
Figure S1

S1C

S1B

sl
in

cR
A

D
le

ve
l (

fo
ld

 
re

la
tiv

e 
to

 W
T)

Li
pi

d 
In

te
ns

ity
/C

el
l

N
um

. N
uc

le
i/C

el
l (

*1
03

4

6

0

8

2 4

8

0

12
S1D

day (-2)

PC DAPI overlay

day (0)

day(+2)

day (+4)

slincRAD DAPI overlay

S1A

n=8

slincRAD Merge

sh
R

N
A-

8
3T

3-
L1

 W
T

Sp
ot

s/
ce

ll
In

te
ns

ity
/c

el
l 

(P
ix

el
)

5
10

0

15

5
10

0

15
20

WT
slincRAD-KD-8

***

**

DAPI

histones

nucleolin
KDa

75

28

35

48

17

10

WT slincRAD
-KD-8

slincRAD
-KD-9

WT slincRAD
-KD-8

slincRAD
-KD-9



Figure S2

m
R

N
A 

le
ve

l (
fo

ld
 

re
la

tiv
e 

to
 W

T)

0

2.0
1.5
1.0
0.5

S2A

N
6-

m
A 

pe
r m

illi
on

 
dA

(p
.p

.m
.)

0.000

0.003

0.005

0.002

0.004

S2B

S2C

day (+4)

day (-2)
day (0)

day (+1)
day (+2)

β-actin
42kDa

DNMT1
180kDa

FBL

G1

SLate

G2

PCNABrdU Nucleomin



S3B

S3A
Sig GO terms of DE gene-BP

214 genes
157 genes

132 genes
940 genes 
913 genes
607 genes
1039 genes

588 genes
641 genes
612 genes

0 5 10 15 20

GO:0007049 cell cycle
GO:0006259 DNA metabolic process

GO:0000278 mitotic cell cycle
GO:0044238primary metabolic process
GO:0044237cellular metabolic process

GO:0006725 cellular aromatic compound metabolic process
GO:0008152 metabolic process

GO:0006139 nucleobase-containing compound metabolic process
GO:0006807 nitrogen compound metabolic process

GO:0034641 cellular nitrogen compound metabolic process

Enrichment SCORE (-log10(P value)

Sig pathway of DE gene

0 2 4 6 8

DNA replication - Mus musculus
Cell cycle - Mus musculus

Fanconi anemia pathway - Mus musculus
Homologous recombination - Mus musculus

Ribosome biogenesis in eukaryotes – Mus musculus
Mismatch repair - Mus musculus

One carbon pool by folate - Mus) musculus
Selenocompound metabolism - Mus musculus

Glycine, serine and threonine metabolism - Mus musculus
Cysteine and methionine metabolism - Mus musculus

Nucleotide excision repair - Mus musculus
Cyanoamino acid metabolism - Mus musculus

17 genes
30 genes

17genes
10 genes 

18 genes
8 genes

7genes
6 genes
11 genes
11 genes

day (-2)

WT
slincRAD

KD-8 

3.12
2.89
2.67
2.45
2.23
2.00
1.78
1.56
1.34
1.11
0.89
0.67
0.45
0.22
0.00

Ccna1
Ccnb
Ccnd

Ccne2
Ccnl2
Ccnt2

Cdk1(cdc2)
Cdk5
Cdk9

Cdk13
Cdk14

Cdc25b
Cdkn1a (p21)
Cdkn1b(p27)
Cdkn1c(p57)
Cdkn2b(p15)
Cdkn2c(p18)
Cdkn2d(p19)

day (+2)

WT
slincRAD

KD-8 

R
el

at
liv

e
En

ric
hm

en
t

si
nc

R
A

D
pr

ob
e 

/ 2
8S

 P
ro

be 4

2

1

3

0

Enriched RNA purified by CHIRP
ODD probe
EVEN probe

S3C

Figure S3



C
el

l n
um

be
r

da
y

(0
)

da
y

(+
2)

da
y

(-2
)

da
y

(+
1)

da
y

(-1
)

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

Channels (FL2A)
0 50 100 150 200 250

 

  
  

 
   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

Ch l  (FL2A)
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

Channels (FL2A)
0 50 100 150 200 250

 

  
  

 
   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

200

0

400

240

0

480

120

0

240

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

150

0

300

300

0

600

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

G1: 42.6%

G2/m:25%
S:31.5%

G1:57.5%

G2/m:0.4%
S: 42.1%

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip S

 
0 50 100 150 200 250

 

  
  
 

   

  
        
        
          
    

   
     

  
  

  
   

    
 

Debris
Aggregates
Dip G1
Dip G2
Dip SG1:45.2%

G2/m:23%
S: 31.8%

G2/m:23%
S: 19.9%
G1:56.9%

G1: 31.8%

G2/m:21%
S:  56.0%

G1:64.3%

G2/m:13%
S:22.7%

150

0

300

300

0

600

160

0

320

100

0

200

250

0

500

150

0

300

G1: 62.1%

G2/m:25%
S:13%

G1:66%

G2/m:22%
S: 12.3%

400

0

800

300

0

600

G1:50.7%

G2/m: 22%
S: 26.6%

slincRAD KD-8

G1:50.3%

G2/m:18%
S:31.8%

150

0

300

250

0

500

G1: 28.2%

G2/m:21%
S:51.1%

G1:37.5%

G2/m:18 %
S:44.5%

G1: 23.9%

G2/m:29%
S:47.5%

G:68%

G2/m:17%
S:14.6%

G1: 53.8%

G2/m:10%
S:35.4%

WT slincRAD KD-9

0.50

0

0.25

0.75

1.00

1.25

m
R

N
A 

le
ve

l (
fo

ld
 

re
la

tiv
e 

to
 N

C
-s

iR
N

A) DNMT1 

50

0

25

75

100

125

m
R

N
A 

le
ve

l (
fo

ld
 

re
la

tiv
e 

to
 N

C
-s

iR
N

A)

p21

Figure S4
S4A

S4B S4C

S4D

Bo
di

py

W
T

sl
in

cR
A

D
KD

-9
sl

in
cR

A
D

KD
-8

DNMT1-si NC-siRNA p21-siRNA

W
T

O
ve

rla
y

sl
in

cR
A

D
KD

-9
sl

in
cR

A
D

KD
-8

H
oe

ch
st

W
T

sl
in

cR
A

D
KD

-9
sl

in
cR

A
D

KD
-8


