List 15.3.1. Perl script, seq.pl, for fetching data from a genomic database 

     #!/usr/local/bin/perl] 

     use Bio::Perl;

     use Data::Dumper;

     open (TEXT,">seq.out");

     $seq_object = get_sequence('swiss',"ROA1_HUMAN");

     print TEXT Dumper($seq_object);

     write_sequence(">roa1.fasta",'fasta',$seq_object);

     write_sequence(">roa1.raw",'raw',$seq_object);

     exit;]    

