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# T
curl -0 https://<your-site>/figcode/scripts/meta-forest.R
curl -0 https://<your-site>/figcode/data/meta—forest.csv
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# CRAN £
install.packages(c("metafor", "ggplot2"))

# Bioconductor & (41&)
# BiocManager::install(c())
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library(metafor)
library(ggplot2)

# ——— Demo: 6 cohorts, log HR with SE ——-
df <- data.frame(

study = c("TCGA-LIHC","ICGC-LIRI","GSE14520","GSE76427",
"CHCC-HBV","Korean cohort"),
yi = c(log(1.85), log(1.62), log(2.10), log(1.45),
log(1.78), log(1.95)), # log HR
sei = c(0.18, 0.22, 0.30, 0.28, 0.20, 0.25),
n = c(371, 232, 220, 167, 159, 186)
)
# ——— Random-effects meta-analysis ——-
res <- rma(yi = yi, sei = sei, data = df, method = "REML",
slab = study, measure = "GEN")
# ——— Forest plot ——
forest(
res,
atransf = exp, # show on HR scale
refline =1,
xlab = "Hazard Ratio",
cex = 0.9,
header = "Cohort",

mlab = sprintf("RE Model (I? = %.1f%%, p = %.3f)",
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res$I2, ress$pval),
col = "#dc2626"
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