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Summary:

The Perl program trim_fastq.pl calculates some basic statistics from a file with multiple nucleic acid
sequences in fasta format (e.g. genomic contigs or scaffolds).

Usage: fasta stats N50.pl file.fasta

The following information is given in the output file (named file.fasta_stats.txt):

a) for the complete sequence

- number of sequences

- GCcontentin %

- total length of all sequences in bases

- N50in bases

The N50 value is an important quality metrics e.g. for genome assemblies. It is the value where
50 % of all bases in the assembly are in a contig of at least that size.

- number of gaps
- total length of all gaps in bases
- total gap lengthin %

b) forindividual sequences

- fasta header

- length of sequence in bases
- GCcontentin %

- number of gaps

- length of gaps in bases

- length of gaps in %

Licensing information
Copyright (C) 2012 Minou Nowrousian

The program fasta_stats_N50.pl is free software: you can redistribute it and/or modify it under the terms of
the GNU General Public License as published by the Free Software Foundation, either version 3 of the License,
or (at your option) any later version. This program is distributed in the hope that it will be useful, but WITHOUT
ANY WARRANTY; without even the implied warranty of MERCHANTABILITY or FITNESS FOR A PARTICULAR
PURPOSE. See the GNU General Public License for more details (http://www.gnu.org/licenses/).
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