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core_test_data Example binary evidence dataset for Quant ES

Description

Demonstration dataset used in vignettes and examples.

Usage

data(core_test_data)

Format

A data frame with 50 variants and 12 binary evidence columns.

quant_es_core QuantBayES Universal Bayesian Evidence Sufficiency Scoring

Description

Computes posterior theta, credible intervals and percentiles for each variant given a binary evidence
matrix.

Usage

quant_es_core(x, a =1, b =1, ci_level = 0.95)

Arguments
X matrix of 0 and 1, rows are variants and columns are evidence rules.
a prior alpha parameter.
b prior beta parameter.
ci_level credible interval width.
Value
A list with:

variants Data frame of per variant scores.

global Summary list of global posterior distribution.
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quant_es_from_binary_table
Read a flat binary table and run quant_es_core

Description

Reads a TSV, CSV or other delimited file where:

* the first column is a variant identifier (unless removed)

* remaining columns contain binary 0, 1, or NA evidence indicators.

Usage
quant_es_from_binary_table(
path,
sep = "\t",

header = TRUE,
variant_col = NULL

)
Arguments
path Path to a text file.
sep Field separator (default tab).
header Whether the file has a header.
variant_col Column name containing the variant IDs. If NULL and no such column exists,
sequential IDs will be created.
Value

A standard quantbayes result list.

Examples

tmp <- tempfile(fileext = ".tsv")

write.table(core_test_data, tmp, sep = "\t"”, quote = FALSE, row.names = FALSE)
res <- quant_es_from_binary_table(tmp)

res$global
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quant_es_plots quantbayes plotting utilities

Description

Produces diagnostic plots: global density, overlay density, evidence matrix, p_hat, and theta credible
intervals.

Usage

quant_es_plots(
res,
x_matrix,
top_n = 20,
top_overlay = 10,
highlight_points = NULL,
palettel1@ = (grDevices::colorRampPalette(c("#2f4356", "#656d87", "#f1el1d4", "#ffbfoo",
"#ee4035"))) (10),
palette20 = (grDevices::colorRampPalette(c("#656d87", "#2f4356")))(20)

)

Arguments
res Result from quant_es_core.
Xx_matrix Evidence matrix used for the run.
top_n Number of variants for matrix and summary plots.
top_overlay Number of top variants used in overlay density.

highlight_points
Optional list of highlighted variants.

palettel@ Colour palette for overlay density lines.
palette20 Colour palette for p_hat plot.
Value

A list of ggplot objects.
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