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Disome-Seq: a genome-wide survey for parametric ribosome collisions

Iwasaki, Shintaro

29,400,000
Disome-Seq
(Han et al. Cell Rep 2020) (Han et al. Cell Rep 2020)
(Fujita et al. RNA 2022)
dCas13 CRISPR (Apostolopoulos et al. Nat Commun 2024)

Disome-Seq
CRISPR®

In this research project, we developed a new method (termed Disome—Seq%,
which can comprehensively survey ribosome collision sites across transcriptome (Han et al. Cell Rep
2020). We applied this method to humans, zebrafish (Han et al. Cell Rep 2020), and bacteria (Fujita
et al. RNA 2022). To engineer the parametric nature of translation artificially, we also developed
CRISPRO , which is based on dCasl3 (Apostolopoulos et al. Nat Commun 2024).

RNA Ribosome profiling Disome Casl3
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