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2. At E M

THEARNREIEYE, 7 RStudio 131T:

# T#
curl -0 https://<your-site>/figcode/scripts/go-emap.R
curl -0 https://<your-site>/figcode/data/go—emap.csv

3. R

# CRAN &
install.packages(c("ggplot2", "igraph", "ggraph"))

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

RS

library(ggplot2)
library(igraph)
library(ggraph)

# —— Demo: simulate enrichment map ———

set.seed(42)

n_terms <- 25

terms <- paste@("GO0:", sprintf("%07d", sample(le6, n_terms)))
labels <- paste("Process", LETTERS[1:n_terms])

# Simulate pairwise similarity (Jaccard-like)
sim_mat <— matrix(@, n_terms, n_terms)
for (i in 1:(n_terms-1)) {
for (j in (i+1):n_terms) {
# Create 3 clusters of related terms
same_cluster <- (ceiling(i/8) == ceiling(j/8))
sim_mat[i,j] <- sim_mat[j,i] <- ifelse(same_cluster, runif(1, 0.2, 0.7),

# Build network from similarity > threshold
threshold <- 0.15

edges <- which(sim_mat > threshold, arr.ind = TRUE)
edges <- edges|[edges[,1] < edges[,2], ]

BioF3

runif(1,

2/3


file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/static/exports/figcode

BioF3 FigCode EESDEC]

edge_df <- data.frame(from = labels[edges[,1]], to = labels[edges|[,2]],
weight = sim_mat[edges])

g <- graph_from_data_frame(edge_df, directed = FALSE, vertices = data.frame(name = 1c
V(g)$pvalue <- runif(n_terms, 1le-8, 0.05)

V(g)$size <— -logl0@(V(g)s$pvalue)

V(g)$cluster <— ceiling(1l:n_terms / 8)

# ——— Plot ——-
ggraph(g, layout = "fr") +

geom_edge_link(aes(width = weight), alpha = 0.3, color = "grey60") +
geom_node_point(aes(size = size, color = factor(cluster))) +
geom_node_text(aes(label = name), repel = TRUE, size = 2.5, max.overlaps = 12) +
scale_edge_width(range = c(0.3, 2), guide = '"none") +
scale_size_continuous(range = c(3, 10), name = "-logl@(p)") +
scale_color_brewer(palette = "Set2", name = "Module") +

labs(title = "Enrichment Map (GO-BP)") +

theme_void()
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