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

3. R

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

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

RS

import squidpy as sq
import scanpy as sc
import matplotlib.pyplot as plt

# ——— Demo: Squidpy AJE/\&AN Visium HnE EHLH#HE ———
adata = sq.datasets.visium_hne_adatal()
sc.pp.normalize_total(adata, target_sum=1le4)
sc.pp.loglp(adata)

# ——— ZZB)\EIX marker EEZT|HFEA ———
# Mbp: fE#E (H/E) ; Hpca: B5; Lamp5: RKJ/ZE; Ttr: BRZHM
genes = [g for g in ["Mbp", "Hpca", "Lamp5", "Ttr"] if g in adata.var_names]
sc.pl.spatial(
adata, color=genes,
img_key="hires", ncols=2,
cmap="viridis", show=False,
)
plt.savefig("plot_001.png", dpi=150, bbox_inches="tight")
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BiHBECHEUE

ECES S

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

BOwT:

o BIAIRI: AnnData T |E)XI5 (adata.obsm["spatial"] Z445) + BIirERES
e {HM read.csv() |/ readRDS() IEENAHII

JE{ER 3T

o WEXRHIE: ZEIRA EEE
o I bug? ¥FE FigCode TIHE RENN KA, ETEXEE.
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