List 10.5.2. Perl script, xmlcensu.pl, the gene census Excel file to an XML file.

     #!/usr/bin/perl

     $file = "onco.xls";

     use XML::Excel;

     $excel_obj = XML::Excel->new();

     $status = $excel_obj->parse_doc($file, {headings => 1});

     $excel_obj->print_xml("oncogene.one");

     open (TEXT,"oncogene.one");

     open (OUT,">oncogene.xml");

     $line = " ";

     while ($line ne "")

        {

        $line = <TEXT>;

        $line =~ s/\/refseq/refseq/ig;

        $line =~ s/syndrome\/disease/syndrome or disease/ig;

        while ($line =~ /\<([^\>]+)\>/g)

          {

          $front = $`;

          $back = $';

          $middle = $1;

          $middle =~ s/^ +//o;

          $middle =~ s/ +$//o;

          $middle =~ s/ +/\_/g;

          $middle = lc($middle);

          $middle =~ s/[^a-z0-9\_\/]//g;

          #$line = $front . "\<" . $middle . "\>" . $back;

          $line = $front . "\*" . $middle . "\%" . $back;

          }

        $line =~ s/\*/\</g;

        $line =~ s/\%/\>/g;

        $line =~ s/\
/   /g;

        $line =~ s/[\<]+/\</g;

        print OUT $line;

        }

     close TEXT;

     close OUT;

     open (TEXT,"oncogene.xml");

     open (OUT,">oncogene.p");

     $/ = "\<\/record\>";

     $line = " ";

     while ($line ne "")

        {

        $line = <TEXT>;

        @linearray = split(/\n/,$line);

        foreach $thing (@linearray)

           {

           if ($thing =~ /\<mutation_type\>(.+)\<\/mutation_type\>/)

              {

              $first = "$1\|";

              }

           if ($thing =~ /\<symbol\>(.+)\<\/symbol\>/)

              {

              $second = "$1\|";

              }

     if ($thing =~

        /\<tumour_types_s

        omatic_mutations\>(.+)\<\/tumour_types_somatic_mutations\>/)

              {

              $third = "somatic $1\|";

              }

     if ($thing =~

        /\<tumour_types_germ

        line_mutations\>(.+)\<\/tumour_types_germline_mutations\>/)

              {

              $fourth =  "germ $1\|";

              }

     if ($thing =~

        /\<cancer_syndrome\>(.+)\<\/cancer_syndrome\>/)

              {

              $fifth = "syndrome $1\|";

              }

     if ($thing =~

        /\<cancer_syndrome\>(.+)\<\/cancer_syndrome\>/)

              {

              $sixth = "$1\|";

              }

           if ($thing =~ /\<tissue_type\>(.+)\<\/tissue_type\>/)

              {

              $seventh = "$1\|";

              }

           }

        print OUT "$first$second$third$fourth$fifth$sixth$seventh\n";

     $first = $second = $third = $fourth = $fifth = $sixth =

        $seventh = "";

        }

     exit;

