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THEAMREEYE, At RStudio 51T

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

3. REMKH

# CRAN £
install.packages(c())

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

STENDB
library(maftools)
# ——— Demo: use built-in TCGA LAML dataset ———
laml.maf <- system.file("extdata", '"tcga_laml.maf.gz", package = "maftools")
laml.clin <- system.file("extdata", "tcga_laml_annot.tsv", package = "maftools")

laml <- read.maf(maf = laml.maf, clinicalData = laml.clin)

# — Plot —-
oncoplot(laml, top = 10, fontSize = 0.7)
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