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

3. REMKH

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

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

s

library(ggplot2)
library(ggrepel)

# ——— Demo data —-

set.seed(42)

samples <- paste@("S", 1:10)

condition <- rep(c("Treatment", "Control"), each = 5)

# Simulate PCA coordinates

pcl <- c(rnorm(5, 10, 2), rnorm(5, -10, 2))

pc2 <- rnorm(10, 0, 3)

pca_df <- data.frame(PC1l = pcl, PC2 = pc2, condition = condition, name = samples)
pct <— c(45, 18) # variance explained

# —— Plot —-
ggplot(pca_df, aes(PCl, PC2, color = condition)) +
geom_point(size = 4) +
geom_text_repel(aes(label = name), size = 3) +
stat_ellipse(level = 0.95, linetype = '"dashed") +
labs(x = paste@("PC1 (", pctl[l]l, "%)"), y = paste@("PC2 (", pctl[2], "%)"),
title = "PCA - Sample Clustering") +
scale_color_manual(values = c(Treatment="#dc2626", Control="#2563eb")) +
theme_classic()
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