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#TFF FigCode fE44%2E, REATRFRAN"ELEEZMEIFTBARERSELE, THRRE.

2. At E M

THEARNREIEYE, 7 RStudio 131T:

# T#

curl -0 https://<your-site>/figcode/scripts/spatial-cluster.R
curl -0 https://<your-site>/figcode/data/spatial-cluster.csv

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

# ——— Demo: Squidpy AE/EAT Visium HnE EHZLH#E ——
# BZALR HEE ZBIRE + FliitBHIREnE
adata = sq.datasets.visium_hne_adatal()

# —— AR A LRASERE (81 HSE EE) ——
sc.pl.spatial(
adata, color="cluster",

img_key="hires", # BN H&E EIEALRE
size=1.5, # spot #HXTA

legend_loc="right margin",
title="Spatial clusters (mouse brain, Visium H&E)",
show=False,

)

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

BIZAFA # ——— Demo data ——— #IMENEEZRAIEIEEMNE, BN ECHEER, ®RIFTIE—HK
HICIE

o HIAIET: AnnData Z[EIIR (adata.obsm["spatial"] &4L4R + obs.cluster)
e {HM read.csv() |/ readRDS() IEENAHII
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o HXHIE: T[EIREE TENE

o I bug? MIMTE FigCode TNE RENN KR, FIFEXEE.
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