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

3. R

# CRAN &
install.packages(c("pheatmap", "RColorBrewer"))

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

RS

library(pheatmap)
library(RColorBrewer)

# ——— Demo data ——

set.seed(42)

samples <- paste@("S", 1:8)

mat <— matrix(rnorm(5000%8, mean = 10, sd = 3), nrow = 5000, dimnames = list(NULL, sz
# Add batch effect to first 4 samples

mat[, 1:4] <- mat[, 1:4] + 1.5

anno <- data.frame(
Group = rep(c("Treatment", "Control"), each = 4),
row.names = samples

d <- dist(t(mat))

# —— Plot —-

pheatmap(as.matrix(d),
clustering_distance_rows = d,
clustering_distance_cols
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annotation_row = anno,
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col = colorRampPalette(rev(brewer.pal(9, "Blues")))(255),
main = "Sample Distance Heatmap")
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