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THEARNREIEIE, 2 RStudio 1B1T:

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

# CRAN &
install.packages(c("CytoTRACE", "ggplot2"))

# Bioconductor £ (#1%)
# BiocManager::install(c())
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library(CytoTRACE)
library(Seurat)
library(ggplot2)

# ——— 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)

}
# —— CytoTRACE ——-
expr_mat <- as.matrix(GetAssayData(seu, slot = "counts"))

ct <- CytoTRACE(expr_mat, ncores = 1, subsamplesize = 100)

seu$cytotrace <- ct$CytoTRACE

# ——— Plot UMAP colored by CytoTRACE ——-
FeaturePlot(seu, features = '"cytotrace") +

scale_color_gradientn(colours = c("#2563eb", "white", "#dc2626"),
name = "CytoTRACE\n(stemness)") +

ggtitle("Predicted differentiation potential")
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