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Abstract

BioRuby is an open-source project which aims to
provide a reusable library for biological tasks for the Ruby
language. Ruby is an interpreted object-oriented scripting
language with a simple and powerful syntax and native
object-oriented programming support. BioRuby provides
many of typical bioinformatics tasks such as manipulating
DNA and protein sequences, retrieval from databases,
parsing results of analysis software, and so on. By using
BioRuby, we can easily and quickly write programs of
bioinformatics analysis. BioRuby is a available as free
software and can be downloaded at http://bioruby.org/.

In this poster, we are reporting about implementation of
fast BLAST result parser in BioRuby. When analyzing
BLAST results, we often write small scripts in Perl, Ruby,
Python, Java, and so on. The size of BLAST result output
tends to become too large because of the increasing
sequence database size in recent year. So, speeding up of
BLAST result parsing is very important. However, there
have been few programs or libraries which can be easily
used under Ruby scripts.

Therefore, we implemented fast BLAST result parser for
BioRuby. For fast parsing, we took ‘lazy evaluation’
technique. We also used strscan, a fast string scanner
library for Ruby. As the result, the running spped of it was
5-20 fold faster than BioPerl’s parser.

The parser can parse default (-m 0 option) output of NCBI
BLAST, including PSI/PHI-BLAST. It only requires Ruby
(1,8.0 or later) and does not require any special extensions.
It is available with the BioRuby distribution.
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#!/usr/bin/env ruby
require 'bio’

£f = Bio::FlatFile.auto (ARGF)

print [ 'Query', 'Subject', 'AlignLen', 'eValue', 'BitScore' ].join("¥t"), "¥n"
ff.each do |r|
qdef - r.query def.split[0]
r.each_hit do Ihit|
hdef - hit.definition.split[0
hit do Ihspl
p.align_len
bscore ].join("¥t"), "¥n"

BLASTN BLASTX
FrERR(s) S.D. EE(MB/s) EELL | FTERR(s) S.D. EE(MB/s) EEL
BioRuby 35.325  0.032 2383 213 44.821  0.084 223 23.9
(Ruby1.8.0)
BioRuby 49.724  0.048 2.01 15.1 79.857  0.083 1.25 13.4
( Ruby1.6.7)
BioPerl 751.067 2915 0.133 1.0 |1070.301 5.098 0.0934 1.0
(Perl5.6.1)
Zerg-C 2437  0.002 411 308 2685 0.001 37.2 399
Zerg-Perl 2605 0.002 38.4 288 2977  0.002 33.6 360
Zerg-Perl2
g e, | 36687 0051 273 205 | 57675 0222 173 18.6
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