Supplemental Figure 1
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HIF2A target
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Upregulatd in hESC
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528 (1.36 E-294) 70 (2.97 E-6)

Cluster #5 (642*) 79 (4.32 E-29) 36 (4.47 E-13)
Oncomine_Upregulate

din hESC (855%) 855 (0) 22 (0.0018)
Overlap between
Oncomine_Upregulate
din hESC and our
hESC upregulated
genes (528%) 528 (0) 13 (0.0028)
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frequency (204*)
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C List of the 31 genes overlapping between hESC signature defined by Oncomine
and Ben-Porath et al. and our cluster #5

Gene Symbol Gene Name
ATP-binding cassette, sub-family B (MDR/TAP),
ABCB7 member 7
ADD2 adducin 2 (beta)
ATP1A2 ATPase, Na+/K+ transporting, alpha 2 (+) polypeptide
Cl2orfl11 chromosome 12 open reading frame 11
Clorf38 chromosome 1 open reading frame 38
cerberus 1, cysteine knot superfamily, homolog
CER1 (Xenopus laevis)
cytochrome P450, family 26, subfamily A,
CYP26A1 polypeptide 1
DPYSL2 dihydropyrimidinase-like 2
EIF4B eukaryotic translation initiation factor 4B
FGFR1 fibroblast growth factor receptor 1
JARID2 jumonji, AT rich interactive domain 2
LTA4H leukotriene A4 hydrolase
NANOG Nanog homeobox
NMU neuromedin U
OAZ2 ornithine decarboxylase antizyme 2
phosphoribosylaminoimidazole carboxylase,
phosphoribosylaminoimidazole succinocarboxamide
PAICS synthetase
PAPSS2 3';-phosphoadenosine 5';-phosphosulfate synthase 2
PIM2 pim-2 oncogene
POLR1D polymerase (RNA) | polypeptide D, 16kDa
POUSF1 POU class 5 homeobox 1
retinoic acid receptor responder (tazarotene
RARRES2 induced) 2
SFRS18 splicing factor, arginine/serine-rich 18
SILV silver homolog (mouse)
solute carrier family 16, member 1 (monocarboxylic
SLC16A1 acid transporter 1)
sortilin-related receptor, L(DLR class) A repeats-
SORL1 containing
sprouty homolog 1, antagonist of FGF signaling
SPRY1 (Drosophila)
STC1 stanniocalcin 1
SYNGR3 synaptogyrin 3
transmembrane protein with EGF-like and two
TMEFF1 follistatin-like domains 1
TNNT1 troponin T type 1 (skeletal, slow)
uso1 USO1 homolog, vesicle docking protein (yeast)
Overlapping gene
number
p value

* number of genes in the gene sets
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Supplemental Figure 3
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Supplemental Figure 4

miR-106a in ME180 cells
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Supplemental Figure 5
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Supplemental figure 6
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Supplemental figure 7

relative mRNA level
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Supplemental Figure 10
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Supplemental figure 11
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Supplemental figure 12
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