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Figure S1 related to Figure 1. Characterization of conventional and modified SeV-KLF4 vectors. 

(A) Representative phase-contrast image of PBMCs 14 days after CytoTune-iPS 2.0 SeV vector infection. Scale bar, 200 μm. 

(B) Representative phase-contrast image of naive human iPSCs derived from HDFs (nCT2.0L_1) and PBMCs (nCT2.0L_3) 

reprogrammed with CytoTune-iPS 2.0L. Scale bar, 200 μm. 

(C) Phase-contrast images of and immunofluorescent staining for SeV in naive human iPSCs (nCT2.0L_1) 94 days after SeV 

infection. Scale bar, 100 μm. 

(D) qRT-PCR analysis of each SeV vector genome expression in naive human iPSCs reprogrammed with CytoTune2.0 or 2.0L 

normalized to the GAPDH expression. Data are shown as the mean ± s.d. n=3 for each point.  

(E) Point mutations of SeV genes in the SeV-TSΔF, SeV-TS12ΔF and SeV-TS15ΔF vectors. 

(F) qRT-PCR analysis of hsa-miRNA367-3p expression in HDFs and PSCs normalized to hsa-miRNA423-3p expression using 

TaqMan probes. Data are shown as the mean ± s.d. n=3. ND, not detected even after 40 amplification cycles. 

(G) Sensitivity of detection of the SeV genome in cells 14 days after SeV vector infection analyzed by qRT-PCR using TaqMan 

probes. The X-axis shows the rate of SeV-positive cells among SeV-negative cells. 

(H) qRT-PCR analysis of SeV genome expression in primed iPSCs derived from HDFs by the co-infection of SeV-KOS and SeV-

LMYC with SeV-KLF4 vectors using TaqMan probe. Data are shown as the mean ± s.d. n=3 of each point. 

 

 

 

 

 



 

 

 
 



 

 

Figure S2 related to Figure 2. SNP genotyping array results of naive PSCs in this study. 

(A) Representative CNVs found in nH9 ESC:copy neutral loss of heterozygosity (cnLOH) in Chr 9, loss in Chr 10, gain in Chr 20. 

(B) All CNVs detected in the naive PSCs after reprogramming. 


