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A novel lineage tracing system using dual labeling of fluorescence localization
and barcoding
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Labeling methods for cells have so far only been able to discriminate
seveeral colors by fluorescence, and have had the problem of low resolution. Therefore, we
constructed an AIMS that can identify the induction of indels by CRISPR-Cas9 for two alleles by
fluorescence, and developed a system that can identify 9 patterns by fluorescent localization
patterns. In addition, by simultaneously labeling DNA barcodes using indels induced by CRISPR-Cas9,
we have developed a system that enables analysis of different clones among the same color. We
confirmed that the fluorescent patterns and barcodes are diverse in the cell population, and
demonstrated the usefulness of the new dual-labeling lineage tracing system.
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