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2 read_genbank

read_gbk Read a GenBank file

Description

Reads one or more GenBank records and returns selected components in either Bioconductor, tidy,
or base format.

Usage

read_gbk(
file,
format = "bioconductor”,
sequences = TRUE,
features = TRUE,
metadata = TRUE,
records = NULL,
validate = TRUE

)
Arguments
file Character path to a GenBank file.
format Output format. One of "bioconductor”, "tidy", or "base".
sequences Logical; include sequence data.
features Logical; include feature annotations.
metadata Logical; include record metadata.
records Integer indices or character accession/name selectors.
validate Logical; validate parsed records.
Value

A variable object based on selected components. Returns either a single object or a named list with
sequences, features, and/or metadata.

read_genbank Read a GenBank file

Description

Deprecated compatibility wrapper for read_gbk ().
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Usage
read_genbank(file)

Arguments

file Path to a GenBank file.

Value

Parsed records in legacy list format.

write_gbk Write GenBank records

Description

Writes GenBank records from sequence, feature, and metadata components.

Usage

write_ghbk(

file,

sequences,
features = NULL,
metadata = NULL,
append = FALSE,
validate = TRUE,
line_width = 80

)
Arguments
file Character path to output file.
sequences DNAStringSet or named character vector.
features GRanges with type and qualifiers in mcols(), or tidy feature table with
columns type, start, end, strand, qualifiers.
metadata DataFrame, data.frame, or list with record metadata.
append Logical; append to file.
validate Logical; validate inputs.
line_width Integer sequence line width.
Value

Logical TRUE on success.
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write_genbank

Write a GenBank file

Description

Deprecated compatibility wrapper for write_gbk().

Usage

write_genbank(file, sequence, features, metadata = list())

Arguments
file
sequence
features

metadata

Value

Path to output file.

Sequence string.

Feature table with columns key, location, qualifiers.
Metadata list.

Logical TRUE on success.
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