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2. At E W
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# T#H
curl -0 https://<your-site>/figcode/scripts/sc—cell-cycle.R
curl -0 https://<your-site>/figcode/data/sc—-cell-cycle.csv

3. REMKH

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

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

s

library(Seurat)
library(patchwork)

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

# Built-in cell cycle gene lists (pbmc_small uses human symbols)
s.genes <- intersect(cc.genes$s.genes, rownames(seu))
g2m.genes <—- intersect(cc.genes$g2m.genes, rownames(seu))

# ——— Score cells ——
seu <— CellCycleScoring(seu, s.features = s.genes, g2m.features = g2m.genes,
set.ident = FALSE)

# ——— Visualizations ———
# (1) S vs G2M scatter, colored by called Phase
pl <- FeatureScatter(seu, "S.Score", "G2M.Score", group.by = "Phase",
plot.cor = FALSE) +
geom_hline(yintercept = 0, linetype = "dashed", color = "grey60") +
geom_vline(xintercept = 0, linetype = "dashed", color = "grey60") +

ggtitle("S vs G2M score")
# (2) UMAP colored by Phase (compute UMAP first if missing)

if (!"umap" %in% Reductions(seu)) {
seu <— ScaleData(seu, verbose = FALSE)

BioF3 2/3



BioF3 FigCode YNSRI

seu <—- RunPCA(seu, verbose = FALSE)
seu <— RunUMAP(seu, dims = 1:10, verbose = FALSE)

b
p2 <- DimPlot(seu, reduction = "umap", group.by = "Phase",
cols = c(G1l = "#94a3b8", S = "#dc2626", G2M = "#2563eb")) +
ggtitle("UMAP by Phase")
pl | p2
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