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align Perform Smith-Waterman alignment of a read against a reference se-
quence

Description

Perform Smith-Waterman alignment of a read against a reference sequence

Usage

align(
read,
reference,
gap_open = 3L,
gap_extension = 1L,
start_idx = 0L,
end_idx = 0L,
match_score = 2L,
mismatch_penalty = 2L

)

Arguments

read A character string of the read.

reference A character string of the reference.

gap_open Penalty for opening a gap. Default is 3.

gap_extension Penalty for extending a gap. Default is 1.

start_idx Index to start the alignment search. Default is 0.

end_idx Index to end the alignment search. The default value 0 means using the entire
reference length.
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match_score An integer for scoring matches, ranging from 0 to 255. Default is 2.
mismatch_penalty

An integer for mismatch penalties, ranging from 0 to 255. Default is 2.

Value

A list of class ssw containing the ssw aligner object and the alignment results.

Examples

a <- align("ACGT", "TTTTACGTCCCCC")
a
a$alignment$optimal_score
a$alignment$sub_optimal_score

force_align Perform forced alignment with increased gap open penalty

Description

Perform forced alignment with increased gap open penalty

Usage

force_align(
read,
reference,
force_overhang = FALSE,
match_score = 2L,
mismatch_penalty = 2L

)

Arguments

read A character string of the read.

reference A character string of the reference.

force_overhang Logical. If TRUE, ensures only one end of the alignment overhangs. Default is
FALSE.

match_score An integer for scoring matches, ranging from 0 to 255. Default is 2.
mismatch_penalty

An integer for mismatch penalties, ranging from 0 to 255. Default is 2.

Value

A list of class ssw containing the input sequences, the ssw aligner object, and the alignment results.
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Examples

# Results are truncated
a <- force_align("ACTG", "TTTTCTGCCCCCACG")
a

# Format the results
b <- a |> formatter()
b

# Print the formatted results directly
a |> formatter(print = TRUE)

formatter Format and pretty-print SSW forced alignment results without trunca-
tion

Description

Format and pretty-print SSW forced alignment results without truncation

Usage

formatter(x, print = FALSE)

Arguments

x An object of class ssw containing the forced alignment results.

print Pretty-print the results? Default is FALSE.

Value

The formatted forced alignment results.

Examples

a <- force_align("ACTG", "TTTTCTGCCCCCACG")
b <- a |> formatter()
b
a |> formatter(print = TRUE)
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install_ssw_py Install ssw-py and its dependencies

Description

Install ssw-py and its dependencies

Usage

install_ssw_py(
...,
envname = "r-ssw-py",
new_env = identical(envname, "r-ssw-py")

)

Arguments

... Other arguments passed to reticulate::py_install().

envname The name or full path of the environment in which ssw-py is installed. Default
is r-ssw-py.

new_env Logical. If TRUE, the specified Python environment will be deleted and recreated
if it already exists. Defaults to TRUE only when using the default environment
name.

Value

Invisibly returns NULL. Primarily used for its side effect of installing the Python package in the
specified environment.

Examples

install_ssw_py()

is_installed_ssw_py Is ssw-py installed?

Description

Is ssw-py installed?

Usage

is_installed_ssw_py()
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Value

TRUE if installed, FALSE if not.

Examples

is_installed_ssw_py()

print.ssw Print SSW alignment results

Description

Print SSW alignment results

Usage

## S3 method for class 'ssw'
print(x, start_idx = 0L, ...)

Arguments

x An object of class ssw.

start_idx Index to start printing from.

... Additional parameters for print() (not used).

Value

Invisibly returns the input object.

Examples

a <- align("ACGT", "TTTTACGTCCCCC")
a
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ssw_py Global reference to ssw-py

Description

Global reference to ssw-py which will be initialized in .onLoad.

Usage

ssw_py

Format

An object of class python.builtin.module (inherits from python.builtin.object) of length 0.

Value

ssw-py reference object
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