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use strict;
use Bio::SearchIO;

my $in = new Bio::SearchIO(-format => 'blast',
-file => 'report.bls');

while( my $result = $in->next_result ) {
while( my $hit = $result->next_hit ) {
while( my $hsp = $hit->next_hsp ) {

if( $hsp->length('total') > 100 ) {
if ( $hsp->percent_identity >= 75 ) {

print "Hit= ", $hit->name,
",Length=", $hsp->length('total'),
",Percent_id=", $hsp->percent_identity, "\n";

}
}

}
}

}

BLASTX 2.2.4 [Aug-26-2002]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),



"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs", Nucleic Acids Res. 25:3389-3402.

Query= gi|20521485|dbj|AP004641.2 Oryza sativa (japonica
cultivar-group) genomic DNA, chromosome 1, BAC clone:B1147B04, 3785
bases, 977CE9AF checksum.

(3059 letters)

Database: test.fa
5 sequences; 1291 total letters

Score E
Sequences producing significant alignments: (bits) Value

gb|443893|124775 LaForas sequence 92 2e-022

>gb|443893|124775 LaForas sequence
Length = 331

Score = 92.0 bits (227), Expect = 2e-022
Identities = 46/52 (88%), Positives = 48/52 (91%)
Frame = +1

Query: 2896 DMGRCSSGCNRYPEPMTPDTMIKLYREKEGLGAYIWMPTPDMSTEGRVQMLP 3051
D+ + SSGCNRYPEPMTPDTMIKLYRE EGL AYIWMPTPDMSTEGRVQMLP

Sbjct: 197 DIVQNSSGCNRYPEPMTPDTMIKLYRE-EGL-AYIWMPTPDMSTEGRVQMLP 246

Database: test.fa
Posted date: Feb 12, 2003 9:51 AM

Number of letters in database: 1291
Number of sequences in database: 5

Lambda K H
0.318 0.135 0.401

Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62
Gap Penalties: Existence: 11, Extension: 1
Number of Hits to DB: 7140
Number of Sequences: 5
Number of extensions: 180
Number of successful extensions: 2
Number of sequences better than 10.0: 2
Number of HSP's better than 10.0 without gapping: 1
Number of HSP's successfully gapped in prelim test: 0
Number of HSP's that attempted gapping in prelim test: 0
Number of HSP's gapped (non-prelim): 1
length of database: 1291
effective HSP length: 46
effective length of database: 1061
effective search space used: 1032353
frameshift window, decay const: 50, 0.1
T: 12
A: 40
X1: 16 ( 7.3 bits)
X2: 38 (14.6 bits)
X3: 64 (24.7 bits)
S1: 32 (17.6 bits)







use Bio::AlignIO;
# $aln will be a Bio::SimpleAlign object
my $aln = $hsp->get_aln;
my $alnIO = Bio::AlignIO->new(-format=>"msf");
my $alignment_as_string = $alnIO->write_aln($aln);

# put all the conserved matches in query strand into an array
my @str_array = split "",$hsp->query_strand;
foreach ( $hsp->seq_inds('query','conserved') ){

push @conserved,$str_array[$_ - 1];
}

my $blast_frame = ($hsp->query->frame + 1) * $hsp->query->strand;

5. Implementation

http://www.sanger.ac.uk/Software/formats/GFF/GFF_Spec.shtml
http://doc.bioperl.org


6. Writing and formatting output

http://cvs.open-bio.org/cgi-bin/viewcvs/viewcvs.cgi/bioperl-live/Bio/SearchIO/?cvsroot=bioperl
http://cvs.open-bio.org/cgi-bin/viewcvs/viewcvs.cgi/bioperl-live/Bio/SearchIO/?cvsroot=bioperl
http://cvs.open-bio.org/cgi-bin/viewcvs/viewcvs.cgi/bioperl-live/Bio/SearchIO/?cvsroot=bioperl


my $writerhtml = new Bio::SearchIO::Writer::HTMLResultWriter();
my $outhtml = new Bio::SearchIO(-writer => $writerhtml,

-file => ">searchio.html");
# get a result from Bio::SearchIO parsing or build it up in memory
$outhtml->write_result($result);

$writerhtml->to_string($result);

7. Extending SearchIO

package Bio::Search::HSP::RealignHSP;
use strict;
use Bio::Search::HSP::GenericHSP;
use vars qw(@ISA); # for inheritance
@ISA = qw(Bio::Search::HSP::GenericHSP); # RealignHSP inherits from GenericHSP



sub new {
my ($class,@args) = @_;
my $self = $class->SUPER::new(@args); # chained contructor

# process the 1 additional argument this object supports
my ($ownarg1) = $self->_rearrange([OWNARG1],@args);

return $self; # remember to pass the object reference back out
}

sub realign_hsp {
my ($self) = @_;
# implement my special realign method here

}

use Bio::SearchIO;
use Bio::Search::HSP::HSPFactory;
use Bio::Search::Hit::HitFactory;

# setup the blast parser, you can do this with and SearchIO parser however
my $searchio = new Bio::SearchIO(-file => $blastfile,

-format =>'blast');
# build HSP factory with a certain type of HSPs to make
# the default is Bio::Search::HSP::GenericHSP
my $hspfact = new Bio::Search::HSP::HSPFactory(-type =>

'Bio::Search::HSP::RealignHSP');
# if you wanted to replace the Hit factory you can do this as well
# additionally there is an analagous
# Bio::Search::Result::ResultFactory for setting custom Result objects
my $hitfact = new Bio::Search::Hit::HitFactory(-type =>

'Bio::Search::Hit::SUPERDUPER_Hit');
$searchio->_eventHandler->register_factory('hsp', $hspfact);
$searchio->_eventHandler->register_factory('hit', $hitfact);
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