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2. Using the OBDA Registry System

http://obda.open-bio.org


3. Installing the Registry File

$HOME/.bioinformatics/seqdatabase.ini
/etc/bioinformatics/seqdatabase.ini

http://www.open-bio.org/registry/seqdatabase.ini

4. Modifying the Search Path

OBDA_SEARCH_PATH=/home/lstein/;http://foo.org/

5. Format of the Registry File

VERSION=1.00

[embl]
protocol=biofetch
location=http://www.ebi.ac.uk/cgi-bin/dbfetch
dbname=embl

[swissprot]



protocol=biofetch
location=http://www.ebi.ac.uk/cgi-bin/dbfetch
dbname=swall

[database-name]
tag=value
tag=value

[database-name]
tag=value
tag=value

protocol="protocol-type"
location="location-string"

6. The Protocol Tag

flat
biofetch
biosql

7. The Location Tag

8. Other Tags



9. Installing Local Databases

10. Writing code to use the Registry

1 use Bio::DB::Registry;
2 $registry = Bio::DB::Registry->new;
3 $db = $registry->get_database('embl');
4 $seq = $db->get_Seq_by_acc("J02231");
5 print $seq->seq,"\n";
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$db->get_Seq_by_id($id);
$db->get_Seq_by_acc($acc);
$db->get_Seq_by_version($versioned_acc);

11. Using biogetseq to Access Registry Databases

Usage: biogetseq --dbname embl --format embl --namespace acc id [ id ... ]*
dbname defaults to embl
format defaults to embl
namespace defaults to 'acc' ['id', 'acc', 'version']
rest of the arguments is a list of ids in the given namespace

% biogetseq J02231 A21530 A10516

% biogetseq -f fasta -n acc J02231 A21530 A10516 > filed.seq

http://doc.bioperl.org
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