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Forced expression of a set of transcription factors induces somatic cells into pluripotent
stem cells (iPS cells). Their morphology, differentiation capacity and gene expression
profile are almost exactly equivalent to those in embryonic stem (ES) cells. In order to
apply 1PS cell technology in regenerative medicine, high-quality iPS-cells should be stably
generated. To achieve this, high accuracy evaluation methods are needed to assess the
differentiation capacity and tumorigenesis risk in generated iPS cells. In this study, we
performed gene expression analysis at the single cell level and developed the novel
evaluation method for iPS cells quality.
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