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adjust_abundance Adjust transcript abundance for unwanted variation
Description

adjust_abundance() takes as input A ‘tbl* (with at least three columns for sample, feature and tran-
script abundance) or ‘SummarizedExperiment‘ (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment)) and returns a consistent object (to the input) with an additional
adjusted abundance column. This method uses scaled counts if present.

Usage

adjust_abundance(

.data,

.formula = NULL,
.factor_unwanted = NULL,
.factor_of_interest = NULL,
.sample = NULL,

.transcript = NULL,
.abundance = NULL,

method = "combat_seq”,
action = "add",

)

log_transform = NULL,
transform = NULL,
inverse_transform = NULL
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## S4 method for signature 'spec_tbl_df'
adjust_abundance(
.data,
.formula = NULL,
.factor_unwanted = NULL,
.factor_of_interest = NULL,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
method = "combat_seq”,
action = "add",
log_transform = NULL,
transform = NULL,
inverse_transform = NULL

)

## S4 method for signature 'tbl_df'
adjust_abundance(
.data,
.formula = NULL,
.factor_unwanted = NULL,
.factor_of_interest = NULL,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
method = "combat_seq”,
action = "add",
log_transform = NULL,
transform = NULL,
inverse_transform = NULL

)

## S4 method for signature 'tidybulk'
adjust_abundance(
.data,
.formula = NULL,
.factor_unwanted = NULL,
.factor_of_interest = NULL,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
method = "combat_seq”,
action = "add",
log_transform = NULL,
transform = NULL,
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inverse_transform = NULL

## S4 method for signature 'SummarizedExperiment'’
adjust_abundance(
.data,
.formula = NULL,
.factor_unwanted = NULL,
.factor_of_interest = NULL,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
method = "combat_seq”,
action = "add",
log_transform = NULL,
transform = NULL,
inverse_transform = NULL

## S4 method for signature 'RangedSummarizedExperiment'
adjust_abundance(
.data,
.formula = NULL,
.factor_unwanted = NULL,
.factor_of_interest = NULL,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
method = "combat_seq”,
action = "add",
log_transform = NULL,
transform = NULL,
inverse_transform = NULL

)
Arguments
.data A ‘tbl* (with at least three columns for sample, feature and transcript abundance)
or ‘SummarizedExperiment® (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment))
.formula DEPRECATED - A formula with no response variable, representing the desired

linear model where the first covariate is the factor of interest and the second
covariate is the unwanted variation (of the kind ~ factor_of_interest + batch)

.factor_unwanted

A tidy select, e.g. column names without double quotation. c(batch, country)
These are the factor that we want to adjust for, including unwanted batcheffect,
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and unwanted biological effects.

.factor_of_interest
A tidy select, e.g. column names without double quotation. c(treatment) These
are the factor that we want to preserve.

.sample The name of the sample column

.transcript The name of the transcript/gene column

.abundance The name of the transcript/gene abundance column

method A character string. Methods include combat_seq (default), combat and limma_remove_batch_effect.
action A character string. Whether to join the new information to the input tbl (add),

or just get the non-redundant tbl with the new information (get).
Further parameters passed to the function sva::ComBat

log_transform DEPRECATED - A boolean, whether the value should be log-transformed (e.g.,
TRUE for RNA sequencing data)

transform DEPRECATED - A function that will tranform the counts, by default it is log1p
for RNA sequencing data, but for avoinding tranformation you can use identity

inverse_transform
DEPRECATED - A function that is the inverse of transform (e.g. expml is
inverse of loglp). This is needed to tranform back the counts after analysis.

Details
‘r lifecycle::badge("maturing")*

This function adjusts the abundance for (known) unwanted variation. At the moment just an un-
wanted covariate is allowed at a time using Combat (DOI: 10.1093/bioinformatics/bts034)

Underlying method: sva::ComBat(data, batch = my_batch, mod = design, prior.plots = FALSE, ...)

Value

A consistent object (to the input) with additional columns for the adjusted counts as ‘<COUNT
COLUMN>_adjusted*

A consistent object (to the input) with additional columns for the adjusted counts as ‘<COUNT
COLUMN>_adjusted*

A consistent object (to the input) with additional columns for the adjusted counts as ‘<COUNT
COLUMN>_adjusted*

A consistent object (to the input) with additional columns for the adjusted counts as ‘<COUNT
COLUMN>_adjusted*

A ‘SummarizedExperiment‘ object

A ‘SummarizedExperiment‘ object
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Examples

cm = tidybulk::se_mini
cm$batch = @
cm$batch[colnames(cm) %in% c("SRR1740035", "SRR1740043")] = 1

cm |[>
identify_abundant() |>
adjust_abundance( .factor_unwanted = batch, .factor_of_interest = condition, method="combat" )

aggregate_duplicates  Aggregates multiple counts from the same samples (e.g., from iso-
forms), concatenates other character columns, and averages other nu-
meric columns

Description

aggregate_duplicates() takes as input A ‘tbl* (with at least three columns for sample, feature and
transcript abundance) or ‘SummarizedExperiment‘ (more convenient if abstracted to tibble with
library(tidySummarizedExperiment)) and returns a consistent object (to the input) with aggregated
transcripts that were duplicated.

Usage

aggregate_duplicates(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
aggregation_function = sum,
keep_integer = TRUE

)

## S4 method for signature 'spec_tbl_df"'
aggregate_duplicates(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
aggregation_function = sum,
keep_integer = TRUE
)

## S4 method for signature 'tbl_df'



8 aggregate_duplicates

aggregate_duplicates(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
aggregation_function = sum,
keep_integer = TRUE

)

## S4 method for signature 'tidybulk'
aggregate_duplicates(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
aggregation_function = sum,
keep_integer = TRUE
)

## S4 method for signature 'SummarizedExperiment'’
aggregate_duplicates(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

aggregation_function = sum,

keep_integer = TRUE
)

## S4 method for signature 'RangedSummarizedExperiment'
aggregate_duplicates(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

aggregation_function = sum,

keep_integer = TRUE

)
Arguments
.data A ‘tbl* (with at least three columns for sample, feature and transcript abundance)
or ‘SummarizedExperiment® (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment))
.sample The name of the sample column
.transcript The name of the transcript/gene column

.abundance The name of the transcript/gene abundance column
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aggregation_function
A function for counts aggregation (e.g., sum, median, or mean)

keep_integer A boolean. Whether to force the aggregated counts to integer

Details

‘r lifecycle::badge("maturing")*

This function aggregates duplicated transcripts (e.g., isoforms, ensembl). For example, we often
have to convert ensembl symbols to gene/transcript symbol, but in doing so we have to deal with
duplicates. ‘aggregate_duplicates‘ takes a tibble and column names (as symbols; for ‘sample®,
‘transcript’ and ‘count‘) as arguments and returns a tibble with aggregate transcript with the same
name. All the rest of the column are appended, and factors and boolean are appended as characters.

Underlying custom method: data > filter(n_aggr > 1) I> group_by(!!.sample,!!.transcript) I> dplyr::mutate(!!.abundance
:= !l.abundance |I> aggregation_function())

Value

A consistent object (to the input) with aggregated transcript abundance and annotation
A consistent object (to the input) with aggregated transcript abundance and annotation
A consistent object (to the input) with aggregated transcript abundance and annotation
A consistent object (to the input) with aggregated transcript abundance and annotation
A ‘SummarizedExperiment* object

A ‘SummarizedExperiment‘ object

Examples

# Create a aggregation column
se_mini = tidybulk::se_mini
SummarizedExperiment::rowData(se_mini )$gene_name = rownames(se_mini )

aggregate_duplicates(

se_mini,
.transcript = gene_name
)
arrange Arrange rows by column values
Description

‘arrange()‘ order the rows of a data frame rows by the values of selected columns.

Unlike other dplyr verbs, ‘arrange()* largely ignores grouping; you need to explicit mention group-
ing variables (or use ‘by_group = TRUE®) in order to group by them, and functions of variables are
evaluated once per data frame, not once per group.
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Arguments
.data A data frame, data frame extension (e.g. a tibble), or a lazy data frame (e.g.
from dbplyr or dtplyr). See *Methods*, below, for more details.
<[‘tidy-eval ‘][dplyr_tidy_eval]> Variables, or functions or variables. Use [desc()]
to sort a variable in descending order.
.by_group If TRUE, will sort first by grouping variable. Applies to grouped data frames
only.
Details

## Locales The sort order for character vectors will depend on the collating sequence of the locale
in use: see [locales()].

## Missing values Unlike base sorting with ‘sort()‘, ‘NA‘ are: * always sorted to the end for local
data, even when wrapped with ‘desc()‘. * treated differently for remote data, depending on the
backend.

Value

An object of the same type as ‘.data‘.

* All rows appear in the output, but (usually) in a different place. * Columns are not modified. *
Groups are not modified. * Data frame attributes are preserved.

A tibble

Methods

This function is a **generic**, which means that packages can provide implementations (methods)
for other classes. See the documentation of individual methods for extra arguments and differences
in behaviour.

The following methods are currently available in loaded packages:

See Also

Other single table verbs: filter(), mutate(), rename(), summarise()

Examples

arrange(mtcars, cyl, disp)
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as_matrix Get matrix from tibble

Description

Get matrix from tibble

Usage

as_matrix(tbl, rownames = NULL, do_check = TRUE)

Arguments
tbl A tibble
rownames The column name of the input tibble that will become the rownames of the
output matrix
do_check A boolean
Value
A matrix
Examples
tibble(.feature = "CD3G", count=1) |> as_matrix(rownames=.feature)

as_SummarizedExperiment
as_SummarizedExperiment

Description

as_SummarizedExperiment() creates a ‘SummarizedExperiment‘ object from a ‘tbl‘ or ‘tidybulk"
tbl formatted as | <SAMPLE> | <TRANSCRIPT> | <COUNT> | <...> |

Usage

as_SummarizedExperiment(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL
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## S4 method for signature 'spec_tbl_df'

as_SummarizedExperiment(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL

)

## S4 method for signature 'tbl_df'

as_SummarizedExperiment
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL

)

## S4 method for signature 'tidybulk'

as_SummarizedExperiment(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL

)
Arguments
.data A tibble
.sample The name of the sample column
.transcript The name of the transcript/gene column
.abundance The name of the transcript/gene abundance column
Value

A ‘SummarizedExperiment‘ object
A ‘SummarizedExperiment‘ object
A ‘SummarizedExperiment‘ object

A ‘SummarizedExperiment‘ object

bind_cols

bind_cols

Left join datasets

Description

Left join datasets
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Arguments
X tbls to join. (See dplyr)
y tbls to join. (See dplyr)
by A character vector of variables to join by. (See dplyr)
copy If x and y are not from the same data source, and copy is TRUE, then y will be
copied into the same src as x. (See dplyr)
suffix If there are non-joined duplicate variables in x and y, these suffixes will be added
to the output to disambiguate them. Should be a character vector of length 2.
(See dplyr)
Data frames to combine (See dplyr)
Value
A tt object
Examples

annotation = tidybulk::se_mini |> tidybulk() |> as_tibble() |> distinct(.sample) |> mutate(source = "AU")
tidybulk::se_mini |> tidybulk() |> as_tibble() |> left_join(annotation)

bind_rows Efficiently bind multiple data frames by row and column

Description

This is an efficient implementation of the common pattern of ‘do.call(rbind, dfs)‘ or ‘do.call(cbind,
dfs)‘ for binding many data frames into one.

Arguments

Data frames to combine.
Each argument can either be a data frame, a list that could be a data frame, or a
list of data frames.
When row-binding, columns are matched by name, and any missing columns
will be filled with NA.
When column-binding, rows are matched by position, so all data frames must
have the same number of rows. To match by value, not position, see mutate-
joins.

.id Data frame identifier.
When ‘.id* is supplied, a new column of identifiers is created to link each row
to its original data frame. The labels are taken from the named arguments to
‘bind_rows()‘. When a list of data frames is supplied, the labels are taken from
the names of the list. If no names are found a numeric sequence is used instead.

add.cell.ids from Seurat 3.0 A character vector of length(x = c(x, y)). Appends the corre-
sponding values to the start of each objects’ cell names.
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Details

The output of ‘bind_rows()‘ will contain a column if that column appears in any of the inputs.

Value
‘bind_rows()‘ and ‘bind_cols()‘ return the same type as the first input, either a data frame, ‘tbl_df*,
or ‘grouped_df*.

Examples

data(se_mini)

se_mini_tidybulk = se_mini |> tidybulk()
bind_rows( se_mini_tidybulk, se_mini_tidybulk )

tt_bind = se_mini_tidybulk |> select(time, condition)
se_mini_tidybulk |> bind_cols(tt_bind)

breast_tcga_mini_SE Needed for vignette breast_tcga_mini_SE

Description

Needed for vignette breast_tcga_mini_SE

Usage

breast_tcga_mini_SE

Format

An object of class SummarizedExperiment with 500 rows and 251 columns.

cluster_elements Get clusters of elements (e.g., samples or transcripts)

Description

cluster_elements() takes as input A ‘tbl* (with at least three columns for sample, feature and tran-
script abundance) or ‘SummarizedExperiment® (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment)) and identify clusters in the data.
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Usage
cluster_elements(
.data,
.element = NULL,
.feature = NULL,
.abundance = NULL,
method,

of _samples = TRUE,

transform = loglp,

action = "add",

log_transform = NULL
)

## S4 method for signature 'spec_tbl_df'
cluster_elements(

.data,

.element = NULL,

.feature = NULL,

.abundance = NULL,

method,

of_samples = TRUE,

transform = logip,

action = "add",

’

log_transform = NULL
)

## S4 method for signature 'tbl_df'
cluster_elements(

.data,

.element = NULL,
.feature = NULL,
.abundance = NULL,
method,

of_samples = TRUE,

transform = loglp,

action = "add",

log_transform = NULL
)

## S4 method for signature 'tidybulk'
cluster_elements(

.data,

.element = NULL,

.feature = NULL,

.abundance = NULL,
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method,

of _samples = TRUE,

transform = loglp,

action = "add",

log_transform = NULL
)

## S4 method for signature 'SummarizedExperiment'’
cluster_elements(

.data,

.element = NULL,
.feature = NULL,
.abundance = NULL,
method,

of_samples = TRUE,

transform = logip,

action = "add",

log_transform = NULL
)

## S4 method for signature 'RangedSummarizedExperiment'
cluster_elements(

.data,

.element = NULL,

.feature = NULL,

.abundance = NULL,

method,

of_samples = TRUE,

transform = loglp,

action = "add",

’

log_transform = NULL

)
Arguments

.data A ‘tbl* (with at least three columns for sample, feature and transcript abundance)
or ‘SummarizedExperiment® (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment))

.element The name of the element column (normally samples).

.feature The name of the feature column (normally transcripts/genes)

.abundance The name of the column including the numerical value the clustering is based
on (normally transcript abundance)

method A character string. The cluster algorithm to use, at the moment k-means is the

only algorithm included.
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of _samples A boolean. In case the input is a tidybulk object, it indicates Whether the ele-
ment column will be sample or transcript column

transform A function that will tranform the counts, by default it is log1p for RNA sequenc-
ing data, but for avoinding tranformation you can use identity

action A character string. Whether to join the new information to the input tbl (add),
or just get the non-redundant tbl with the new information (get).

Further parameters passed to the function kmeans

log_transform DEPRECATED - A boolean, whether the value should be log-transformed (e.g.,
TRUE for RNA sequencing data)

Details
‘r lifecycle::badge("maturing")*

identifies clusters in the data, normally of samples. This function returns a tibble with additional
columns for the cluster annotation. At the moment only k-means (DOI: 10.2307/2346830) and SNN
clustering (DOI:10.1016/j.cell.2019.05.031) is supported, the plan is to introduce more clustering
methods.

Underlying method for kmeans do.call(kmeans(.data, iter.max = 1000, ...)

Underlying method for SNN .data Seurat::CreateSeuratObject() Seurat::ScaleData(display.progress
= TRUE,num.cores = 4, do.par = TRUE) Seurat::FindVariableFeatures(selection.method = "vst")
Seurat::RunPCA(npcs = 30) Seurat::FindNeighbors() Seurat::FindClusters(method = "igraph", ...)

Value

A tbl object with additional columns with cluster labels
A tbl object with additional columns with cluster labels
A tbl object with additional columns with cluster labels
A tbl object with additional columns with cluster labels
A ‘SummarizedExperiment object

A ‘SummarizedExperiment‘ object

Examples

cluster_elements(tidybulk::se_mini, centers = 2, method="kmeans")
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counts_ensembl Counts with ensembl annotation

Description

Counts with ensembl annotation

Usage

counts_ensembl

Format

An object of class tbl_df (inherits from tbl, data.frame) with 119 rows and 6 columns.

deconvolve_cellularity
Get cell type proportions from samples

Description

deconvolve_cellularity() takes as input A ‘tbl* (with at least three columns for sample, feature and
transcript abundance) or ‘SummarizedExperiment* (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment)) and returns a consistent object (to the input) with the estimated
cell type abundance for each sample

Usage

deconvolve_cellularity(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
reference = NULL,

method = "cibersort”,
prefix = "",
action = "add",

)

## S4 method for signature 'spec_tbl_df'
deconvolve_cellularity(

.data,

.sample = NULL,

.transcript = NULL,
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.abundance = NULL,
reference = NULL,

method = "cibersort”,
prefix = "",
action = "add",

)

## S4 method for signature 'tbl_df'
deconvolve_cellularity(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

reference = NULL,

method = "cibersort”,
prefix = "",
action = "add",

)

## S4 method for signature 'tidybulk'
deconvolve_cellularity(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

reference = NULL,

method = "cibersort”,
prefix = "",
action = "add",

)

## S4 method for signature 'SummarizedExperiment'
deconvolve_cellularity(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

reference = NULL,

method = "cibersort”,
prefix = "",
action = "add",

)

## S4 method for signature 'RangedSummarizedExperiment'
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deconvolve_cellularity(

.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
reference = NULL,
method = "cibersort”,
prefix = R
action = "add",
)
Arguments
.data A ‘tbl* (with at least three columns for sample, feature and transcript abundance)
or ‘SummarizedExperiment‘ (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment))
.sample The name of the sample column
.transcript The name of the transcript/gene column
.abundance The name of the transcript/gene abundance column
reference A data frame. The methods cibersort and llsr can accept a custom rectangular
dataframe with genes as rows names, cell types as column names and gene-
transcript abundance as values. For exampler tidybulk::X_cibersort. The tran-
script/cell_type data frame of integer transcript abundance. If NULL, the default
reference for each algorithm will be used. For llsr will be LM22.
method A character string. The method to be used. At the moment Cibersort (default,
can accept custom reference), epic (can accept custom reference) and llsr (linear
least squares regression, can accept custom reference), mcp_counter, quantiseq,
xcell are available.
prefix A character string. The prefix you would like to add to the result columns. It is
useful if you want to reshape data.
action A character string. Whether to join the new information to the input tbl (add),
or just get the non-redundant tbl with the new information (get).
Further parameters passed to the function Cibersort
Details

‘r lifecycle::badge("maturing")*

This function infers the cell type composition of our samples (with the algorithm Cibersort; New-
man et al., 10.1038/nmeth.3337).

Underlying method: CIBERSORT(Y = data, X = reference, ...)

Value

A consistent object (to the input) including additional columns for each cell type estimated

A consistent object (to the input) including additional columns for each cell type estimated
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A consistent object (to the input) including additional columns for each cell type estimated
A consistent object (to the input) including additional columns for each cell type estimated
A ‘SummarizedExperiment‘ object

A ‘SummarizedExperiment‘ object

Examples

# Subsetting for time efficiency
tidybulk::se_mini |> deconvolve_cellularity(cores = 1)

describe_transcript Get DESCRIPTION from gene SYMBOL for Human and Mouse

Description
Get DESCRIPTION from gene SYMBOL for Human and Mouse
describe_transcript
describe_transcript
describe_transcript
describe_transcript
describe_transcript

describe_transcript
Usage
describe_transcript(.data, .transcript = NULL)

## S4 method for signature 'spec_tbl_df’'
describe_transcript(.data, .transcript = NULL)

## S4 method for signature 'tbl_df'
describe_transcript(.data, .transcript = NULL)

## S4 method for signature 'tidybulk'
describe_transcript(.data, .transcript = NULL)

.describe_transcript_SE(.data, .transcript = NULL)

## S4 method for signature 'SummarizedExperiment'’
describe_transcript(.data, .transcript = NULL)

## S4 method for signature 'RangedSummarizedExperiment'
describe_transcript(.data, .transcript = NULL)
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Arguments

.data A tt or tbl object.

.transcript A character. The name of the gene symbol column.
Value

A tbl

A consistent object (to the input) including additional columns for transcript symbol
A consistent object (to the input) including additional columns for transcript symbol
A consistent object (to the input) including additional columns for transcript symbol
A ‘SummarizedExperiment‘ object

A consistent object (to the input) including additional columns for transcript symbol

A consistent object (to the input) including additional columns for transcript symbol

Examples

describe_transcript(tidybulk::se_mini)

distinct distinct
Description
distinct
Arguments
.data A tbl. (See dplyr)

Data frames to combine (See dplyr)

.keep_all If TRUE, keep all variables in .data. If a combination of ... is not distinct, this
keeps the first row of values. (See dplyr)

Value

A tt object

Examples

tidybulk::se_mini |> tidybulk() |> distinct()
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ensembl_symbol_mapping
Data set

Description

Data set

Usage

ensembl_symbol_mapping

Format

An object of class spec_tb1_df (inherits from tbl_df, tbl, data. frame) with 291249 rows and 3

columns.
ensembl_to_symbol Add transcript symbol column from ensembl id for human and mouse
data
Description

ensembl_to_symbol() takes as input a ‘tbl* (with at least three columns for sample, feature and
transcript abundance) or ‘SummarizedExperiment* (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment)) and returns a consistent object (to the input) with the additional
transcript symbol column

Usage

ensembl_to_symbol(.data, .ensembl, action = "add")

## S4 method for signature 'spec_tbl_df'
ensembl_to_symbol(.data, .ensembl, action = "add")

## S4 method for signature 'tbl_df'
ensembl_to_symbol(.data, .ensembl, action = "add")

## S4 method for signature 'tidybulk'
ensembl_to_symbol(.data, .ensembl, action = "add")
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Arguments
.data a ‘tbl* (with at least three columns for sample, feature and transcript abundance)
or ‘SummarizedExperiment‘ (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment))
.ensembl A character string. The column that is represents ensembl gene id
action A character string. Whether to join the new information to the input tbl (add),
or just get the non-redundant tbl with the new information (get).
Details
[Questioning]

This is useful since different resources use ensembl IDs while others use gene symbol IDs. At the
moment this work for human (genes and transcripts) and mouse (genes) data.

Value

A consistent object (to the input) including additional columns for transcript symbol
A consistent object (to the input) including additional columns for transcript symbol
A consistent object (to the input) including additional columns for transcript symbol

A consistent object (to the input) including additional columns for transcript symbol

Examples

# This function was designed for data.frame
# Convert from SummarizedExperiment for this example. It is NOT reccomended.

tidybulk::se_mini |> tidybulk() |> as_tibble() |> ensembl_to_symbol(.feature)

fill_missing_abundance
Fill transcript abundance if missing from sample-transcript pairs

Description

fill_missing_abundance() takes as input A ‘tbl* (with at least three columns for sample, feature and
transcript abundance) or ‘SummarizedExperiment‘ (more convenient if abstracted to tibble with
library(tidySummarizedExperiment)) and returns a consistent object (to the input) with new obser-
vations
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Usage

fill_missing_abundance(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
fill_with

)

## S4 method for signature 'spec_tbl_df'
fill_missing_abundance(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

fill_with
)

## S4 method for signature 'tbl_df'
fill_missing_abundance(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

fill_with
)

## S4 method for signature 'tidybulk'
fill_missing_abundance(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

fill_with
)
Arguments
.data A ‘tbl* formatted as | <SAMPLE> | <TRANSCRIPT> | <COUNT> | <...> |
.sample The name of the sample column
.transcript The name of the transcript column
.abundance The name of the transcript abundance column
fill_with A numerical abundance with which fill the missing data points
Details

[Questioning]
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This function fills the abundance of missing sample-transcript pair using the median of the sample
group defined by the formula

Value

A consistent object (to the input) non-sparse abundance
A consistent object (to the input) with filled abundance
A consistent object (to the input) with filled abundance
A consistent object (to the input) with filled abundance

Examples

print(”"Not run for build time.")

# tidybulk::se_mini |> fill_missing_abundance( fill_with = @)

filter Subset rows using column values

Description

“filter() retains the rows where the conditions you provide a ‘“TRUE‘. Note that, unlike base sub-
setting with ‘[‘, rows where the condition evaluates to ‘NA‘ are dropped.

Arguments
.data A tbl. (See dplyr)
<[‘tidy-eval ‘][dplyr_tidy_eval]> Logical predicates defined in terms of the vari-
ables in ‘.data‘. Multiple conditions are combined with ‘&‘. Only rows where
the condition evaluates to “TRUE* are kept.
.preserve when ‘FALSE‘ (the default), the grouping structure is recalculated based on the
resulting data, otherwise it is kept as is.
Details

dplyr is not yet smart enough to optimise filtering optimisation on grouped datasets that don’t need
grouped calculations. For this reason, filtering is often considerably faster on [ungroup()]ed data.

Value

An object of the same type as ‘.data‘.

* Rows are a subset of the input, but appear in the same order. * Columns are not modified. *
The number of groups may be reduced (if ‘.preserve‘ is not ‘TRUE®). * Data frame attributes are
preserved.
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Useful filter functions

==, [>°], [">="1etc * [‘&], [*I'], [‘{], [xor()] * [is.na()] * [between()], [near()]

Grouped tibbles

Because filtering expressions are computed within groups, they may yield different results on
grouped tibbles. This will be the case as soon as an aggregating, lagging, or ranking function is
involved. Compare this ungrouped filtering:

The former keeps rows with ‘mass‘ greater than the global average whereas the latter keeps rows
with ‘mass‘ greater than the gender

average.

Methods

This function is a **generic**, which means that packages can provide implementations (methods)
for other classes. See the documentation of individual methods for extra arguments and differences
in behaviour.

The following methods are currently available in loaded packages:

See Also
[filter_all()], [filter_if()] and [filter_at()].

Other single table verbs: arrange(), mutate(), rename(), summarise()
Examples

data(se)

se |> tidybulk() |> filter(dex=="untrt")

# Learn more in ?dplyr_tidy_eval

flybaseIDs flybaselDs

Description

flybaselDs

Usage
flybaselDs

Format

An object of class character of length 14599.
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get_bibliography Produces the bibliography list of your workflow

Description

get_bibliography() takes as input a ‘tidybulk’
Usage
get_bibliography(.data)

## S4 method for signature 'tbl'
get_bibliography(.data)

## S4 method for signature 'tbl_df'
get_bibliography(.data)

## S4 method for signature 'spec_tbl_df"'
get_bibliography(.data)

## S4 method for signature 'tidybulk'
get_bibliography(.data)

## S4 method for signature 'SummarizedExperiment'
get_bibliography(.data)

## S4 method for signature 'RangedSummarizedExperiment'
get_bibliography(.data)

Arguments
.data A ‘tbl* (with at least three columns for sample, feature and transcript abundance)
or ‘SummarizedExperiment® (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment))
Details

‘r lifecycle::badge("maturing")*

This methods returns the bibliography list of your workflow from the internals of a tidybulk object
(attr(., "internals"))

Value

NULL. It prints a list of bibliography references for the software used through the workflow.

A consistent object (to the input) with additional columns for the statistics from the hypothesis test
(e.g., log fold change, p-value and false discovery rate).
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A consistent object (to the input) with additional columns for the statistics from the hypothesis test
(e.g., log fold change, p-value and false discovery rate).

Examples

get_bibliography(tidybulk::se_mini)

group_by Group by one or more variables

Description

Most data operations are done on groups defined by variables. ‘group_by()‘ takes an existing tbl

"o«

and converts it into a grouped tbl where operations are performed "by group". ‘ungroup()‘ removes
grouping.

Arguments
.data A tbl. (See dplyr)
In ‘group_by()*, variables or computations to group by. In ‘ungroup()°, variables
to remove from the grouping.
.add When ‘FALSE’, the default, ‘group_by()‘ will override existing groups. To add
to the existing groups, use ‘.add = TRUE".
This argument was previously called ‘add‘, but that prevented creating a new
grouping variable called ‘add, and conflicts with our naming conventions.
.drop When ‘.drop = TRUE', empty groups are dropped. See [group_by_drop_default()]
for what the default value is for this argument.
Value

A [grouped data frame][grouped_df()], unless the combination of ‘... and ‘add‘ yields a non empty
set of grouping columns, a regular (ungrouped) data frame otherwise.

Methods

These function are **generic**s, which means that packages can provide implementations (meth-
ods) for other classes. See the documentation of individual methods for extra arguments and differ-
ences in behaviour.

Methods available in currently loaded packages:

Examples

by_cyl <- mtcars |> group_by(cyl)
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identify_abundant

identify_abundant

find abundant transcripts

Description

identify_abundant() takes as input A ‘tbl* (with at least three columns for sample, feature and
transcript abundance) or ‘SummarizedExperiment® (more convenient if abstracted to tibble with
library(tidySummarizedExperiment)) and returns a consistent object (to the input) with additional

columns for the statistics from the hypothesis test.

Usage

identify_abundant(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
factor_of_interest = NULL,
minimum_counts = 10,
minimum_proportion = 0.7

)

## S4 method for signature 'spec_tbl_df'

identify_abundant(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
factor_of_interest = NULL,
minimum_counts = 10,
minimum_proportion = 0.7

)

## S4 method for signature 'tbl_df'
identify_abundant(
.data,
.sample = NULL,
.transcript = NULL,
.abundance = NULL,
factor_of_interest = NULL,
minimum_counts = 10,
minimum_proportion = 0.7

)

## S4 method for signature 'tidybulk'

identify_abundant(
.data,
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.sample = NULL,
.transcript = NULL,
.abundance = NULL,
factor_of_interest = NULL,
minimum_counts = 10,
minimum_proportion = 0.7

)

## S4 method for signature 'SummarizedExperiment'’
identify_abundant(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

factor_of_interest = NULL,

minimum_counts = 10,

minimum_proportion = 0.7

)

## S4 method for signature 'RangedSummarizedExperiment'
identify_abundant(

.data,

.sample = NULL,

.transcript = NULL,

.abundance = NULL,

factor_of_interest = NULL,

minimum_counts = 10,

minimum_proportion = 0.7

)
Arguments

.data A ‘tbl‘ (with at least three columns for sample, feature and transcript abundance)
or ‘SummarizedExperiment‘ (more convenient if abstracted to tibble with li-
brary(tidySummarizedExperiment))

.sample The name of the sample column

.transcript The name of the transcript/gene column

.abundance The name of the transcript/gene abundance column

factor_of_interest
The name of the column of the factor of interest. This is used for defining sample
groups for the filtering process. It uses the filterByExpr function from edgeR.

minimum_counts A real positive number. It is the threshold of count per million that is used to
filter transcripts/genes out from the scaling procedure.

minimum_proportion
A real positive number between 0 and 1. It is the th