List 12.5.1. Ruby script, seer.rb, determines the occurrences in the U.S. of tumor types found in the SEER public-use data files

     #/usr/local/bin/ruby
     f = File.open("ICD.OUT")
     fout = File.open("SEER.OUT", "w")
     codehash = Hash.new("")
     subhash = Hash.new(0)
     f.each do
       |line|
       next unless (line =~ /^M([0-9]{4})\/([0-9]{1}) /)
       icdcode = $1 << $2
       term = $'.chomp!
       codehash[icdcode] = term
     end
     filelist = Dir.glob("c:/ftp/rb/seer/*.TXT") 
     print filelist.inspect
     begin_time = Time.new.to_f
     filelist.each do
       |filepathname|
       seer_file = File.open(filepathname)
       seer_file.each do
         |line|
         code = line.slice(44,5)
         subhash[code] = subhash[code] + 1
       end
     end
     subhash.each do
        |key,value|
        if codehash.has_key?(key)
          fout.printf("%-8.06d  %-s \n", value, codehash[key])
        end
     end
     fout.close
     fout = File.open("SEER.OUT")
     end_time = Time.new.to_f
     puts(fout.readlines.sort.reverse.join)
     puts "Time to parse SEER files - #{end_time - begin_time}
        seconds"
     exit
