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

. RRARH

# CRAN £
install.packages(c("ggplot2", "patchwork", "tidyr"))

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

s
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library(ggplot2)
library(patchwork)

# ——— Demo data —-
set.seed(42)

n <- 200

n_sig <- 8

risk <— sort(rnorm(n))
df <- data.frame(

idx = 1:n,
risk_score = risk,
0S_time = pmax(rexp(n, 0.05) - 0.5 *x risk, 0.3),

0S_status = rbinom(n, 1, plogis(risk x 1.2 — 0.5))
)
df$group <— ifelse(df$risk_score > median(df$risk_score), "High", "Low")
cutoff_idx <— which(df$risk_score > median(df$risk_score)) [1]

# Signature gene matrix (rows = genes, cols = patients in same order)
expr_mat <— matrix(rnorm(n_sig * n, @, 0.6), nrow = n_sig)
# Make first 4 positively correlated, last 4 negatively

4, byrow = TRL
4, byrow TRL

expr_mat[1:4, 1 <- expr_mat[1:4, ] + 0.6 *x matrix(rep(risk, 4), nrow
expr_mat[5:8, 1 <- expr_mat[5:8, ] - 0.6 *x matrix(rep(risk, 4), nrow
rownames (expr_mat) <— paste@("Gene", 1l:n_sig)

# ——— Panel 1: risk score ———
pl <- ggplot(df, aes(idx, risk_score, color = group)) +
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geom_point(size = 1.2) +

geom_vline(xintercept = cutoff_idx, linetype = "dashed", color = "grey50") +
scale_color_manual(values = c(Low = "#2563eb", High = "#dc2626")) +

labs(x = NULL, y = "Risk score") +

theme_classic() + theme(axis.text.x = element_blank())

# ——— Panel 2: survival status ———

p2 <- ggplot(df, aes(idx, 0S_time, color = factor(0S_status))) +
geom_point(size = 1.2) +

geom_vline(xintercept = cutoff_idx, linetype = "dashed", color = "grey50") +
scale_color_manual(values = c("0" = "#94a3b8", "1" = "#dc2626"),
labels = c("Alive","Dead"), name = "Status") +

labs(x = NULL, y = "Survival time") +
theme_classic() + theme(axis.text.x = element_blank())

# ——— Panel 3: signature gene heatmap ———
expr_long <- as.data.frame(t(scale(t(expr_mat))))
expr_long$gene <- rownames(expr_long)

expr_long <- tidyr::pivot_longer(expr_long, —gene, names_to = "patient", values_to =
expr_long$idx <— as.integer(sub("~V'", "", expr_long$patient))

p3 <- ggplot(expr_long, aes(idx, gene, fill = z)) +
geom_tile() +
scale_fill_gradient2(low = "#2563eb", mid = "white", high = "#dc2626") +
labs(x = "Patients (sorted by risk score)", y = NULL, fill = "z-score") +
theme_classic() +

theme(axis.text.y = element_text(size = 8))

pl / p2 / p3 + plot_layout(heights = c(1, 1, 2))
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