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

. RRARH

# CRAN £
install.packages(c("scanpy", "anndata", "matplotlib"))

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

s
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import scanpy as sc

import numpy as np

import anndata as ad

import matplotlib.pyplot as plt

# ——— Demo: simulate single-cell data ——
np.random.seed(42)

n_cells = 500

n_genes = 200

# Create clusters

X = np.vstack([
np.random. randn (150, n_genes) + [2, 0] + [0]*(n_genes-2),
np.random.randn(120, n_genes) + [-2, 1] + [0]*(n_genes-2),
np.random. randn(100, n_genes) + [0, -2] + [@]x(n_genes-2),
np.random.randn(80, n_genes) + [3, 3] + [0]x(n_genes-2),
np.random.randn(50, n_genes) + [-3, -3]1 + [0]*(n_genes-2),

1)

adata = ad.AnnData(X)

adata.obs_names = [f"Cell_{i}" for i in range(n_cells)]

adata.var_names = [f"Gene_{i}" for i in range(n_genes)]

# ——— Standard Scanpy pipeline ———
sc.pp.pcaladata, n_comps=30)
sc.pp.neighbors(adata, n_neighbors=15, n_pcs=20)
sc.tl.umap(adata)
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sc.tl.leiden(adata, resolution=0.5)

# — Plot —-
sc.pl.umap(adata, color=["leiden"], legend_loc="on data",

title="Scanpy UMAP Clustering", show=False)
plt.tight_layout()

plt.savefig("plot_001.png", dpi=150, bbox_inches="tight")
print(f"Done: {adata.n_obs} cells, {adata.obs['leiden'].nunique()} clusters")
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