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BiocManager::install(c())
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——— Demo data ——-

t.seed(42)

nes <— paste@("Gene", 1:30)

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

t <— matrix(rnorm(30%8, mean = 8, sd = 2), nrow = 30, dimnames
t[1:15, 1:4] <- mat[1:15, 1:4] + 3 # Group A upregulated
t[16:30, 5:8] <- mat[16:30, 5:8] + 3 # Group B upregulated
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= list(genes, sample

anno <- data.frame(Group = rep(c("Treatment", "Control"), each = 4), row.names = samf
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t_z <- t(scale(t(mat)))

——— Plot —

eatmap(mat_z,

color = colorRampPalette(c("#2563eb","white","#dc2626"))(100),
breaks = seq(-3, 3, length.out = 101),

annotation_col = anno,

show_colnames = TRUE, fontsize_row = 8,

main = "Top DE Genes Heatmap')
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