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Fig. S3. Comparison of DNA sequences between fusion partner cells in H19, I1fg2, Pegl, and Peg3 genes.

The sequences between ESCs and pNSCs and between pESCs and NSCs were 100% identical in H19, Ifg2,

Pegl, and Peg3 genes. Thus, there was no SNP in these genes between fusion partner cells (between ESCs and

pNSCs, and pESCs and NSCs). These analyses were performed using BLAST® program of National Library of

icine.
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