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

. RRARH

# CRAN £
install.packages(c("ComplexHeatmap", '"circlize"))

# Bioconductor & (41&)
# BiocManager::install(c())

s
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library(ComplexHeatmap)
library(circlize)

# ——— Demo: [Fthk (XLFrEFESHT SCENIC pipeline £ AUCell #Ef%) -—-

set.seed(42)

n_tf <- 30

n_cluster <- 6

TFs <— paste@(c("CEBPA","SPI1","GATA1","KLF4","IRF8",'"HOXA9",
"TAL1","RUNX1","FOXP3","RORC","TBX21","BATF",
"MYB","JUNB","STAT1","STAT3","NF","RELA",
"PRDM1","XBP1","BACH2","MAFB","ETS1","CIITA",
"EOMES","TCF7","BCL6","IRF4","ID2","TFEB"))

clusters <— paste@("C", 1:n_cluster)

# Simulate cluster-specific TF activity
auc_mat <- matrix(rnorm(n_tf * n_cluster, 0, 0.3), nrow = n_tf,
dimnames = list(TFs, clusters))
# Inject specificity: each cluster has 3-4 active TFs
for (i in 1:n_cluster) {
active_tf <- sample(1l:n_tf, 4)
auc_mat[active_tf, i] <- auc_mat[active_tf, il + 1.5

# ——— Heatmap ——-
col_fun <- colorRamp2(c(-1, @, 2), c("#2563eb", "white", "#dc2626"))
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auc_mat,

name = "AUCell\nactivity",

col = col_fun,

show_row_dend = FALSE,

cluster_columns = TRUE,

row_names_gp = grid::gpar(fontsize = 9),
column_names_gp = grid::gpar(fontsize = 11),
column_title = "Regulon Activity per Cluster",
rect_gp = grid::gpar(col = "white", lwd = 0.5)
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