A OSE iPSC mESC

IGO Terms for up regulated genes P Value

mitochondrion 7.26x10°
mitochondrial part 1.15x109%
IATP binding 9.52x1073
adenyl ribonucleotide binding 1.01x10%
mitochondrial matrix 1.02x10%%
mitochondrial lumen 1.02x1093

magnesium 1.28x103
denyl nucleotide binding 1.28x1093
purine nucleoside binding 1.33x1093
‘nucleoside binding 1.37x10%3

OF

B BMiPSC u mESC u

P Value

1.05x10%3
adenyl ribonucleotide binding 1.14x103
atp-binding 1.16x103
adenyl nucleotide binding 1.58x1093
purine nucleoside binding 1.67x1093
nucleotide phosphate-binding region: ATP 9.93x10%3
glucose metabolic process 2.13x10%3
hexose metabolic process 3.02x1093
mitochondrion 3.07x10%2
monosaccharide metabolic process 3.78x10°%3

OF u

SUPPLEMENTARY FIG. S9. Comparison of upregulated genes in either (A) OSE iPSCs or (B) BM iPSCs to OF and mESCs.
All regions of overlap were found to be significant to P <0.0001.





