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

3. REMKH

# CRAN &
install.packages(c("rms", "survival'))

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

s

library(rms)
library(survival)

# ——— Demo data —-
set.seed(42)
n <- 300
df <- data.frame(
time rexp(n, 0.04),
status = sample(0:1, 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))

# ——— Required: tell rms about variable distribution ——
dd <- datadist(df)
options(datadist = "dd")

# —— Cox model with rms::cph —-

fit <— cph(
Surv(time, status) ~ risk_score + age + stage,
data = df, x = TRUE, y = TRUE, surv = TRUE

# ——— Build survival functions for 1, 3, 5 years ——
surv_obj <- Survival(fit)
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survl <— function(x) surv_obj(1, lp = x)
surv3 <- function(x) surv_obj(3, 1p = x)
surv5 <— function(x) surv_obj(5, lp = x)

# —-—— Nomogram ——-
nom <— nomogram(
fit,
fun = list(survl, surv3, surv5),

funlabel = c("1-year Survival", "3-year Survival", "5-year Survival"),

fun.at = c(0.95, 0.85, 0.7, 0.5, 0.3, 0.1, 0.01),
100,

maxscale
lp = FALSE

)

plot(nom, xfrac = 0.4, cex.axis = 0.9, cex.var = 1)
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