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e n_components =3
e marker.size = 4
e opacity = 0.8

e scene.aspectmode = "data"
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# T#
curl -0 https://<your-site>/figcode/scripts/plotly-3d.R
curl -0 https://<your-site>/figcode/data/plotly-3d.csv

3. R

# CRAN £
install.packages(c("plotly", "Rtsne"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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library(plotly)
library(Rtsne)

# ——— Demo: iris in 3D ——-—
data(iris)
set.seed(42)

# ——— PCA in 3D ——
pca <— prcomp(iris[, 1:4], scale. = TRUE)
df <- data.frame(

PC1 = pca$x[, 11,
PC2 = pca$x[, 21,
PC3 = pcas$x[, 31,

Species = iris$Species

plot_1ly(
df, x = ~PC1, y = ~PC2, z = ~PC3,
color = ~Species,

colors = c("#dc2626", "#2563eb", "#059669"),
marker = list(size = 5, opacity = 0.85),
type = "scatter3d", mode = "markers"

) %>%
layout (
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title = "3D PCA — Iris",
scene = list(
xaxis = list(title = "PC1"),
yaxis = list(title = "PC2"),
zaxis = list(title = "PC3"),
aspectmode = "data"
)
)
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