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# T#
curl -0 https://<your-site>/figcode/scripts/py—heatmap-clustermap.R
curl -0 https://<your-site>/figcode/data/py—heatmap—-clustermap.csv

3. REMKH

# CRAN &
install.packages(c("seaborn", "numpy", '"pandas", "matplotlib"))

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

s

import numpy as np

import pandas as pd

import seaborn as sns

import matplotlib.pyplot as plt

# ——— Demo data ——

np.random.seed(42)

genes = [f"Gene_{i}" for i in range(30)]
samples = [f"S{i}" for i in range(8)]
data = np.random.randn(30, 8) + 8

# Add group effect
datal[:15, :4] += 3 # Group A upregulated
data[15:, 4:] += 3 # Group B upregulated

df = pd.DataFrame(data, index=genes, columns=samples)

# Sample annotation
col_colors = ["#dc2626"]1%4 + ["#2563eb"1%x4 # Treatment vs Control

# —— Plot —-

g = sns.clustermap(df, z_score=0, cmap="RdBu_r",
col_colors=col_colors,
figsize=(8, 10),
dendrogram_ratio=(0.1, 0.15),
cbar_pos=(0.02, 0.8, 0.03, 0.15),
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method="ward",
xticklabels=True, yticklabels=True)
g.ax_heatmap.set_xlabel("")
g.ax_heatmap.set_ylabel("")
g.fig.suptitle("Clustered Heatmap (seaborn)", y=1.02, fontsize=12)
plt.savefig("plot_001.png", dpi=150, bbox_inches="tight")
print("Clustermap done: 30 genes x 8 samples")
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