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# T#
curl -0 https://<your-site>/figcode/scripts/qq-plot.R
curl -0 https://<your-site>/figcode/data/qq-plot.csv
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# CRAN £
install.packages(c("qggman"))

# Bioconductor £ (#1%)
# BiocManager::install(c())

e

library(qgman)

# ——— Demo: simulate p-values with mild inflation ——
set.seed(42)

n <- 10000

p_null <- runif(n)

p_inflated <— pmin(runif(n) % 0.95, 1) # mild inflation

# True GWAS-like with a few hits + inflation
p_real <- c(p_inflated, runif(20, 1le-12, 1le-7))

# —— Q0 plot of p-values ——-

par(mfrow = c(1, 2))

gq(p_null, main = "Null (well-calibrated)", cex = 0.5)
"Mild inflation + real hits", cex =

qq(p_real, main

# Compute genomic inflation factor lambda
chisq <- qchisq(l - p_real, 1)
lambda <- median(chisq) / qchisq(0.5, 1)
mtext(sprintf("lambda = %.3f", lambda),
side = 3, line = -1.4, adj = 0.95, cex = 0.9)
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