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Improvement of cDNA conversion efficiency to detect full-length sequences of
extremely low amounts of RNA
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The project®s aim is to develop a highly sensitive method for detecting
full-length sequences of extremely low amounts of RNA present in intracellular organelles and other
samples of less than single-cell. Therefore, in this study, | attempted to improve cDNA conversion
efficiency and the sequencing method to detect full-length cDNA sequence. As a result, | discovered
several candidate factors that improve the efficiency of cDNA conversion. | also succeeded in
establishing a workflow to efficiently analyze amplified cDNA on a long-read sequencer.
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