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Extended Fig.2
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Extended Fig.3
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Extended Fig.4
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Extended Fig.5

1

0.9

0.8

0.7

0.6

ESC-Specific

MEF-Specific

04-iPSCs-1#

04-iPSCs-2#

OS-iPSCs-2#

S4-iPSCs-1#

S4-iPSCs-2#

OS-iPSCs-1#

ESCs-1#

L-s43N

#1L-SO0Sd!-¥0O

¢-s43an

#2-s0Sd!-¥O

#2-S0Sd!-SO

#1-s0Sd!-¥S

#2-SOSd!-¥S

#1-S0Sd!-SO

#1-s0S3

#2-s0S3

#l-S4aN

ESCs-2#

MEFs-1#
MEFs-2#

#2-S43N

Nanog

Sox2

Poubf1

Jam2

Zfp42

Esrrb

Nr5a2

Tfcp2l1

Nrob1

Prdm1 2
Prdm14

Tbx3

Tef15

Dppaba 0

Sall4

Bgn -1
Col5a2 I
Emp1
Col1a2
Fbn1

Fosl2
Cebpb
Anxa3
Zeb2

Thyt
Runx1

| Ets1

1-808d!-¥0

¢-SO0Sd!-¥O

}-s08d!-¥S

¢-SOSd!-¥S

1-80S8d!-SO

¢-80Sd!-SO

1-s0Ss3

¢-s0s3

c
Endoderm Mesoderm Ectoderm
<
(@)
(%)
O
d
Oct4
Sall4
e
Phase OCT4-GFP DsRed Merge
: v: ---
O
3 ;
1 ---
3 |
(%]
: ---
)
[%)
+
X
O
o
f
3 = MEFs
< 0.08 mm S4-iPSCs
] 0.015 mm0S-iPSCs
2 006 mmESCs
c
Re]
@ 0.04
[
o
s 0.02
[}
>
% 0.00
E Exo-Oct4 Endo-Oct4 Exo-Sall4 Endo-Sall4
[¢]

TTF-Oct4 Day21
OCT4-GFP

TTF-Oct4+Sall4 Day16
OCT4-GFP

Phase

Phase




Extended Fig.6
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