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YAMAGUCHI Katsushi : Comprehensive sequencing method for full-length cDNA

The next-generation DNA sequencer developed by PacBio utilizes two proprietary technologies: single molecule real-time sequencing

(SMRT) and consensus circle sequencing (CCS). These innovations enable both long-read sequencing and high-precision sequencing,

which were previously unattainable. This technology has been applied to RNA sequencing, known as ISO-Seq. While cDNA construction

from RNA-seq using conventional short-read sequencers requires read assembly, full-length cDNA sequences can be determined at once

with high accuracy using this method. However, the average length of cDNA is less than 2 kbase, shorter than that of a genome sequencing

library, posing a challenge to cost performance. In this report, a solution to this problem is proposed: a simple ligation of cDNAs via blunt

end ligation.
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