Figure S5

Pluripotency Genes

ZFP42 NANOG RNF2
e 4 =3
o o
2 2
o | «
3 3
~ ~
S 3
< | ©
g 3
v 4 w
3 3
=+ 4 =
2 3
< 4 «
3 3
o~ o~
3 g
5 b
o - e
3 3
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
01 00 01 02 03 04 05 06 07 08 09 10 14 01 00 01 02 03 04 05 06 07 08 09 10 11 -01 00 01 02 03 04 05 06 07 08 09 10 14
Otx2 ZIC3 CDH1
= e 2
2 - 2
= i 3
s i 3
< i 3
. i 3
= - 3
o i 3
o
s 2 1 s
| S J s
._c o
—-— S 2 3
O T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
b} 01 00 01 02 03 04 05 06 07 08 09 10 11 01 00 01 02 03 04 05 06 07 08 09 10 11 04 00 01 02 03 04 05 06 07 08 09 10 1
—-—
(¢b] LEFTY2 POUS5F1 SALL4
O\o 2 1 3 3
< 4 - «©
3 3
~ o - ~
S 5
= - «©
S g
w 4 - w
3 3
= 4 - =
3 3
2 o - «
3 3
o~ 4 ~ N
3 3 3
= . 3
e 4 e Jd4 e =3
3 3 S
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
01 00 01 02 03 04 05 06 07 08 09 10 11 01 00 01 02 03 04 05 06 07 08 09 10 11 -01 00 01 02 03 04 05 06 07 08 09 10 11
SOX2 TDGF1 DNMT3B
e 4 e 4 =3
o 4
2
© 4
3
~
S
o 4
g
w 4
3
=+ 4
3
< -
3
o~
3
s 4
=
3
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
01 00 01 02 03 04 05 06 07 08 09 10 14 01 00 01 02 03 04 05 06 07 08 09 10 11 01 00 01 02 03 04 05 06 07 08 09 10 14

Reprogramming Progression




% Detection

1.0

09

06

05

04

041

0.0

10

0.9

06

05

04

04

0.0

10

09

08

05

04

03

05

04

03

RIF1

LIN28A

TRIM28

1.0
0

09

06

05

04

0.0

-0.1

07

06

05

0.2

041

0.0
1
0.0

-0.1

ZNF281

10
10

09

08

05

04

03

0.0

-0.1

11 -01 00 01 02 03 04 05 06 07 08 09 10 11

NACC1

05

04

03

0.0

-0.1

T T T T T T T T T T T T T T
11 -01 00 01 02 03 04 05 06 07 08 09 10 11

Reprogramming Progression

-0.1

00 01 02 03 04 05 06 07 08 09 10




% Detection

0.9

08

0.7

03 04

0.2

10

09

08

04 05

03

09

08

07

05

04

03

08 09

07

03 04

0.2

0.9

08

0.7

11 =01 00 01 02 03 04 05 06 07 08 09 10 11

CDKN1A

Fibroblast Genes

SNAI2

10

02

0.0

-0.1

11 -0.1

00 01 02 03 04 05 06 07 08 09 10

SMARCC2

11 -01 00 01 02 03 04 05 06 07 08 09 10 11 04

COL3A1

0.9

08

0.7

04

0.2

T T T T T T T T T T T T T T T
11 =01 00 01 02 03 04 05 06 07 08 09 10 11 =01

Reprogramming Progression




% Detection

0.7

0.6

05

0.2

04

0.0

08

07

06

03 04

0.2

08

07

06

03

02

041

06 07

05

0.2

0.1

0.0

Chromatin Modifier Genes

HDAC2 DNMT3L

SET

= =] @
s

08
1
1

07

06

0.2

JARID2 CBX7

KAT7

08

0.7

06
1
1

03

02

041

-0.1

00 01 02 03 04 05 06 07 08 09 10 11 -01 00 01 02 03 04 05 06 07 08 09 10 11 -0.1

EED PHC1

10
0

0.0

Reprogramming Progression




Figure S5: Modeling Gene Expression Dynamics Using Gaussian Distributions
Models depict the observed detection frequency (grey dots) along the Reprogramming Progression
Axis using a sliding window analysis as described in Methods. Red lines depict the model fit resulting

from the underlying normal distribution (blue dotted line).



