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Figure S1 Schematic diagram of construction of MSV-IFITMI-IRES-mRFP. LTR= long terminal repeat; Ampr=
ampicillin resistance; MSCV= murine stem cell virus; IRES=internal ribosome entry site; mRFP=monomeric red fluorescent
protein; IK6=ikarus gene. BamHI1 and Xhol are restriction sites.
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Figure S2 MSC MYV receptor expression profiles. (A) Representative flow cytometry histograms showing the percentage of
cell surface expression of MV receptors CD46, CD150/SLAM and nectin-4 in transformed MSCs. Isotype-stained cells were
used as negative controls. (B) Cumulative CD46 expression data and (C) corresponding mean fluorescent intensities (MFIs)
for MSCs. Raji cells were used as a positive control for CD46 expression. Data shown is the mean SEM for 5 independent

experiments.
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Figure S3 Heat map of genes differentially expressed between hTERT and SH MSCs. After being
normalized against house-keeping genes, the average delta Ct values of target genes were compared
between hTERT and SH cells at baseline (n=3) and presented as fold regulation. This heat map shows the
range of the fold regulations. Data were analysed using RT? profiler PCR array data analysis.




Supplemental Tables

Position Gene Symbol Fold Regulation p-Value
C0é IFITM1 -225.62
E10 MX2 -38.09
E09 MX1 -15.76
FO3 OAS2 -13.46
C09 IFNA1 -10.35
CO05 IFIT3 -9.65
FO2 OAS1 -8.92
G03 TIMP1 -8.29
F10 STAT1 -7.46
Co4 IFIT2 -6.90
G09 TNFSF10 -5.57
D03 IFNE -4.49
HO2 B2M -4.11
Cco8 IFITM3 -3.41
E08 MNDA -2.62
A12 CIITA -2.34
BO4 EIF2AK2 -2.33
B09 HLA-G -2.23

Table S1 Genes significantly downregulated in 5SH MSC compared to hTERT MSCs. List of genes significantly
downregulated in 5H cells compared to hTERT cells (p<0.05). Data were analysed using RT? profiler PCR array data
analysis.



