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# T#H
curl -0 https://<your-site>/figcode/scripts/ppi-network.R
curl -0 https://<your-site>/figcode/data/ppi-network.csv

. RRARH

# CRAN &
install.packages(c("STRINGdb", '"igraph", "ggraph", "tidygraph"))

# Bioconductor & (%&)
# BiocManager::install(c())
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library (STRINGdb)
library(igraph)
library(ggraph)
library(tidygraph)

# ——— Demo gene list ——

genes <— c("TP53","BRCA1","BRCA2","EGFR","MYC","CDK1","CDK2","CCNB1",
"MDM2","RB1","E2F1","CCNE1","CDKN1A","CDKN2A","ATM")

log2fc <— setNames(rnorm(length(genes), @, 1.5), genes)

# ——— STRING ——-

string_db <- STRINGdb$new(
version = "12.0",
species = 9606,
score_threshold = 700,
network_type = "physical",
input_directory = ""

)

mapped <- string_db$map(data.frame(gene = genes), 'gene", removeUnmappedRows = TRUE)
edges <- string_db$get_interactions(mapped$STRING_id)

# Convert STRING IDs back to gene symbols
id_to_gene <- setNames(mapped$gene, mapped$STRING_id)
edges_g <- data.frame(

from = id_to_gene[edges$from],

to = id_to_geneledges$tol,
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weight = edges$combined_score / 1000

g <- as_tbl_graph(edges_g, directed = FALSE) %>%
activate(nodes) %>%
mutate(degree = centrality_degree(),
log2fc = log2fclnamel)

# ——— Plot —-

ggraph(g, layout "fr') +
geom_edge_link(aes(alpha = weight), edge_colour = 'grey60") +
geom_node_point(aes(size = degree, color = log2fc)) +
geom_node_text(aes(label = name), repel = TRUE, size = 3) +
scale_color_gradient2(low = "#2563eb", mid = "white", high = "#dc2626") +
scale_size(range = c(2, 8)) +
theme_void() +
ggtitle("PPI Network — STRING (score > 700)")
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