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Gene Ranking (% of 21,121 genes) References

POUS5F1 1 (0.005%)

HCFC1 32 (0.15%) (Dejosez et al, 2008. Cell)
TCL1A 145 (0.69%) (lvanova et al, 2006. Nature)
ZSCAN10 187 (0.89%) (Wang et al, 2007. Stem Cells)
ZIC3 844 (3.99%) (Limetal, 2007. MBC)
NANOG 873 (4.13%) (Chambers et al, 2003. Cell)
ZNF143 1024 (4.85%) (Chen et al, 2008. Stem Cells)
RIF1 1350 (6.39%) (Loh et al, 2006. Nat Genet)

FIG. 3A




9/69

Top 10%
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>25%

Ranking (% of

Gene Refseq ID 21,121 genes)
MED1  [NM 004774 A,
MED4 |NM_014166 0
MED6  |NM 005466 7
MED7  |NM_004270
MED8  |NM 201542
MED9 |NM 01819
MED10 |NM 032286
MED11 |NM_001001683
MED12 |NM 005120
MED12L |NM 053002
MED13 |NM_005121
MED13L |NM 015335 Y,/ /// /.
MED14 |NM 004229 V.. /7
MED15 |NM 001003891
MED16 |NM_ 005481
MED17 |NM_004268
MED18 |NM 017638
MED19 |NM 153450
MED20 |NM 004275
MED21 |NM 004264
MED22 |NM 181491
MED23 |NM 015979
MED24 |NM 014815
MED25 |NM 030973
MED26 |NM 004831 7
MED27 INM_004269 AN
MED28 |NM_025205 7
MED29 |NM 017592 Q
MED30 |NM 080651
MED31 |NM_016060

FIG. 3B
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POLR2H  |RPBS 000000
POLR2I  |RPBY A,
POLR2L  |RBP10 0
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* p<10-4
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TF family |[TRANSFAC PWM |p-value
PR V_PXR_Q2 3.27E-12
ocT V_OCT4 01 3.61E-12
ETS V_ETS1 B 3.88E-12
WHN V_WHN_B 5.44E-12
EGR V_EGR3_01 5.73E-12
AP2 V_AP2ALPHA_ 01 [6.37E-12
E2F V_E2F_Q6_01 6.49E-12
NRF V_NRF1_Q6 7.21E-12
ZF5 V_ZF5 B 7.64E-12
SP1 V_SP1_Q6 7.66E-12
WT1 V_WT1_Q6 7.67E-12
HIC1 V_HIC1_02 8.29E-12
ZNF219 |V _ZNF219 01 8.48E-12
MOVO V_MOVOB_01 9.68E-12
GGG V_CHCH_01 9.92E-12
CREB V_NRSE_B 2.72E-10
P300 V_P300_01 1.26E-09
VMYB V_VMYB_02 1.31E-07
HEN V_HEN1_02 3.36E-07
LEF V_LEF1 Q2 01 3.68E-05

FIG. 20B

FIG. 20A
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TF family JTRANSFAC PWM p-value

BARBIE V_BARBIE_01 Not significant, p>0.05
BLIMP1 V_BLIMP1_Q6 Not significant, p>0.05
BRCA V_BRCA _01 Not significant, p>0.05
CHOP V_CHOP_01 Not significant, p>0.05
GFI V_GFI1_Q6 Not significant, p>0.05
HSF V_HSF_Q6 Not significant, p>0.05
POLYA V_LPOLYA B Not significant, p>0.05
LYF1 V_LYF1_01 Not significant, p>0.05
P53 V_P53_DECAMER_Q2 |Not significant, p>0.05
RP58 V_RP358 01 Not significant, p>0.05

FIG. 20C
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correlation
PRDM14 vs TF: |coefficient p-level Significance
CTCF -0.14680 5.30E-01 No
KLF4 0.14680 5.30E-01 No
MYC -0.12963 5.79E-01 No
NANOG 0.61111 8.88E-03 |*(p<0.05)
NFRKB -0.05661 8.08E-01 ]No
OCT4 0.59816 1.04E-02 |*(p<0.05)
P300 0.46296 4.74E-02  |*(p<0.05)
SOX2 0.56077 1.63E-02 |*(p<0.05)
TAFI 0.18692 4.24E-01 No
YAP1 0.37385 1.09E-01 No
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H3K27me3 ChIP in hESC
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PRDM14 ChIP in fibroblast

T

8

6 4{; 1 I
‘ I

2

0

LAl BB

N O ’\
R \ﬁo\g?/

AR IS
%Qg/ O /\/(O

Vector control  []
FIG. 21F

Expression of
PRDM14

H3K27me3 ChIP in fibroblast

14
12
10
8
6 I
7 I T _
4 % |
7 |
: % At
N Y A N & N
N AV O &
LCLLE T
00 o

Expression of
PRDM14

FIG. 21G

Vector control [



Fold enrichment

68/69

Ezh2 ChIP in fibroblast
20

15 T
10 %
o ol B A7

N

NN AR AR
’60 &L \3{0% << ?‘/\/({jb
Y
o’ O
Expression of
VA Vector control DPRDI\/IM
FIG. 21H
1 +—
-
o .% 0.75 --2 ; Vector control
2 % 05 HI—H |
T 2 I Ul Expression of
3 o025 1/ 'H B promi4
3 Y|V
O y.
2 Q;'\
& A
Q

FIG. 211



69/69

Control NR2F1 ZEB1

TRA-1-60 Bright field

Bars = 100 um

FIG. 21J



