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# T#
curl -0 https://<your-site>/figcode/scripts/sankey.R
curl -0 https://<your-site>/figcode/data/sankey.csv

3. REMKH

# CRAN &
install.packages(c("networkD3"))

# Bioconductor & (41&)
# BiocManager::install(c())
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library(networkD3)

# ——— Demo data: cell type re-distribution after treatment —-——
nodes <- data.frame(
name = c("Pre_T","Pre_B","Pre_NK","Pre_Mono",
"Post_T","Post_B","Post_NK","Post_Mono",'"Post_Apoptotic")
)

links <—- data.frame(

source = c(o, o0, 1, 1, 2, 3, 3),
target = c(4, 8, 5, 8, 6, 7, 8),
value = c(60, 15, 40, 20, 30, 50, 25)
)
sankeyNetwork(
Links = links, Nodes = nodes,
Source = "source", Target = "target", Value = "value",
NodeID = "name",

fontSize = 12, nodeWidth = 18,
sinksRight = TRUE,
height = 400, width = 700
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