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expression. Generation of standardized tools and technologies enables
thorough characterization of pluripotent stem cells, and is critical for
their downstream application in regenerative medicine.
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measure to determine homogeneous population of pluripotent cells.
Generation of edited iPSCs with GFP/Neo knocked-in to the
endogenous Oct4 promoter using the GeneArt® Precision TALEN™ is
currently in progress. The resulting Oct-GFP/Neo iPSCs will provide a
reference standard for the development and validation of molecular
assays and their confirmation.
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Figure 5. Comparison of SSEA4 Antibody and Oct 4 GFP during
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