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# T#
curl -0 https://<your-site>/figcode/scripts/cnv—-heatmap.R

curl -0 https://<your-site>/figcode/data/cnv-heatmap.csv
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# CRAN £
install.packages(c("ComplexHeatmap", '"circlize"))

# Bioconductor & (41&)
# BiocManager::install(c())
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library(ComplexHeatmap)
library(circlize)

# —— Demo: 1000 bins x 30 samples ———
set.seed(42)

n_bins <- 1000

n_samp <- 30

# Spread bins across chromosomes proportional to size

chr_lens <- c(250,243,198,191,181,171,159,146,141,135,135,134,
115,108,102,90,81,78,59,63,48,51)

chr_lens <- round(n_bins * chr_lens / sum(chr_lens))

chr_lens[1] <- chr_lens[1] + (n_bins - sum(chr_lens)) # rounding fix

chr <- rep(paste@("chr", 1:22), times = chr_lens)

# CNV matrix (mostly near 0, with some focal events)

cnv <— matrix(rnorm(n_bins * n_samp, @, 0.3), nrow = n_bins)
# Inject amplification on chr8q (around bin 370-400)
cnv[370:400, 1:10] <- cnv[370:400, 1:10] + 2

# Inject deletion on chrl7 (around bin 600-630)

cnv[600:630, 11:20] <- cnv[600:630, 11:20] - 1.8

rownames(cnv) <- paste@(chr, "_", ave(seg_along(chr), chr, FUN = seq_along))
colnames(cnv) <— paste@("S", 1:n_samp)

# ——— Heatmap ——
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1_fun <- colorRamp2(c(-2, @, 2), c("#2563eb", "white", "#dc2626"))
atmap (

t(cnv), # rows = samples, cols = bins
name = "log2 ratio",

col = col_fun,

cluster_rows = TRUE,

cluster_columns = FALSE,

show_column_names = FALSE,

show_row_names = FALSE,

column_split = factor(chr, levels = paste@("'chr", 1:22)),
column_gap = grid::unit(0.5, "mm"),

column_title_gp = grid::gpar(fontsize = 7),

row_title = "Samples",

heatmap_legend_param = list(title = "log2 CR")
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