List 19.9.1. Perl snippet from omim_4.pl, counts syndromes with tumors of more than one lineage

             while ((my $key, my $value) = each(%subhash))

                {

     print OUT "        \<v\:autocode term\=\"$key\"

        code\=\"$value\" type\=\"$neoself{$value}\" \/\>\n";

                if (exists $neoself{$value}) 

                   {

                   my $type = $neoself{$value};

                   $valuecount{$type}++;

                   $smallvaluecount{$type}++;

                   }

                }

             if (scalar(keys(%smallvaluecount)) == 2)

                {

                if (exists $smallvaluecount{"primitive"})

                   {

                   undef %smallvaluecount;

                   next;

                   }

                print BAD "\n";

                print BAD $hold;

                foreach $letter (sort (keys(%smallvaluecount)))

                    {

                    print TWO "$letter ";

                    }

                print TWO "\n";

                while ((my $key, my $value) = each(%subhash))

                   {

                   print BAD "   $key $value $neoself{$value}\n";

                   }

                while (($key, $value) = each(%smallvaluecount))

                    {

                    print BAD "   $key => $value\n";

                    }

                }

             undef %smallvaluecount;

             undef %subhash;

         print OUT"    \<\/rdf\:Description\>\n";

         }

       }

