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1. Introduction



2. Simple Examples

# load up the modules

use Bio::Tools::Analysis::Protein::HNN;
use Bio::Tools::Analysis::Protein::Domcut;
use Bio::Tools::Analysis::Protein::MitoProt;
use Bio::Tools::Analysis::Protein::NetPhos;

our @ISA = qw(Bio::Tools::Analysis::SimpleAnalysisBase);

my $seq;# a Bio::Seq object
for my $method ( qw(Domcut MitoProt NetPhos HNN)) {

#analyses need a Bio::PrimarySeq, not a Bio::Seq;
my $tool = Bio::Tools::Analysis::Protein::$method->new(

-seq => $seq->primary_seq);
$tool->run();
my @fts = $tool->result('Bio::SeqFeatureI');
$seq->add_SeqFeature(@fts);

}

my $primary_seq = new Bio::PrimarySeq(-seq=>$seq_as_string);
my $tool = new Bio::Tools::Analysis::Protein::NetPhos();
$tool->seq($primary_seq);

3. Retrieving results



my $raw_report = $tool->result();

my $parsed_report = $tool->result('parsed');

my @fts = $tool->result('Bio::SeqFeatureI');
$seq->add_SeqFeature(@fts); # add features to sequence.

4. Metasequences

$meta_seq = $analysis->result('meta');

my @scores1_20 = $meta_seq->named_sub_meta('Sopma_turn', 1,20);

my @allscores = $meta_seq->named_meta('Sopma_turn');

5. How to run the same analysis with varying parameters



my $sopma = Bio::Tools::Analysis::Protein::Sopma->new();
$sopma->seq(seqobj->primary_seq);
$sopma->window_width(21);

my $seq = Bio::Seq->new(-seq => 'ASFATFDATFATFSTFATSFATFSTAF');
my $tool = Bio::Tools::Analysis::Protein::Sopma->new

(-seq=>$seq->primary_seq);

for my $w_size(qw(11 13 15 17 19 21 23)) {

$tool->window_width($w_size); #set new parameter
$tool->run(); #default parameters

#2nd param is appended to metasequence name
$tool->result('meta', $w_size);

## add to sequence features
$seq->add_SeqFeature(
$tool->result('Bio::SeqFeatureI'));
$tool->clear(); #removes raw data from the previous analysis

}
# meta seq now has 28 arrays of metadats - 7 analyses and
# 4 prediction categories,

## now get meta_sequence
my $meta_seq = $tool->seq();

## carrying on from previous listing.... ##
##
## get all secondary structure features
my @sec_fts = grep{$_->primary_tag eq '2ary'}

$seq->all_SeqFeatures;
my @ww11 = grep{($_->each_tag_value('method'))[0] eq 'Sopma' &&

($_->each_tag_value('window_width'))[0] == 11}
@sec_fts;

## now onto comparison..... ##

6. Caveats



7. Interested in developing your own Analysis module?

8. Acknowledgments
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