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Development of genome-wide digital quantification method for non-coding RNAs
which has single-base identification and single-molecule level quantification

SHIROGUCHI, KATSUYUKI
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Our goal was to develop a new digital RNA sequencing which could be
applied for non-polyA tailed RNA and had single base resolution. Then, we aim to make a
standardized high throughput digital RNA sequencing for researcher all over the world.

In this study, we attached one of many different molecular barcodes to each target molecules
stochastically, amplified these molecules, and sequenced them. By countin% the number of different
barcodes, we quantified the original (i.e., before amplification) number of target molecules. Since

the sequenced target molecules that have the same barcode sequence are from the same original
molecules, we identified errors, and finally, we determined target sequences with single base
resolution. 1 think this method will be used for quantification of nucleic acid molecules in many
measurements.
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