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make_mock_spatial Generate Mock Spatial Transcriptomics Data

Description

Generate Mock Spatial Transcriptomics Data

Usage

make_mock_spatial()

Value

A SpatialExperiment object with synthetic counts and coordinates.

Examples

se <- make_mock_spatial()
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plotSpatialDESeq Plot Spatial Differential Expression Results

Description

Plot Spatial Differential Expression Results

Usage

plotSpatialDESeq(se, gene_id, metric = c("expression", "spatial_effect"))

Arguments

se An analyzed SpatialExperiment object.

gene_id Character. Gene target to visualize.

metric Character. Choose "expression" or "spatial_effect".

Value

A ggplot2 object.

Examples

se <- make_mock_spatial()
analyzed <- spatialDESeq(se, design = ~ condition, radius = 2.5)
plotSpatialDESeq(analyzed, gene_id = "Gene1", metric = "expression")

plotVolcano Generate Volcano Plot for Spatial Differential Expression

Description

Generate Volcano Plot for Spatial Differential Expression

Usage

plotVolcano(se, alpha = 0.05, effect_cutoff = 0.5)

Arguments

se An analyzed SpatialExperiment object.

alpha Numeric. Significance value cutoff.

effect_cutoff Numeric. Threshold for effect markings.
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Value

A ggplot2 object.

Examples

se <- make_mock_spatial()
analyzed <- spatialDESeq(se, design = ~ condition, radius = 2.5)
plotVolcano(analyzed)

rcpp_spatial_weights Compute Row-Normalized Spatial Weights

Description

Compute Row-Normalized Spatial Weights

Usage

rcpp_spatial_weights(coords, radius)

Arguments

coords Numeric matrix of physical spots coordinates.

radius Distance radius.

Value

Matrix of physical distance weights.

Examples

coords <- matrix(runif(20), ncol = 2)
rcpp_spatial_weights(coords, radius = 0.5)

runExplorer Launch Interactive Spatial Data Explorer

Description

Launch Interactive Spatial Data Explorer

Usage

runExplorer(se)
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Arguments

se An analyzed SpatialExperiment object.

Value

Opens an interactive Shiny dashboard page in the web browser. None returned.

Examples

## Not run:
se <- make_mock_spatial()
analyzed <- spatialDESeq(se, design = ~ condition, radius = 2.5)
runExplorer(analyzed)

## End(Not run)

spatialDESeq Multithreaded Spatial Differential Expression Analysis

Description

Multithreaded Spatial Differential Expression Analysis

Usage

spatialDESeq(se, design, radius = 2.5, BPPARAM = BiocParallel::bpparam())

Arguments

se A SpatialExperiment object.

design A formula specifying experimental variables (e.g., ~ condition).

radius Numeric. Distance radius for local spatial neighbors.

BPPARAM A BiocParallelParam object defining core backend allocation.

Value

A SpatialExperiment object with analysis results appended to rowData.

Examples

se <- make_mock_spatial()
analyzed <- spatialDESeq(se, design = ~ condition, radius = 2.5)
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