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2. At E M

THEARNREIEYE, 7 RStudio 131T:

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

3. R

# CRAN &
install.packages(c("scvelo", "scanpy"))

# Bioconductor £ (41%)
# BiocManager::install(c())

RS

import scvelo as scv
import scanpy as sc

# ——— Demo: built-in pancreas dataset ———
adata = scv.datasets.pancreas()

# ——— Standard preprocessing ———
scv.pp.filter_and_normalize(adata, min_shared_counts=20, n_top_genes=2000)
scv.pp.moments(adata, n_pcs=30, n_neighbors=30)

# ——— Velocity (stochastic mode is fast for demo) ———
scv.tl.velocity(adata, mode="stochastic")
scv.tl.velocity_graph(adata)

# ——— Stream plot on UMAP ——-
scv.pl.velocity_embedding_stream(
adata,

basis="umap",

color="clusters",

title="RNA velocity stream",
legend_loc="right margin",

figsize=(8, 6),

save="plot_001.png", show=False, dpi=150
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