
A method for analysing a target polynucleotide having
distinct units of nucleic acid sequence comprising:
(i) forming a first polynucleotide which is a
concatemer having multiple repeating target
polynucleotide sequences; (ii) forming on the first
polynucleotide a second polynucleotide hybridised to a
portion of 



one or more of the target polynucleotides, such that
the portion hybridised, or the portion not hybridised,
corresponds to a sequence unit on the target, and
determining the sequence unit on the target. 


