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

. RRARH

# CRAN &
install.packages(c("UpSetR"))

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

s
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library(UpSetR)

# ——— Demo data: gene lists from 4 methods ———
set.seed(42)

all_genes <- paste@("Gene", 1:500)

gene_sets <- list(

DESeq2 = sample(all_genes, 200),
edgeR = sample(all_genes, 220),
limma = sample(all_genes, 180),
NOISeq = sample(all_genes, 160)
)
# —— UpSet plot ——-
upset(
fromList(gene_sets),
nsets = 4,
nintersects = 15,
order.by = "freq",
decreasing = TRUE,
mainbar.y.label = "Intersection size",

sets.x. label
sets.bar.color

"Set size",

matrix.color = "#0f172a",
main.bar.color = "#475569",
point.size = 3,
line.size =1,

c("#dc2626", "#2563eb", "#059669", "#d97706"),
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text.scale = c(1.2, 1.1, 1.1, 1, 1.1, 1.1)
)
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