2014 2015

ES iPS

Screening for regulatory factors of iPS cell generation using haploid ES cells
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We have established an experimental system to efficiently elucidate gene
functions by introducing gene mutations in a genome-wide manner. We utilized mouse ES cells as a model
system. ES cells and iPS cells are drawing attentions as a promising tool for regenerative medicine.
Another useful aspect of ES cells and iPS cells is that they provide excellent experimental protocols for
the investigation of cell lineage determination. The method established in the present study will be
applicable 1n various fields of life science.
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