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

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

# ——— Demo: simulate cell-cell communication ———
set.seed(42)

cell_types <— c("T cells", "B cells", "Macrophages", "Fibroblasts", "Epithelial")

n <— length(cell_types)

# Create interaction matrix

mat <- matrix(sample(0:20, nxn, replace = TRUE), nrow = n,
dimnames = list(cell_types, cell_types))

diag(mat) <- sample(@:5, n, replace = TRUE)

colors <- c("#dc2626", "#2563eb", "#059669", "#d97706", "#7c3aed")
names(colors) <- cell_types

# -—— Plot ——

circos.clear()

chordDiagram(mat, grid.col = colors, transparency = 0.3,
annotationTrack = c("grid", "name"),
preAllocateTracks = list(track.height = 0.05))

title("Cell-Cell Communication Network")
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