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Construction of a transcriptional-translational regulation platform using a novel po
ly(A) determination method.
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I have constructed a novel method for the determination of poly(A) in eukaryotic m

RNA, and designated as PACHINCO RT-PCR. The method was optimized for the application of automatic microchi
p DNA sequencers, and the elongation of the poly(A) of Perl clock gene transcripts was clearly determined.
Subsequently, the method was applied for NGS sequencers for the improvement of the throughput and analyti
cal precision for Eoly(A) determination. Accordingly, I have collected mRNAs with the circadian oscillatio
n of poly(A) length in both a rat suprachiasmatic nucleus derived cell line and mouse suprachiasmatic cell
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