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THEARNREIEYE, 7 RStudio 131T:

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

3. R

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

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

TEAE
library(ggplot2)
# ——— Demo: simulate clustered time-series ———

set.seed(42)

time_points <- paste@("T", 1:6)
n_genes <- 60

k <- 4

# Define cluster patterns

patterns <- matrix(c(
e, 1, 2, 2, 1, 0, # Transient up
2, 1.5, 1, 0.5, 0, 0, # Early decay
e, o9, 0.5, 1, 1.5, 2, # Late rise
1, 1, 1, 1, 1, 1 # Stable

), nrow = k, byrow = TRUE)

cluster_assign <- rep(1l:k, each = n_genes/k)
mat <— matrix(@, nrow = n_genes, ncol = 6)
for (i in 1:n_genes) {
mat[i, ] <- patterns[cluster_assign[il, 1 + rnorm(6, 0, 0.3)

by

df <- data.frame(
gene = rep(paste@("G", 1l:n_genes), each = 6),
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time = rep(1:6, times = n_genes),
expr = as.vector(t(mat)),
cluster = rep(paste@("Cluster ", cluster_assign), each = 6)
)
# —— Plot —-
ggplot(df, aes(x = time, y = expr, group = gene)) +
geom_line(alpha = 0.3, color = "grey50") +
stat_summary(aes(group = cluster, color = cluster), fun
geom = "line", linewidth = 2) +
facet_wrap(~ cluster, nrow = 2) +
scale_x_continuous(breaks = 1:6, labels = time_points) +
labs(x = "Time Point", y = "Scaled Expression', title = "Time-Series Clustering") -+

theme_classic() +
theme(legend.position = "none")
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