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2. At E W

THEAMREEYE, At RStudio 51T

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

3. REMKH

# CRAN &
install.packages(c("ggplot2"))

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

s

library(ggplot2)

# ——— Demo data ———

set.seed(42)

n <— 100

true_val <— rnorm(n, 100, 20)

methodl <- true_val + rnorm(n, 0, 4)

method2 <- true_val + rnorm(n, 1, 5) + 0.02 % true_val # systematic + proportional

df <- data.frame(
mean = (methodl + method2) / 2,
diff = methodl - method2

# —— Limits of agreement ———

mean_diff <— mean(df$diff)

sd_diff <- sd(df$diff)

upper_lim <- mean_diff + 1.96 * sd_diff
lower_1lim <— mean_diff - 1.96 x sd_diff

# —— Plot —-
ggplot(df, aes(mean, diff)) +
geom_point(alpha = 0.6, color = "#0f172a") +
geom_hline(yintercept = mean_diff, linetype = "solid", color = "#dc2626") +
geom_hline(yintercept = c(upper_lim, lower_1lim),
linetype = "dashed", color = "#2563eb") +
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annotate("text", x = max(df$mean), y = mean_diff,
label = sprintf("Mean diff = %.2f", mean_diff),
hjust = 1, vjust = -0.4, size = 3.5, color = "#dc2626") +
annotate("text", x = max(df$mean), y = upper_lim,
label sprintf("+1.96 SD = %.2f", upper_lim),
hjust = 1, vjust = -0.4, size = 3.5, color = "#2563eb") +
annotate("text", x = max(df$mean), vy lower_1lim,
label = sprintf("-1.96 SD = %.2f", lower_lim),
hjust = 1, vjust = 1.4, size = 3.5, color = "#2563eb") +
labs(title = "Bland-Altman Plot",
X = "Mean of Method 1 and 2",
y = "Difference (Method 1 - Method 2)") +
theme_classic()
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