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2 ace_to_fastq

ace2fastq ace2fastq

Description

The package provides a function that converts ".ace" files (ABI Sanger capillary sequence assembly
files) to standard ".fastq" files. The file format is currently used in genomics to store contigs. To the
best of our knowledge, no R function is available to convert this format into the more popular fastq
file format. The development was motivated in the context of the analysis of 16S metagenomic data
by the need to convert the .ace files for further analysis.

ace2fastq functionality

See: ace_to_fastq

ace_to_fastq ace_to_fastq

Description
Converts one or more contig sequences in .ace file format to .fastq format. The parameter target_dir
has a special value ’stdout” which will just return the contigs as a list.

Usage

ace_to_fastq(filename, target_dir = dirname(filename), name2id = TRUE)

Arguments

filename .ace file

target_dir target directory or stdout

name2id use the file name as primary id or not. Default is TRUE.
Value

list

Author(s)

Reinhard Simon

Examples
library(ace2fastq)
filename <- system.file("sampledat/1.seq.ace", package = "ace2fastq")

fileout <- ace_to_fastq(filename, target_dir = tempdir())



print.ace2fastq

print.ace2fastq print.ace2fastq

Description

print method for an object of class ace2fastq

Usage

## S3 method for class 'ace2fastq'
print(x, ...)

Arguments
X an ace2fastq object
other print parameters
Author(s)

Reinhard Simon
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