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

. RRARH

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

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

TEAB
library(ggplot2)
# ——— Demo data ——
set.seed(42)
bp_terms <- c("Cell division", "DNA repair", "Apoptotic process", "Signal transductic
mf_terms <- c("Protein binding", "ATP binding", "Kinase activity", "DNA binding", "Re
cc_terms <- c("Nucleus", "Cytoplasm", "Membrane", "Mitochondrion", "Extracellular")
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go_df <— data.frame(
Description = c(bp_terms, mf_terms, cc_terms),
Count = sample(5:35, 15),
p.adjust = runif(15, 0.0001, 0.04),
ONTOLOGY rep(c("BP", "MF", "CC"), each = 5)

# —— Plot —-

ggplot(go_df, aes(x = reorder(Description, Count), y = Count, fill = p.adjust)) +
geom_col(width = 0.7) +
coord_flip() +
facet_grid(ONTOLOGY ~ ., scales = "free_y", space = "free_y") +
scale_fill_gradient(low = "#dc2626", high = "#93c5fd") +
labs(x = NULL, y = "Gene Count", title = "GO Enrichment (BP/MF/CC)", fill = "p.adjtL
theme_classic() +
theme(strip.text = element_text(face = "bold"))
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