BioF3 FigCode YN A AR

BIOF3 FIGCODE - SCI £EREBE

{MRRE RS EARE (CCl
Strength Heatmap)

EY HH: 20265FE6H27H

HBXERELARS [£EF3]

RRNETERNS, 2ZEMERFE
F#\ﬁ%ﬂl/\

P WESEE | #Kiigl: CellChat

iR REVEVF )R

AR Z BB ERS? B REWEIESEE?

RIF1%=

o MAEEINE IR figure
e BE3T chord plot 3Lk
o JATTHIEETRETN
o BEINESHIRA!

BIANEIEREI

CellChat 3% (EJf aggregateNet)

KBS

e measure = "count" / "weight"
e color.heatmap = "Reds" [/ "Blues"

e sources.use [ targets.use FETHIL

PRIEFF 45

1. HIZEZIEIT

#T7F FigCode f44/2E, REATRE AN "ELLSEZHMEIFTARNERFSRELE, THERE.

BioF3 1/3


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

BioF3 FigCode

2. At E W

THEAMREEYE, At RStudio 51T

# T

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

3. REMKH

# CRAN £
install.packages(c())

# Bioconductor & (41&)
# BiocManager::install(c())
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library(CellChat)

# ——— Demo data —-——
data(cellchat, package = "CellChat")

# ——— Aggregate net (count and weighted strength) ———

cellchat <- aggregateNet(cellchat)

par(mfrow = c(1, 2))

# Panel 1: number of interactions
netVisual_heatmap(

cellchat,

measure = "count",

color.heatmap = "Reds",

title.name = "Number of interactions"

# Panel 2: total interaction strength
netVisual_heatmap(

cellchat,

measure = "weight",

color.heatmap = "Reds",

title.name = "Interaction strength"
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