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2 parse_paths_gta

parse_paths_gaf Create a list where each alignment is an element with an associated
list of the segments used

Description

Create a list where each alignment is an element with an associated list of the segments used

Usage
parse_paths_gaf(gaf_file)

Arguments

gaf_file A gaf file

Value

A list where each alignment is an element with an associated list of segments used

Examples

example_gaf <- system.file("extdata”, "example.gaf”, package = "MatchAlign”)
alignment_paths <- parse_paths_gaf(example_gaf)

parse_paths_gfa Create a list where each accession is an element with an associated
list of the segments

Description

Create a list where each accession is an element with an associated list of the segments

Usage
parse_paths_gfa(gfa_file)

Arguments

gfa_file A gfa file

Value

A list where each accession is an element with an associated list of segments

Examples

example_gfa <- system.file("extdata”, "example.gfa”, package = "MatchAlign")
accession_paths <- parse_paths_gfa(example_gfa)



parse_segment_lengths_gfa

parse_segment_lengths_gfa
Create a list of segment lengths from a GFA file

Description

Create a list of segment lengths from a GFA file

Usage
parse_segment_lengths_gfa(gfa_file)

Arguments

gfa_file A gfa file

Value

A named list where each segment is an element with its length

Examples

example_gfa <- system.file("extdata”, "example.gfa”, package = "MatchAlign")
segment_lengths <- parse_segment_lengths_gfa(example_gfa)
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