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Standardization of genome-wide absolute and accurate counting of RNA molecules

Shiroguchi, Katsuyuki
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We have previously developed the molecular barcoding method which enables one to
perform accurate digital counting of the copy number of nucleic acid molecules genome-wide using next
generation sequencer. This time, we developed it further, for example, by optimizing the sequence of
molecular barcode, and succeeded in obtaining high dynamic range with less cost. These results may push

to make our molecular barcoding method world-standard.
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