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#TFF FigCode fE44%2E, REATRFRAN"ELEEZMEIFTBARERSELE, THRRE.
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# T#
curl -0 https://<your-site>/figcode/scripts/time-trajectory.R
curl -0 https://<your-site>/figcode/data/time-trajectory.csv
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# CRAN £
install.packages(c("ggplot2"))

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

# ——— Demo data —-

set.seed(42)

time_points <- c(0, 2, 6, 12, 24, 48)
genes <- paste@('"Gene", 1:20)
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clusters <- rep(c("Early response'", "Late response", "Transient", "Stable"), each = £

traj_df <- expand.grid(gene = genes, time = time_points)
traj_df$cluster <- rep(clusters, each = length(time_points))

# Different patterns per cluster
traj_df$expression <— with(traj_df, ifelse(

cluster == "Early response", 2 * exp(-time/10) + rnorm(nrow(traj_df), 0, 0.3),
ifelse(cluster == "Late response", 2 x (1 — exp(-time/20)) + rnorm(nrow(traj_df), ¢
ifelse(cluster == "Transient", 2 x dnorm(time, 12, 8) * 20 + rnorm(nrow(traj_df), ¢

rnorm(nrow(traj_df), 1, 0.3)))))

# —— Plot —-

ggplot(traj_df, aes(x = time, y = expression, group = gene, color

geom_line(alpha = 0.4) +
geom_point(size = 1) +

stat_summary(aes(group = cluster), fun = mean, geom = "line",

facet_wrap(~ cluster) +

cluster)) +

linewidth = 1.5) +
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labs(x = "Time (hours)", y =

"Scaled Expression', title = "Gene Expression Trajectc
theme_classic() +

theme(legend.position = '"none")
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