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# T#

curl -0 https://<your-site>/figcode/scripts/sc—-marker—-bubble.R
curl -0 https://<your-site>/figcode/data/sc-marker-bubble.csv
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# CRAN #&
install.packages(c("ggplot2"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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library(Seurat)
library(ggplot2)

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

# ——— Marker panel ——-

markers <— c(
"Cb3p", "CD3E", "CD8A", # T cells
""MS4A1", "CD79A", # B cells
"Lyz", "CD14", "FCGR3A", # Monocytes
"GNLY", '"NKG7" # NK

)

markers <— markers[markers %in% rownames(seu) ]

# ——— DotPlot ——-
DotPlot (
seu,
features = markers,
cols = c("#e5e7eb", "#dc2626"),
dot.scale = 8,
cluster.idents = TRUE
) +

Marker “< 3 [

2/3


file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/static/exports/figcode

BioF3 FigCode Marker “< 3 [

RotatedAxis() +

labs(x = NULL, y = NULL, title = "Cell Type Markers across Clusters") +
theme (axis.text.x = element_text(face = "italic"))
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