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# T#H
curl -0 https://<your-site>/figcode/scripts/umap.R
curl -0 https://<your-site>/figcode/data/umap.csv
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# CRAN &
install.packages(c("ggplot2", "ggrepel"))

# Bioconductor & (%&)
# BiocManager::install(c())
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library(ggplot2)
library(ggrepel)

# ——— Demo: simulate UMAP coordinates ———
set.seed(42)
n_cells <- 800
clusters <— sample(paste@("C", 0:7), n_cells, replace = TRUE, prob = c(0.2,0.18,0.15,
# Generate cluster centers
centers <- data.frame(

cluster = paste0@("C", 0:7),

cx = c(-5, 5, o, -3, 4, -6, 6, 0),

cy = c(3, 3, -4, -2, -3, -5, 0, 5)
)
umap_df <- data.frame(cluster = clusters)
umap_df <- merge(umap_df, centers, by = "cluster")
umap_df$UMAP1 <- umap_df$cx + rnorm(n_cells, 0, 0.8)
umap_df$UMAP2 <— umap_df$cy + rnorm(n_cells, 0, 0.8)

# Cluster labels at centroids
label_df <- aggregate(cbind(UMAP1, UMAP2) ~ cluster, data = umap_df, FUN = mean)

# — Plot ——-

ggplot(umap_df, aes(x = UMAP1, y = UMAP2, color = cluster)) +
geom_point(size = 0.5, alpha = 0.7) +
geom_label_repel(data = label_df, aes(label = cluster), size = 3.5, fontface = "bol
labs(title = "UMAP Clustering", x = "UMAP 1", y = "UMAP 2") +
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theme_classic() +
theme(legend.position = "none")
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