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This HOWTO tries to teach you to run a web based sequence analysis program using basic
SimpleAnalysis rules.
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3. Retrieving results

If the run() method executes successfully, the raw output (stripped of HTML) is now stored in the Analysis object.
All modules should return the raw report by a call to result() with no parameters. e.g.,

my $raw_report = $tool->result();
A second way is to retrieve a ready-parsed data structure:
my $parsed_report = $tool->result("parsed”);

The data structure returned is described in the SRESULT_SPEC->{"raw'} hash reference and should al
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returns an array of scores for the whole sequence. The names of individual meta sequence names are listed in the
module documentation.
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