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

3. REMKH

# CRAN £
install.packages(c("qggman"))

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

s

library(qggman)

# ——— Demo GWAS data ——-
set.seed(42)
n <- 50000
df <- data.frame(
SNP = paste@("rs", 1:n),

CHR = sample(1:22, n, replace = TRUE),
BP = sample(1:1e8, n, replace = TRUE),
P = runif(n)

)

# Inject a few significant hits

hits <- sample(n, 30)

df$P[hits] <- runif(30, 1le-12, 5e-8)

# ——— Manhattan plot ———
manhattan(
df,
chr = "CHR", bp = "BP", p = "P", snp = "SNP",
col = c("#1d4ed8", "#94a3b8"),
suggestiveline = -logl@(1le-5),
genomewideline = -1o0g10(5e-8),
annotatePval 5e-8,
main = "Manhattan Plot — GWAS"
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