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BioRuby

Bioinfomatics

BioPerl, BioJava, BloPython
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Open Bio*

- O|B|F -— Open Bio Foundation

- Bio
- Bio
- Bio
. Bio]
- Bio

L]
Ruby

Perl
Python
ava

DAS

- BIoMOBY
- EMBOSS

-Ensembl
-OmniGene
-GMOD

- Apollo

- OBDA

- BioCaml

- BioLisp

- BioConductor
- BioPathways

- BioBlog

- BioCyc

- BioDog




OBDA

- BioHackathon
- 2002/01 Arizona, 2002/02 Cape Town
- Open Bio*

Open Bio*




OBDA

BioHackathon
- 2002/01 Arizona, 2002/02 Cape Town
- Open Bio*




OBDA

- BioHackathon

- 2002/01 Arizona, 2002/02 Cape Town
- Open Bio*

— Open Bio*

- Open Bio* Sequence Database Access
- Directory Registry (Stanza)
Flat File indexing (DBM, BDB)
BioFetch (CGI/HTTP)
BioSQL (MySQL, PostgreSQL, Oracle)
SOAP (XEMBL based)
BioCORBA (BSANE compliant)



OBDA

(Stanza )
- ~/.bi1oinformatics/seqdatabase.ini
- /Jetc/bioinformatics/seqdatabase.in1
- http://open-bio.org/registry/seqdatabase.in1

[swissprot]
protocol=biosql
location=db.bioruby.org
dbname=biosql
driver=mysql
biodbname=sp

[emb1]

protocol=biofetch
location=http://bioruby.org/cgi-bin/biofetch.rb
biodbname=emb]




OBDA

(Stanza )
- ~/.bi1oinformatics/seqdatabase.ini
- /Jetc/bioinformatics/seqdatabase.in1
- http://open-bio.org/registry/seqdatabase.in1

[swissprot] #!/usr/bin/env ruby
protocol=biosql require 'bio’

location=db.bioruby.org
dbname=biosql _ _
driver=mysqT reg = B10::Registry.new
biodbname=sp db = reg.db("swissprot")

entry = db.fetch("TETW_BUTFI")

[emb1]
protocol=biofetch
location=http://bioruby.org/cgi-bin/biofetch.rb
biodbname=emb]

tics




BioRuby

- Bio::Sequence, Bio::Location, Bio::Feature
- []

- Bio::DB

- Bio::Blast, Bio::Fasta
- Blast/Fasta
- Bio::PubMed, Bio::Reference
- BibTeX
- Bio::Registry, Bio::SQL, Bio::Fetch, Bio::FlatFile
- N OBDA
- Bio::Pathway, Bio::Relation




#!/usr/bin/env ruby
require 'bio’

gene Bio::Seq::NA.new(''catgaattattgtagannntgataaagacttgac'")
prot = gene.translate

puts plot.split('X').join(' ").capitalize.gsub(/¥*/, '0') << "I




#!/usr/bin/env ruby

require 'bio’

gene Bio::Seq::NA.new(''catgaattattgtagannntgataaagacttgac'")
prot = gene.translate = "HELL*XW*RLD"

puts plot.split('X').join(' ").capitalize.gsub(/¥*/, '0') << "I




#!/usr/bin/env ruby
require 'bio’

gene Bio::Seq::NA.new(''catgaattattgtagannntgataaagacttgac'")
prot = gene.translate

puts plot.split('X').join(' ").capitalize.gsub(/¥*/, '0') << "I
> 4 ["HELL*", "W*RLD"]




#!/usr/bin/env ruby
require 'bio’

gene Bio::Seq::NA.new(''catgaattattgtagannntgataaagacttgac'")
prot = gene.translate

puts plot.split('X').join(' ").capitalize.gsub(/¥*/, '0') << "I

= "HELL* W*RLD"




#!/usr/bin/env ruby
require 'bio’

gene Bio::Seq::NA.new(''catgaattattgtagannntgataaagacttgac'")
prot = gene.translate

puts plot.split('X').join(' ").capitalize.gsub(/¥*/, '0') << "I

> "Hell* w*rld"




#!/usr/bin/env ruby
require 'bio’

gene Bio::Seq::NA.new(''catgaattattgtagannntgataaagacttgac'")
prot = gene.translate

puts plot.split('X').join(' ").capitalize.gsub(/¥*/, '0') << "I

= "Hello world"
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#!/usr/bin/env ruby
require 'bio’

gene Bio::Seq::NA.new(''catgaattattgtagannntgataaagacttgac'")
prot = gene.translate

puts plot.split('X').join(' ").capitalize.gsub(/¥*/, '0') << "I

= Hello world!




FASTA BioRuby

#!/usr/bin/ruby
require 'bio'’
flatfile = Bio::FlatFile.open(Bio::FastaFormat, 'filename')

flatfile.each do |entry|
puts entry.entry_1id
puts entry.seq
puts entry

end




FASTA BioPerl

#!/usr/bin/perl

use Bi10::SeqIO;

my $seqio = new Bio::SeqIio(-format => 'fasta',
-file => "filename');

While ( my $entry = $seqio->next_seq ) {
print $entry->display_id, "¥n";
print $entry->seq, "¥n'";

print ">", $entry->desc, "¥n", $entry->seq, "¥n'";

}




FASTA BioPython

#!/usr/bin/python
from Bio import Fasta

1ter = Fasta.Iterator(open('filename'), Fasta.RecordParser())

while 1:
entry = i1ter.next()
1f not(entry): break
print entry.title
print entry.sequence
print entry




e Bi10ORuby Blast local

#!/usr/bin/ruby
require 'bio'’

blast = Bio::Blast.local('blastp', 'hoge.pep')
flatfile = Bio::FlatFile.open(Bio::FastaFormat, 'queryfile')

flatfile.each do |seq|
result = blast.query(seq)
result.each do |hit]
puts hit.query_id, hit.target_id, hit.evalue if hit.evalue < 0.05
end
end

tics




BioPer] Blast local

#!/usr/bin/peril

use Bio::SeqIO;
use Bio::Tools::Run::StandAloneBlast;
use Bio::Tools::BPlite;

my @params = ('program' => 'blastp', 'database' => 'hoge.pep');
my $factory = Bio::Tools::Run::StandAloneBlast->new(@params);

my $input = Bio::SeqIO->new(-format => 'fasta', -file => "queryfile");

while ( my $seq = $input->next_seq ) {
$result = $factory->blastall($seq);
while ( my $hit = $result->nextSbjct ) {
while ( my $hsp = $hit->nextHsSP ) {
print $result->query, $hit->name, $hsp->P, "¥n" if $hsp->P < 0.05;

last;




BioPython Blast local

#!/usr/bin/python

from Bio import Fasta
from Bio.Blast import NCBIStandalone

iterator = Fasta.Iterator(open('"queryfile"), Fasta.RecordParser())
while 1:
query = iterator.next()
if not(query): break
open("query.fst", "w").write(str(query))
out, error = NCBIStandalone.blastall("blastall"”, "blastp", "hoge.pep", "query.fst")
parser = NCBIStandalone.BlastParser()
result = parser.parse(out)
for alignment in result.alignment:
for hsp in alignment.hsps:
if hsp.expect < 0.05:
print query.title, alignment.title, hsp.expect




- SOAP(DAS, XEMBL, ), CORBA
- HMMER, EMBOSS, ClustalW, T-Coffee
. PDB -

- PATHWAY, SSDB, KO, GO, InterPro
- BioFetch Entrez E-utils
- GFF, AGAVE, GAME




BioRuby.org

nttp://bioruby.org/
nttp://ura.bioruby.org/
nttp://q--p.bioruby.org/

ftp://bioruby.org/
cvs.bioruby.org

ja@bioruby.org, dev@bioruby.org
staff@bioruby.org

- presentation by T. Katayama <k@bioruby.org>

tics




