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#TFF FigCode fE44%2E, REATRFRAN"ELEEZMEIFTBARERSELE, THRRE.
2. i E

THEARNREIEYE, 7 RStudio 131T:

# T#
curl -0 https://<your-site>/figcode/scripts/forest-cox.R
curl -0 https://<your-site>/figcode/data/forest-cox.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 <- 300
df <- data.frame(
time = rexp(n, 0.04),
status = sample(@:1, n, replace = TRUE, prob = c(0.3, 0.7)),
risk_score = rnorm(n),
age = sample(40:80, n, replace = TRUE),
stage = factor(sample(c("I","II","III","IV"), n, replace = TRUE)),
gender = factor(sample(c("Female","Male"), n, replace = TRUE))
)
# —— Multivariate Cox —-

fit <- coxph(Surv(time, status) ~ risk_score + age + stage + gender, data = df)

# ——— Forest plot —-
ggforest(
fit, data = df,
main = "Multivariate Cox — Hazard Ratios",
cpositions = c(0.02, 0.22, 0.4),
fontsize = 0.9,
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