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curl -0 https://<your-site>/figcode/scripts/decision-curve.R
curl -0 https://<your-site>/figcode/data/decision-curve.csv
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# CRAN &
install.packages(c("dcurves", "ggplot2"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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library(dcurves)
library(ggplot2)

# ——— Demo data ——
set.seed(42)

n <- 500

truth <- rbinom(n, 1, 0.3)

# Two competing models
df <- data.frame(

outcome = truth,
model_A = plogis(truth x 1.5 + rnorm(n, 0, 0.6)),
model_B = plogis(truth * 0.8 + rnorm(n, 0, 0.6))
)
# ——— Decision curve ——-

dc <- dca(outcome ~ model_A + model_B, data
thresholds = seq(0, 0.6, by = 0.01))

plot(dc, smooth = TRUE) +
ggtitle("Decision Curve Analysis")
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