = 'white', high = '#dc2626', midpoint
labs(x = NULL, y = NULL, title = 'Immune Cell Co-infiltration (Spearman)', fill '
theme_classic() +
theme(axis.text.x = element_text(angle = 45, hjust = 1, size = 9))
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