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

3. R

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

# Bioconductor £ (41%)
# BiocManager::install(c())

RS

library(ggplot2)

# —— Demo: simulate pseudotime on UMAP ——-

set.seed(42)

n <- 600

# Create a curved trajectory

t <- seq(0, 2kxpix0.7, length.out = n)

umapl <- t * cos(t/2) + rnorm(n, 0, 0.4)

umap2 <- t * sin(t/2) + rnorm(n, 0, 0.4)

pseudotime <- seq(@, 1, length.out = n) + rnorm(n, 0, 0.02)
pseudotime <- pmin(pmax(pseudotime, 0), 1)

df <- data.frame(UMAP1 = umapl, UMAP2 = umap2, pseudotime = pseudotime)

# —— Plot —-

ggplot(df, aes(x = UMAP1, y = UMAP2, color = pseudotime)) +
geom_point(size = 0.8, alpha = 0.8) +
scale_color_viridis_c(option = "inferno") +
labs(title = "Pseudotime Trajectory", color = "Pseudotime",

x = "UMAP 1", y = "UMAP 2") +

theme_void() +
theme(legend.position = "right")
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