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THEARNREIEYE, 7 RStudio 131T:

# T#

curl -0 https://<your-site>/figcode/scripts/py-paga.R
curl -0 https://<your-site>/figcode/data/py—-paga.csv

3. TR
# CRAN &
install.packages(c("scanpy", "matplotlib"))
# Bioconductor £ (41%)
# BiocManager::install(c())
TR
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import scanpy as sc
import matplotlib.pyplot as plt

# ——— Demo data ——

adata = sc.datasets.paull5()
sc.pp.recipe_zhengl7(adata)
sc.tl.pca(adata, n_comps=20)
sc.pp.neighbors(adata, n_neighbors=15)
sc.tl.leiden(adata, resolution=0.6)

# ——— PAGA —-
sc.tl.paga(adata, groups="1leiden")

fig, axes = plt.subplots(1, 2, figsize=(14, 6))

# Panel 1: PAGA graph

sc.pl.pagal
adata, threshold=0.05,
color="1leiden", title="PAGA graph",
fontsize=10, ax=axes[0], show=False

# Panel 2: PAGA-initialized UMAP
sc.tl.umap(adata, init_pos="paga")
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sc.pl.umap(
adata, color="leiden",
title="UMAP (PAGA-initialized)",
legend_loc="on data", legend_fontsize=8,
ax=axes[1], show=False

plt.suptitle("PAGA Trajectory — Paull5 hematopoiesis", y=1.02)
plt.tight_layout()

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