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# T#
curl -0 https://<your-site>/figcode/scripts/km-curve.R
curl -0 https://<your-site>/figcode/data/km-curve.csv

3. R

# CRAN #&
install.packages(c("survival?, "survminer"))

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

RS

library(survival)
library(survminer)

# ——— Demo data ——-
set.seed(42)
n <— 100

df <- data.frame(
time = c(rexp(50, 0.02), rexp(50, 0.05)),
status = sample(0:1, n, replace = TRUE, prob = c(0.3, 0.7)),
group = rep(c("High", "Low"), each = 50)

# —— Plot —-
fit <— survfit(Surv(time, status) ~ group, data = df)
ggsurvplot(fit, data = df,
pval = TRUE, risk.table = TRUE,
palette = c("#0f766e", "#dc2626"),
xlab = "Time (months)", ylab = "Survival Probability",
title = "Kaplan-Meier Survival Curve")
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