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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/cellchat-bubble.R
curl -0 https://<your-site>/figcode/data/cellchat-bubble.csv

. RERMKH

# CRAN #&
install.packages(c("ggplot2"))

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

RS
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library(CellChat)
library(ggplot2)

# ——— Demo: load packaged toy CellChat object —-——
# BX(EFIECEZRMECHLRE) cellchat S5
data(cellchat, package = "CellChat")

# ——— Bubble plot for selected source/target pairs ———
# 2 NERES vs 4 TEIKR
netVisual_bubble(

cellchat,

sources.use = c(1, 2),

targets.use = c(3, 4, 5, 6),

remove.isolate = TRUE,

angle.x = 45,

font.size = 9,

title.name = "Cell-cell Communication"
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o HIAIRT: CellChat 335 (CellChat::createCellChat %G55 computeCommunProb)
e {HM read.csv() |/ readRDS() IEENAHII
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