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

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

# ——— Demo: simulate batch effect before/after ———
set.seed(42)

n <- 12

batch <- rep(c("Batchl", "Batch2"), each = 6)
condition <- rep(c("Treatment", "Control"), times = 6)

# Before: samples cluster by batch
pcl_before <- c(rnorm(6, -5, 1.5), rnorm(6, 5, 1.5))
pc2_before <- rnorm(n, 0, 2)

# After: samples cluster by condition
pcl_after <- ifelse(condition == "Treatment", rnorm(n, 5, 1.5), rnorm(n, -5, 1.5))
pc2_after <- rnorm(n, 0, 2)

df_before <- data.frame(PCl=pcl_before, PC2=pc2_before, Batch=batch, Condition=condit
df_after <- data.frame(PCl=pcl_after, PC2=pc2_after, Batch=batch, Condition=conditior

# —- Plot —-

pl <- ggplot(df_before, aes(PC1l, PC2, color=Batch, shape=Condition)) +
geom_point(size=4) + ggtitle("Before Correction") +
theme_classic() + theme(legend.position="bottom")
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p2 <- ggplot(df_after, aes(PCl, PC2, color=Condition, shape=Batch)) +
geom_point(size=4) + ggtitle("After Correction") +
scale_color_manual(values=c(Treatment="#dc2626", Control="#2563eb")) +
theme_classic() + theme(legend.position="bottom")

pl + p2
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