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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-deconv-c21.R
curl -0 https://<your-site>/figcode/data/spatial-deconv-c21l.csv

3. R

# CRAN &
install.packages(c("squidpy", "scanpy", "numpy", "matplotlib"))

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

RS

import squidpy as sq

import scanpy as sc

import numpy as np

import matplotlib.pyplot as plt

# ——— Demo: Squidpy AE/)&GHN Visium HnE EX#HE ———
adata = sq.datasets.visium_hne_adatal()

# —— EHEEREY (kg cell2location / Tangram “25) ———
# F marker THYFRAUTINELHPIERTE spot RIFE, WEEITAIKIIE
sc.pp.normalize_total(adata, target_sum=1e4); sc.pp.loglp(adata)
celltype_markers = {
"Astrocyte": ["Gfap", "Aqp4"l, "Neuron': ["Snap25", "Rbfox3"],
"0ligodendrocyte": ["Mbp", "P1lpl1"], "Microglia": ["Cx3crl", "Clga"l,
¥
for ct, genes in celltype_markers.items():
g = [x for x in genes if x in adata.var_names]
adata.obs[ct] = np.asarray(adatal:, gl.X.mean(axis=1)).flatten() if g else 0.0

# ——— Top YMEEHTHFEE (2x2 HE) ——

sc.pl.spatial(adata, color=list(celltype_markers.keys()), img_key="hires",
ncols=2, cmap="Reds", show=False)

plt.savefig("plot_001.png", dpi=150, bbox_inches="tight")
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BIZAFA # ——— Demo data ——— #IMENEEZRAIEIEEMNE, BN ECHEER, ®RIFTIE—HK
HICIE

o HIAIEIL: AnnData TEXN R + KR EEE (spot x celltype, 3EH cell2location / Tangram)
e {HM read.csv() |/ readRDS() IEENAHII
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