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perturbMatch_reference
The perturbMatchData records on ExperimentHub

Description

Returns the ExperimentHub records prepared by this package. This is a way to inspect what is
hosted and what is already cached locally. To work with the data, use the dataset accessors described
in perturbMatchReferenceData, which assemble the records into a SummarizedExperiment for you.

Usage

perturbMatch_reference()

Value

An ExperimentHub subset of the perturbMatchData records.

See Also

perturbMatchReferenceData for the dataset accessors.

Examples

perturbMatch_reference()
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perturbMatchReferenceData
Load a perturbMatch reference dataset

Description

Retrieve one of the perturbMatch reference expression databases as an HDF5-backed Summarized-
Experiment. The assays stay in the ExperimentHub cache and are read from disk on demand.

Usage

perturbMatch_chrdir(withAssays = TRUE)
perturbMatch_chrdir_sva(withAssays = TRUE)
perturbMatch_limma(withAssays = TRUE)

perturbMatch_limma_sva(withAssays = TRUE)

Arguments
withAssays Whether the returned object carries the assay data. With FALSE only the gene
and signature annotation is retrieved, a few MB rather than gigabytes, enough to
browse the available perturbations without fetching the signature matrices.
Details

perturbMatch_chrdir Characteristic direction signatures.
perturbMatch_chrdir_sva Characteristic direction, SVA batch-corrected.
perturbMatch_limma limma log2 fold-change / pi-score signatures.
perturbMatch_limma_sva limma signatures, SVA batch-corrected.

All four are derived from GEO RNA-seq experiments and share a 39,376-gene space, and so also
share one gene annotation resource.

The signature matrices are large: 790 MB for chrdir and 673 MB for chrdir_sva, and 3.1 GB
and 2.6 GB for 1imma and 1imma_sva, which carry three assays each. They are downloaded once
and then read from the ExperimentHub cache.

Value

A SummarizedExperiment with HDF5-backed assays.
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Examples

## which perturbations are available, without the assay data. Only the
## annotation resources are downloaded, a few MB rather than gigabytes
se <- perturbMatch_chrdir(withAssays = FALSE)
head(SummarizedExperiment: :colData(se))

## the full dataset, 790 MB of signature matrices on first use
se <- perturbMatch_chrdir()
SummarizedExperiment: :assay(se)[1:5, 1:3]
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