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# T#
curl -0 https://<your-site>/figcode/scripts/trajectory-branch.R
curl -0 https://<your-site>/figcode/data/trajectory-branch.csv
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# CRAN #&
install.packages(c("ggplot2"))

# Bioconductor £ (41%)
# BiocManager::install(c())
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library(monocle3)
library(ggplot2)

# ——— Demo: load packaged data ———

expression_matrix <— readRDS(url(
"http://staff.washington.edu/hpliner/data/cao_12_expression.rds"

))

cell _metadata <- readRDS(url(
"http://staff.washington.edu/hpliner/data/cao_12_colData.rds"

))

gene_metadata <— readRDS(url(
"http://staff.washington.edu/hpliner/data/cao_12_rowData.rds"

))

cds <— new_cell_data_set(expression_matrix, cell_metadata, gene_metadata)
cds <- preprocess_cds(cds, num_dim = 50)

cds <- reduce_dimension(cds)

cds <- cluster_cells(cds)

cds <— learn_graph(cds, use_partition = TRUE)

# ——— Pick a root by clicking — for demo we set programmatically ——-
cds <— order_cells(cds, root_cells = colnames(cds)[1])

# ——— Plot trajectory graph with pseudotime ———
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plot_cells(
cds,
color_cells_by = "pseudotime",
label_branch_points = TRUE,
label_leaves = TRUE,
label_cell_groups = FALSE,
graph_label_size = 3
) +
scale_color_viridis_c() +
ggtitle("monocle3 Trajectory + Pseudotime")
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