ANNOTATION TERM

Figure S1 gRT-PCR validation of osteoblast and bone related gene
upregulation and Gene Ontology Analysis of sginificantly downregu-

lated genes in ESC-OB versus ESC
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Figure S2 gRT-PCR validation of osteoblast and bone related gene
upregulation and Gene Ontology Analysis of sginificantly downregu-

lated genes in iPSC-OB versus iPSC
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Figure S3 Gene Ontology Analysis of significantly downregulated
genes in ESC-OB GFP+ versus ESC
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ESC-OB GFP + vs ESC significantly downregulated genes
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