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# T#
curl -0 https://<your-site>/figcode/scripts/wgcna-module-trait.R
curl -0 https://<your-site>/figcode/data/wgcna-module-trait.csv

. RRARH

# CRAN £
install.packages(c("WGCNA", "ComplexHeatmap", '"circlize"))

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

s

BioF3

library (WGCNA)
library(ComplexHeatmap)
library(circlize)

# ——— Demo: 50 17K x 8 fEHR + 4 £ —-
set.seed(42)
n_samp <- 50

mod_names <- paste@("ME_", c("turquoise","blue","brown","yellow","green",

MEs <— matrix(rnorm(n_samp * length(mod_names)), nrow = n_samp,
dimnames = list(paste@("S", 1:n_samp), mod_names))

traits <- data.frame(
Stage = sample(1:4, n_samp, replace = TRUE),
0S_time = rexp(n_samp, 0.05),

Status = rbinom(n_samp, 1, 0.4),
Age = sample(40:80, n_samp, replace = TRUE)
)
# ——— Compute correlations —-
mod_trait_cor <- cor(MEs, traits, method = "pearson")

mod_trait_p <- corPvalueStudent(mod_trait_cor, n_samp)

# ——— Build text matrix: r (p) —-

text_mat <— matrix(
paste@(round(mod_trait_cor, 2), "\n(", signif(mod_trait_p, 1), ")"),
nrow = nrow(mod_trait_cor)
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# ——— Heatmap ——-
col_fun <- colorRamp2(c(-1, @, 1), c("#2563eb", '"white", "#dc2626"))
Heatmap (

mod_trait_cor,

name = "Cor (r)",

col = col_fun,

cluster_rows = FALSE, cluster_columns = FALSE,

cell_fun = function(j, i, x, y, w, h, fill) {

grid::grid.text(text_mat[i, jI, x, v,
gp = grid::gpar(fontsize = 9))

H
column_title = "Module-Trait Relationships",
row_names_side = "left",

rect_gp = grid::gpar(col = "white", lwd = 1)
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