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curl -0 https://<your-site>/figcode/scripts/py—-rank—heatmap.R
curl -0 https://<your-site>/figcode/data/py-rank—heatmap.csv
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install.packages(c("scanpy", "matplotlib"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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import scanpy as sc
import matplotlib.pyplot as plt

# ——— Demo ——-
adata = sc.datasets.pbmc3k_processed()

# ——— Find DEGs per cluster ——

sc.tl.rank_genes_groups(adata, "louvain'", method="wilcoxon", n_genes=10)

# ——— Heatmap ———
sc.pl.rank_genes_groups_heatmap (
adata,
n_genes=5,

groupby="1louvain",
standard_scale="var",
show_gene_labels=True,
cmap="RdBu_r",
figsize=(11, 7),
save=False, show=False

)

plt.tight_layout()

plt.savefig("plot_001.png", dpi=150, bbox_inches="tight")

print("Top 5 markers per cluster plotted")
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