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curl -0 https://<your-site>/figcode/scripts/lasso—coef.R
curl -0 https://<your-site>/figcode/data/lasso-coef.csv
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# CRAN &
install.packages(c("ggplot2", "glmnet", "survival"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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library(ggplot2)
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(-0.5 % x[,1] + 0.4 * x[,2] - 0.3 % x[,3])

event <- rbinom(n, 1, 0.7)
y <— Surv(time, event)

cv_fit <- cv.glmnet(x, y, family = "cox", alpha = 1, nfolds
coef_vec <- as.numeric(coef(cv_fit, s = "lambda.min"))
names (coef_vec) <— colnames(x)

selected <- coef_vec[coef_vec != 0]

# —— Plot —-

df <- data.frame(gene = names(selected), coef = selected)
df$direction <- ifelse(df$coef > @, "Risk", "Protective")

df <- dflorder(df$coef), |
df$gene <- factor(df$gene, levels = df$gene)
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ggplot(df, aes(x
geom_col(width
coord_flip() +
scale_fill_manual(values = c(Risk = "#dc2626", Protective = "#2563eb")) +

labs(x = NULL, y = "LASSO Coefficient", title = "Signature Gene Coefficients",
fill = "Direction") +

gene, y = coef, fill = direction)) +
0.7) +

theme_classic() +
theme(axis.text.y = element_text(size = 9))
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