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THEARNREIEYE, 7 RStudio 131T:

# T#
curl -0 https://<your-site>/figcode/scripts/multi-omics—heatmap.R
curl -0 https://<your-site>/figcode/data/multi-omics—heatmap.csv

3. R

# CRAN &
install.packages(c("ComplexHeatmap", "circlize"))

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

RS

library(ComplexHeatmap)
library(circlize)

# ——— Demo data: 3 omics layers, same 12 samples ———
set.seed(42)

n_samp <- 12

sample_names <— paste@("S", 1:n_samp)

# Group: 6 tumor + 6 normal
group <— factor(rep(c("Tumor","Normal™), each = 6))

mk_layer <- function(n_feat, label) {
m <— matrix(rnorm(n_feat * n_samp), nrow = n_feat)
# Inject group difference
m[1l:floor(n_feat / 2), 1:6] <- m[1:floor(n_feat / 2), 1:6] + 2
rownames(m) <- paste@(label, "_", 1:n_feat)
colnames(m) <- sample_names
m

}

rna <— mk_layer(20, "Gene")
prot <- mk_layer(15, "Prot")
metab <- mk_layer(10, "Metab")

# ——— Shared column annotation —-—-
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col_anno <- HeatmapAnnotation(
Group = group,
col = list(Group = c(Tumor = "#dc2626", Normal = "#2563eb")),
show_legend = TRUE

col_fun <- colorRamp2(c(-2, @, 2), c("#2563eb", "white", "#dc2626"))

htl <- Heatmap(rna, name = "mRNA", col = col_fun,
top_annotation = col_anno,
row_title = "mRNA", show_column_names = FALSE,
show_row_dend = FALSE)
ht2 <- Heatmap(prot, name = "Protein", col = col_fun,
row_title = "Protein", show_column_names = FALSE,
show_row_dend = FALSE, show_column_dend = FALSE)
ht3 <- Heatmap(metab, name = "Metabolite", col = col_fun,

row_title = "Metabolite",
show_row_dend = FALSE, show_column_dend = FALSE)

draw(htl %v% ht2 %v% ht3,

column_title = "Multi-omics Integration",
merge_legend = TRUE)
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