BioF3 FigCode e 2%

BIOF3 FIGCODE - SCI £EREBE

BERRZE (Calibration

Curve)

EY HH: 20265FE6H27H

HBXERELARS [£EF3]
FEXERBAR, 2ZEMERE
RATANR,

DE: £EZDNT | IKEIE: rms. survival

iR REVEVF )R

BRIFNEEE 5 FEFMERZ 30%, IIXEEABRNE 30% £ 5 FEBEENE?

RIF1%=

e Nomogram Wi dhe

o Cox ffEtEE7MERIRIE

o IZUTIEEYA] ST

o HERFEIMERRHRERT

BIANEIEREI

rms::cph 3F%R + IIFEURE

KBS

e B=1000 (bootstrap /x#%)
e m (51 group BIBEAEN)
e u (THLEIEIS, B =time 5l)

REF 8

1. HIZEZIEIT

#TFF FigCode 1442 E, REATRRAN"ELEE"ZMAAFTARNERFSELE, TMRRE,

BioF3 1/3


file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/static/exports/figcode

BioF3 FigCode e 2%

2. At E W

THEAMREEYE, At RStudio 51T

# T#H
curl -0 https://<your-site>/figcode/scripts/calibration.R
curl -0 https://<your-site>/figcode/data/calibration.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))

dd <- datadist(df)
options(datadist = "dd")

# ——— Cox model ——

fit <- cph(
Surv(time, status) ~ risk_score + age + stage,
data = df, x = TRUE, y = TRUE, surv = TRUE,
time.inc = 3 # evaluation time

# ——— Calibration at 3 years (bootstrap—corrected) ——
cal <- calibrate(fit, cmethod = "KM", method = "boot",
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u=3, m=50, B=200)

plot(cal,
xlab = "Nomogram-Predicted 3-yr Survival",
ylab = "Observed 3-yr Survival",
col = "#dc2626", lwd = 2,

errbar.col = "#94a3b8")
abline(@, 1, 1ty = 2, col = "grey50")
title("Calibration Curve — 3-year")
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