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PTPMT1 IGFBPL1 MET BANF1 TAPT1 VPS52-3

-2

-1

0

1

2

3

Lo
g2

 F
ol

d 
C

ha
ng

e

 RNAseq (MB231 si-NRDE2-2) 48h
 qPCR  (MB231 si-NRDE2-1) 96h
 qPCR (MB231 si-NRDE2-2) 96h
 qPCR  (RPE-1 si-NRDE2-2) 48h



Supplemental Fig. 5

A

B

0.00

0.25

0.50

0.75

1.00

Introns

GC
 co

nt
en

t

Introns
All Introns
NRDE2−suppressed IR

0

2

4

6

Introns

Lo
g1

0(
Le

ng
th

)

Introns
All Introns
NRDE2−suppressed IR

0

5

10

15

Introns

M
ax

En
t S

co
re

 (5
'ss

)

Introns
All Introns
NRDE2−suppressed IR

0

5

10

15

Introns

M
ax

En
t S

co
re

 (3
'ss

)

Introns
All Introns
NRDE2−suppressed IR

p < 0.0002

n.s.

n.s.p < 0.005

C



Supplemental Fig. 6



Supplemental Fig. 7

si-Control si-NRDE2-2

D
A

PI
CE

P1
31

A

si-
Con

tro
l

si-
NRDE2-2

0

10000

20000

30000

In
te

rp
ha

se
 C

EP
13

1 
fo

ci
 in

te
ns

ity *

B

- CEP131

- CEP68

- β-Actin 

si-
Co

nt
ro

l
si-

NRD
E2

-1
si-

NRD
E2

-2
si-

Co
nt

ro
l

si-
NRD

E2
-1

si-
NRD

E2
-2

si-
Co

nt
ro

l
si-

NRD
E2

-1
si-

NRD
E2

-2

72h 96h 120h

72
h

78
h

84
h

0

1

2

3

4

5

U
ns

pl
ic

ed
 C

EP
13

1
si-Control

si-NRDE2-2

time post-transfection

C

si-
Con

tro
l

si-
NRDE2-2

0.0

0.5

1.0

1.5

R
el

at
ive

 C
EP

13
1 

Ex
pr

es
sio

n

*

D

Transfect 
si-Control / si-NRDE2-2

+ DMSO (control)
+ 4ug/mL Actinomycin D Collect RNA

0h 72h 78h 84h



si-Control si-CEP131

D
A

PI
CE

P1
31

A

Normal Nuclear Bud Micronuclei Bilobed Polylobed Multiple

si-Control si-CEP131 si-Control si-CEP131
0.0

0.2

0.4

0.6

Fr
ac

tio
n 

of
 c

el
ls

 w
ith

 a
bn

or
m

al
 n

uc
le

i

C

si-
Con

tro
l

si-
CEP13

1
0

20000

40000

60000
M

ito
tic

 A
U

R
KA

 fo
ci

 in
te

ns
ity

*

si-
Con

tro
l

si-
CEP13

1
0

10000

20000

30000

40000

50000

In
te

rp
ha

se
 C

EP
13

1 
fo

ci
 in

te
ns

ity *

B

si
-C

on
tro

l
si

-C
E

P
13

1

AURKADAPI α-tubulin merge

Supplemental Fig. 8



Supplemental Fig. 9
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