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THEARNREIEIE, 2 RStudio 1B1T:

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

3. BEAMKH

# CRAN &
install.packages(c("ggalluvial"”, "ggplot2", "dplyr", "tidyr"))

# Bioconductor £ (#1%)
# BiocManager::install(c())

e

library(ggalluvial)
library(ggplot2)
library(dplyr)
library(tidyr)

# ——— Demo: 100 FZ&, 3 THIEFEIEFIAZ ——
set.seed(42)
n <- 100
df_wide <- data.frame(
patient = paste@("P", 1:n),

TO0 = sample(c("Stable","Progressive","Remission"), n, replace = TRUE,
prob = c(0.5, 0.3, 0.2)),
Tl = sample(c("Stable","Progressive","Remission"), n, replace = TRUE,
prob = c(0.4, 0.3, 0.3)),
T2 = sample(c("Stable","Progressive","Remission","Deceased"), n, replace
prob = c(0.3, 0.25, 0.3, 0.15))
)
# ——— ggalluvial wants long-ish format with frequencies ——-

df_count <- df_wide %>%
count(To, T1, T2)

# —— Plot —-
ggplot(df_count, aes(axisl = T@, axis2 = T1, axis3 = T2, y = n)) +
geom_alluvium(aes(fill = T2), alpha = 0.85) +
geom_stratum(width = 1/4, fill = '"grey95", color = '"grey50") +
geom_text(stat = "stratum", aes(label = after_stat(stratum)),
size = 3.5) +

BioF3

TRUE,

UAYE

2/3



BioF3 FigCode

B

scale_x_discrete(limits = c("Baseline", "3 months", "12 months"),

expand = c(0.1, 0.1)) +
scale_fill_brewer(palette = "Setl") +
labs(title = "Disease Trajectory (n = 100)",

y = "Patients", fill = "Final state") +
theme_minimal()
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