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# TE

curl -0 https://<your-site>/figcode/scripts/circos.R
curl -0 https://<your-site>/figcode/data/circos.csv
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# CRAN &
install.packages(c("circlize"))

# Bioconductor & (%&)
# BiocManager::install(c())
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library(circlize)

# ——— Demo: 22 FEM + 2 TIEHE ———
set.seed(42)

# Track 1: CNV (FE¥FZEN#7ZS)

cnv <- do.call(rbind, lapply(1:22, function(i) {
n <- 30
data. frame(

)
)

# Track 2:

chr
start
end
value

paste@("chr", 1),
seq(1, 1e8, length.out
seq(1l, 1e8, length.out

1
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n) + 1e6,
cumsum(rnorm(n, @, 0.3))
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mut <— do.call(rbind, lapply(1:22, function(i) {
n <— sample(5:20, 1)
data. frame(

1)

chr
start
end
value

paste@('chr", i),
sort(sample(1:1e8, n)),
sort(sample(1:1e8, n)) + 1e5,
abs(rnorm(n, 5, 2))
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# —— Plot —-

circos.clear()

circos.par("track.height" = 0.12, "gap.degree" = 1)
circos.initializeWithIdeogram(species = "hgl9", chromosome.index = paste@('chr", 1:2z

# Track 1: CNV as line

circos.genomicTrackPlotRegion(cnv, panel.fun = function(region, value, ...) {
circos.genomicLines(region, value, type = "1", col = "#dc2626", lwd = 1.2)

}, track.height = 0.12)

# Track 2: mutation as point

circos.genomicTrackPlotRegion(mut, panel.fun = function(region, value, ...) {
circos.genomicPoints(region, value, pch = 16, cex = 0.4, col = "#2563eb")

}, track.height = 0.12)

title("Circos — CNV (red) + Mutation Frequency (blue)")
circos.clear()
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