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2. At E M

THEARNREIEYE, 7 RStudio 131T:

# T#
curl -0 https://<your-site>/figcode/scripts/lasso—-cv-plot.R
curl -0 https://<your-site>/figcode/data/lasso—-cv-plot.csv

3. R

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

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

RS

library(glmnet)
library(survival)

# ——— Demo data ——

set.seed(42)

n <- 200; p <- 50

X <— matrix(rnorm(n * p), n, p)

colnames(x) <- paste@("Gene", 1:p)

time <- rexp(n, 0.05) * exp(-0.3 *x x[,1] + 0.2 * x[,2])
event <- rbinom(n, 1, 0.7)

y <— Surv(time, event)

# ——— LASSO Cox CV ——-
cv_fit <- cv.glmnet(x, y, family = "cox", alpha = 1, nfolds = 10)

# —— Plot —-

plot(cv_fit, main = "LASSO Cox Cross-Validation")

abline(v = log(cv_fit$lambda.min), col = "red", lty = 2)

abline(v = log(cv_fit$lambda.1lse), col = "blue", 1ty = 2)

legend("topright", legend = c("lambda.min", "lambda.lse"),
col = c("red", "blue"), lty = 2, bty = "n")
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