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Large scale parallelization of single cell phenomics
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Living systems function through the orchestration and interaction of genes.
In Saccharomyces cerevisiae, the genetic interaction network was comprehensively clarified by the
growth phenotypes of 18 million double disruption mutants. In this research, we will develop a
technology that can thoroughly clarify genetic interactions using high-dimensional morphological
information. The method proposed in this study combines the latest cell sorter technology and
next-generation sequencing technology to enable acquisition of morphological information on
thousands of strains at once. Here, as a proof-of-concept study, a practical level system was
implemented by combining FACS and a next-generation sequencer, and the feasibility of the proposed

method was demonstrated.
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