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# T#
curl -0 https://<your-site>/figcode/scripts/cnv-expression.R

curl -0 https://<your-site>/figcode/data/cnv-expression.csv

. RRARH

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

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

s
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library(ggplot2)
library(ggrepel)

#

——— Demo data ———

set.seed(42)

n

<- 1500

df <- data.frame(

)
#

gene = paste@("Gene", 1:n),

chr = sample(paste@('chr", c(1:22, "X")), n, replace = TRUE),
cnv_log2 = rnorm(n, 0, 0.6),

noise = rnorm(n, 0, 1)

Real dosage effect: expression follows CNV with noise

df$expr_log2 <- 0.7 * df$cnv_log2 + df$noise

#

Highlight top |CNV x expr|

df$score <— df$cnv_log2 *x df$expr_log2
top <- dflorder(-abs(df$score)), 1[1:15, ]

#

ggplot(df, aes(cnv_log2, expr_log2))

——- Plot —-

+

geom_point(aes(color = chr), alpha = 0.4, size = 0.9) +

geom_smooth(method = "1m", color = "#0f172a", se = TRUE, size

geom_text_repel(data = top, aes(label = gene), size = 3,
max.overlaps = 15) +

geom_vline(xintercept = c(-0.3, 0.3), linetype = '"dashed", color = 'grey60") +

0.8) +
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geom_hline(yintercept = 0, linetype = "dashed", color = "grey60") +
scale_color_manual(values = rep(c("#dc2626","#2563eb","#059669","#d97706",

"#7c3aed","#0891b2"), length.out = 23)) +
labs(title = "CNV vs Expression (per gene)",

x = "CNV log2 ratio", y = "Expression log2 (z-score)") +
theme_classic() +

theme(legend.position = '"none")
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