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add_disease_links Add disease association data

Description

Augments an annotaR object with disease association data from the OpenTargets platform.

Usage

add_disease_links(annotaR_object, score_threshold = 0.5)

Arguments

annotaR_object A tibble, typically from annotaR(), containing a ’gene’ column with HGNC
symbols.

score_threshold

Minimum association score (from 0 to 1) to include. Defaults to 0.5.

Value

A new tibble with the original data joined with disease association columns (disease_name, associ-
ation_score).

Examples

annotaR(c("TP53", "EGFR")) %>%
add_disease_links(score_threshold = 0.8)

add_drug_links Add known drug association data

Description

Augments an annotaR object with known drug/compound data from the OpenTargets platform. This
includes the drug name, type, mechanism of action, and clinical trial phase.

Usage

add_drug_links(annotaR_object)
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Arguments

annotaR_object A tibble, typically from annotaR(), containing a ’gene’ column with HGNC
symbols.

Value

A new tibble with the original data joined with drug association columns (e.g., drug_name, drug_type,
mechanism_of_action, phase).

Examples

annotaR(c("EGFR", "BRAF")) %>%
add_drug_links()

add_go_terms Add GO functional enrichment data

Description

Augments an annotaR object with functional enrichment data from g:Profiler. It performs a Gene
Ontology (GO) analysis on the gene list and joins the results.

Usage

add_go_terms(annotaR_object, organism = "hsapiens", sources = c("GO:BP"), ...)

Arguments

annotaR_object A tibble, typically the output of annotaR(). Must contain a ’gene’ column.

organism The organism name to use for the query (e.g., "hsapiens"). Passed to gprofiler2::gost.

sources A vector of data sources to query. Defaults to GO Biological Process. See
gprofiler2::gost for options.

... Additional parameters passed on to gprofiler2::gost.

Value

A new tibble with the original ’gene’ column joined with functional annotation columns (e.g.,
term_id, term_name, p_value, source).

Examples

annotaR(c("TP53", "EGFR")) %>%
add_go_terms()
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annotaR Create an annotaR object

Description

Initializes the annotation pipeline by creating a tibble from a character vector of gene symbols. This
is the entry point for a typical annotaR workflow.

Usage

annotaR(genes)

Arguments

genes A character vector of HGNC gene symbols (e.g., c("TP53", "BRCA1")).

Value

A tibble with a single column ’gene’, ready to be used in downstream annotation functions.

Examples

my_genes <- c("TP53", "EGFR", "BRCA1")
annotaR(my_genes)

plot_enrichment_dotplot

Plot GO Enrichment Results as a Dot Plot

Description

Creates a publication-ready dot plot from the results of an add_go_terms() call. The plot shows
the top enriched terms, with dot size representing the number of genes and color representing the
p-value.

Usage

plot_enrichment_dotplot(
annotaR_object,
n_terms = 20,
title = "Top GO Enrichment Results"

)
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Arguments

annotaR_object An object processed by add_go_terms(). Must contain term_name, p_value,
and gene columns.

n_terms The maximum number of top terms to display, ordered by p-value. Defaults to
20.

title The title of the plot.

Value

A ggplot object.

Examples

# Create a dummy annotaR object with enrichment data
annotated_data <- tibble::tibble(

gene = c("TP53", "TP53", "EGFR"),
term_name = c("Cell cycle", "Apoptosis", "Cell cycle"),
p_value = c(0.001, 0.005, 0.001),
source = "GO:BP",
intersection = "TP53,EGFR"

)

plot_enrichment_dotplot(annotated_data)



Index

add_disease_links, 2
add_drug_links, 2
add_go_terms, 3
annotaR, 4

plot_enrichment_dotplot, 4

6


	add_disease_links
	add_drug_links
	add_go_terms
	annotaR
	plot_enrichment_dotplot
	Index

