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clustermole_enrichment

Perform cell type enrichment for a given gene expression matrix

Description

Perform cell type enrichment for a given gene expression matrix

Usage

clustermole_enrichment(expr_mat, species)

Arguments

expr_mat Expression matrix (logCPMs, logFPKMs, or logTPMs) with genes as rows.

species Species: "hs" for human or "mm" for mouse.

Value

A data frame of enrichment results.

Examples

# my_enrichment <- clustermole_enrichment(expr_mat = my_expr_mat, species = "hs")

clustermole_markers Retrieve the available cell type markers

Description

Retrieve the available cell type markers

Usage

clustermole_markers(species = "hs")
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Arguments

species Species for the appropriate gene symbol format: "hs" for human or "mm" for
mouse.

Value

A data frame of markers with one gene per row.

Examples

markers <- clustermole_markers()
head(markers)

clustermole_overlaps Perform cell type overrepresentation analysis for a set of genes

Description

Perform cell type overrepresentation analysis for a set of genes

Usage

clustermole_overlaps(genes, species)

Arguments

genes A vector of genes.

species Species: "hs" for human or "mm" for mouse.

Value

A data frame of enrichment results with hypergeometric test p-values.

Examples

my_genes <- c("CD2", "CD3D", "CD3E", "CD3G", "TRAC", "TRBC2", "LTB")
my_overlaps <- clustermole_overlaps(genes = my_genes, species = "hs")
head(my_overlaps)
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read_gmt Read a GMT file into a data frame

Description

Read a GMT file into a data frame

Usage

read_gmt(file, geneset_label = "celltype", gene_label = "gene")

Arguments

file A connection object or a character string (can be a URL).

geneset_label Column name for gene sets (first column of the GMT file) in the output data
frame.

gene_label Column name for genes (variable columns of the GMT file) in the output data
frame.

Value

A data frame with gene sets as the first column and genes as the second column (one gene per row).

Examples

gmt <- "http://software.broadinstitute.org/gsea/msigdb/supplemental/scsig.all.v1.0.symbols.gmt"
gmt_tbl <- read_gmt(gmt)
head(gmt_tbl)



Index

clustermole_enrichment, 2
clustermole_markers, 2
clustermole_overlaps, 3

read_gmt, 4

5


	clustermole_enrichment
	clustermole_markers
	clustermole_overlaps
	read_gmt
	Index

