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Development of intercellular device to record the extracellular stimuli with
self-targeting CRISPR-Cas9
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In this research, we established the efficient method of genome editing
serving as a platform for knock-out screening with CRISPR-Cas9 in breast cancer cells, which is
called Local Accumulation of DSB repair molecules (LoAD). It enabled efficient gene modification by
accumulating double-strand break (DSB) repair molecules into the genome editing region. We achieved
the improvement of gene knock-in, the practical application of simultaneous triple knock-in, and
induction of short deletion through LoAD method. Also, we provided the Cas9-expressing stable cell
lines of breast cancer cells using the lentiviral vector for CRISPR Screening.
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