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# T#

curl -0 https://<your-site>/figcode/scripts/mofa-factors.R
curl -0 https://<your-site>/figcode/data/mofa-factors.csv
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# CRAN &
install.packages(c("MOFA2", '"ggplot2", "cowplot"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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library(MOFA2)
library(ggplot2)

# ——— Demo: FHERAETH —

filepath <- system.file("extdata", "test_model.hdf5", package = "MOFA2'")

mofa <- load_model(filepath)

# ——— Variance explained per factor / view ———
pl <- plot_variance_explained(

mofa,

x = "view", y = "factor"
) + ggtitle("Variance Explained (R2)")

# ——— Factor values colored by sample group ——
p2 <- plot_factor(

mofa,

factors = c(1, 2),

color_by = "group"
) + ggtitle('"MOFA Factor Values")

cowplot::plot_grid(pl, p2, ncol = 2, rel_widths = c(1,

1.2))
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