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

3. TR
# CRAN &
install.packages(c("ggplot2", "scatterpie"))
# Bioconductor & (%%)
# BiocManager::install(c())
TR
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library(ggplot2)
library(scatterpie)

# ——— Demo: &E#{ Visium RJtE + BEEFRER (spot x celltype proportions) ———
# LPrtEAIsEFFRH cell2location / Tangram / SPOTlight “44%

set.seed(42)

grid <- expand.grid(x = seq(1, 20), y = seq(1, 20))

n <- nrow(grid)

celltypes <- c("Astro", "Excit", "Inhib", "Oligo", "Microglia")

# IAEERE T AN (T EXETEESLHR)
region <- with(grid, ifelse(y > 13, 1, ifelse(y < 7, 3, 2)))
props <— t(sapply(region, function(r) {
base <- runif(5, 0.05, 0.2)
basel[r] <- baselr] + runif(1, 0.5, 1.0) # ZXEETZHHE
base / sum(base)
1))
colnames(props) <- celltypes
df <- cbind(grid, props)

# ——— scatterpie: &7 spot —MHE, SHEHRLE F ——
ggplot() +
geom_scatterpie(aes(x = x, y =y, r = 0.45), data = df,
cols = celltypes, color = NA) +

2/3


file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/static/exports/figcode

BioF3 FigCode 23 IR R

scale_fill_brewer(palette = "Setl") +
coord_equal() +
theme_void() +

labs(title = "Spatial Cell Type Composition (scatterpie)", fill = "Cell type")

EHBCHNEIE

BIZAFRA # ——— Demo data ——— #RENEREZROIEIEEMNE, BN EHCHEER, RIFTIR—HK
Blw=]:

o IARRT: spot T[E4FT + FRETRERIEFE (spot x celltype proportions, 3H cell2location /
Tangram / SPOTlight)

e {#M read.csv() |/ readRDS() IEZENAHI M

FE {512

o HHXEIE: ZEMMARSEIR SERIMZ
° Hjim bugr) iﬂ@& ﬂgCOde _rﬁ E /'-\'_\:I\a:TijF_\‘Z'E)ﬁL, Eiqzieg%:‘%_o
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