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ASEGeneCounts Allele-specific expression (ASE) gene counts
Description

Allele-specific expression (ASE) gene counts

Usage

ASEGeneCounts()

Value

A numeric matrix

Examples

ase_counts <- ASEGeneCounts()
head(ase_counts)
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clear_osf_cache Clear OSF cache

Description

Clear OSF cache

Usage

clear_osf_cache(
bfc = BiocFileCache: :BiocFileCache(tools: :R_user_dir("HumanRetinalLRSData", which =
"cache"), ask = FALSE)

Arguments

bfc BiocFileCache object

Value

NULL (invisibly). Called for side effect of clearing cache.

Examples

clear_osf_cache()

FTRGCGeneLevelData Gene-level counts for flow through (FT) and retinal ganglion cell
(RGC) samples

Description

Gene-level counts for flow through (FT) and retinal ganglion cell (RGC) samples

Usage
FTRGCGenelLevelData()

Value

A SummarizedExperiment object

Examples

ftrgc_data <- FTRGCGenelLevelData()
ftrgc_data
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FTRGCIsoformLevelData Isoform-level counts for flow through (FT) and retinal ganglion cell
(RGC) samples

Description

Isoform-level counts for flow through (FT) and retinal ganglion cell (RGC) samples

Usage

FTRGCIsoformLevelData()

Value

A SummarizedExperiment object

Examples

ftrgc_iso_data <- FTRGCIsoformLevelData()
ftrgc_iso_data

list_osf_files List available files on OSF

Description

List available files on OSF

Usage
list_osf_files()

Value

Character vector of file names

Examples

list_osf_files()
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load_object Load a dataset from OSF with BiocFileCache

Description

Validates osf_file_name against the bundled ‘inst/extdata/metadata.csv’ (no internet con-
nection required for validation). On first use the data files are downloaded from OSF and cached
via BiocFileCache; subsequent calls load from the local cache.

Usage

load_object(
osf_file_name,
bfc = BiocFileCache: :BiocFileCache(tools: :R_user_dir("HumanRetinalRSData", which =
"cache"), ask = FALSE)

Arguments

osf_file_name Character scalar. Dataset base name; see 1ist_osf_files.

bfc A BiocFileCache object. Defaults to a per-user package cache.

Value

A SummarizedExperiment or a matrix, depending on the dataset.

Examples

## Not run:
se <- load_object("ROGeneLevelData")
se

## End(Not run)

ROGeneLevelData Gene-level counts for retinal organoid (RO) samples

Description

Gene-level counts for retinal organoid (RO) samples

Usage

ROGenelLevelData()
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Value

A SummarizedExperiment object

Examples

ro_data <- ROGenelLevelData()
ro_data

ROIsoformLevelData Isoform-level counts for retinal organoid (RO) samples

Description

Isoform-level counts for retinal organoid (RO) samples

Usage

ROIsoformLevelData()

Value

A SummarizedExperiment object

Examples

ro_iso_data <- ROIsoformLevelData()
ro_iso_data
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