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# T#
curl -0 https://<your-site>/figcode/scripts/cnetplot.R
curl -0 https://<your-site>/figcode/data/cnetplot.csv
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# CRAN &
install.packages(c("ggplot2", "igraph", "ggraph"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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library(ggplot2)
library(igraph)
library(ggraph)

# —— Demo: simulate gene-term network ——-—

set.seed(42)

terms <— c("Cell Cycle", "DNA Repair", "Apoptosis", "Immune Response')

genes_per_term <- list(
c("CDK1","CDK2","CCNB1","CCNA2","CDC20"),
c("BRCA1","RAD51","ATM","CDK2","CCNA2"),
c("TP53","BAX","BCL2","CASP3","ATM"),
c("IL6e","TNF","IFNG","STAT1","TP53")

edges <- data.frame(from = character(), to = character(), stringsAsFactors = FALSE)
for (i in seq_along(terms)) {
edges <- rbind(edges, data.frame(from = terms[i], to = genes_per_term[[i]]))
b
g <- graph_from_data_frame(edges, directed = FALSE)
V(g)$type <— ifelse(V(g)$name %in% terms, "term", "gene")
V(g)$size <- ifelse(V(g)$type == "term", 8, 3)

fc <- setNames(rnorm(length(unique(edgess$to)), @, 2), unique(edges$to))
V(g)$fc <— ifelse(V(g)s$type == "gene", fclV(g)$namel, 0)
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# —— Plot —-

ggraph(g, layout = "fr") +
geom_edge_link(alpha = 0.3) +
geom_node_point(aes(size = size, color = fc)) +
geom_node_text(aes(label = name), repel = TRUE, size = 3) +

scale_color_gradient2(low = "#2563eb", mid = '"grey90", high = "#dc2626", midpoint =
scale_size_continuous(range = c(2, 10), guide = "none") +

labs(title = "Gene-Term Network", color = "1log2FC") +

theme_void()
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