
There is provided a method and system for processing
and/or mapping ditag nucleotide sequence(s) to a
genome, the ditag sequence comprising the 5' terminal
tag and the 3' terminal tag of a nucleic acid molecule
or fragment thereof or genomic fragment. The method of
processing comprises preparing a database 



or file comprising at least one ditag sequence. The
method of mapping comprises preparing a database or
file of ditag(s), and mapping the ditag sequence(s) to
the genome, comprising matching the 5' and the 3'
terminal tags of the ditag sequence to at least a
portion of the genome. 


