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Analysis of RNA editing loci in human brain pre-miRNA
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Comprehensive expression analysis of miRNA precursors is difficult due to
the large amount of snoRNAs that are close in length to miRNA precursors and are present in cells.
In the next-generation sequencing analysis of miRNA precursors using human brain samples, it was
possible to decrease the proportion of snoRNA by using novel DNA/LNA oligos, and to increase the
total number of miRNA precursor leads. As a result, it was possible to find multiple RNA editing
sites generated on the miRNA precursors. Furthermore, DNA/LNA oligos capable of specifically
attenuating the let-7 family were prepared and next-generation sequencing analysis was carried out.
As a result, miRNA lead counts other than the let-7 family could be increased.
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