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2. At E W

THEAMREEYE, At RStudio 51T

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

3. REMKH

# CRAN £
install.packages(c("scDblFinder", "SingleCellExperiment"))

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

s

library(Seurat)
library(scDblFinder)
library(SingleCellExperiment)

# ——— Demo data ——-
data("pbmc_small")
seu <— pbmc_small

if (!"umap" %in% Reductions(seu)) {
seu <— ScaleData(seu, verbose = FALSE) %>%
RunPCA(verbose = FALSE) %>%
RunUMAP(dims = 1:10, verbose = FALSE)

# ——— Convert to SCE and run scDblFinder ——-
sce <- as.SingleCellExperiment(seu)
sce <- scDblFinder(sce, samples = NULL)

# Transfer back to Seurat
seu$doublet_class <- sce$scDblFinder.class
seu$doublet_score <- sce$scDblFinder.score

# —— Plot —-

pl <- DimPlot(seu, group.by = "doublet_class",
cols = c(singlet = "#e5e7eb", doublet = "#dc2626"),
order = "doublet") +
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ggtitle(sprintf("Doublets: %d / %d (%.1f%%)",

sum(seu$doublet_class == "doublet"),
ncol(seu),
100 * mean(seu$doublet_class == "doublet")))
p2 <- FeaturePlot(seu, features = "doublet_score") +

scale_color_gradient(low = "#e5e7eb", high = "#dc2626") +
ggtitle("Doublet score (continuous)")

pl | p2
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