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2. At E W

THEAMREEYE, At RStudio 51T

# T#H
curl -0 https://<your-site>/figcode/scripts/power—curve.R
curl -0 https://<your-site>/figcode/data/power—curve.csv

3. REMKH

# CRAN £
install.packages(c("pwr", "ggplot2", "tidyr"))

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

s

library(pwr)
library(ggplot2)
library(tidyr)

# ——— Compute power across n for several effect sizes ——-
n_seq <- seq(5, 200, by = 5)
effects <- c(0.2, 0.5, 0.8) # Cohen's d: small / medium / large

df <- expand.grid(n = n_seq, d = effects)
df$power <— mapply(
function(n, d) pwr.t.test(n = n, d = d, sig.level = 0.05,
type = "two.sample")$power,
df$n, dfsd
)
df$d_label <- factor(
paste@('"d =", dfs$d),
levels = paste@("d = ", effects)

# ——— Plot ——-
ggplot(df, aes(n, power, color = d_label)) +
geom_line(size = 1.1) +
geom_hline(yintercept = 0.8, linetype = "dashed", color = '"grey50") +
annotate("text", x = max(n_seq), y = 0.81,
label = "Power = 0.80", hjust = 1, size = 3.5, color = "grey40") +
scale_color_manual(values = c("#dc2626", "#059669", "#2563eb"),
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name = "Effect size") +
scale_y_continuous(limits = c(@, 1), breaks = seq(0, 1, 0.2)) +
labs(title = "Two-sample t-test Power",

x = "Sample size per group", y = "Statistical power") +

theme_classic()
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