
Supplemental Figure S1. Representative Western blots and summary data of protein expression of selected nucleoporins (Nup) 
in rat cardiomyocytes at indicated developmental stages. Corresponding to Figure 1. GAPDH was served as loading control.  

Fetal (E14.5) Neonatal (P1) Adult (P60)

Nup107

Nup98

Nup153

GAPDH

Nup62

GAPDH

Feta
l

Neo
na

tal
Adu

lt
0.0

0.5

1.0

1.5

Nup62

0.5472

0.0005

0.0014

Feta
l

Neo
na

tal
Adu

lt
0.0

0.5

1.0

1.5

Nup107

0.0645

0.0007

0.0092

Feta
l

Neo
na

tal
Adu

lt
0.0

0.5

1.0

1.5

Pr
ot

ei
n 

Ex
pr

es
si

on
 

(n
or

m
al

iz
ed

 w
/ G

AP
D

H
)

Nup98

0.0038

<0.0001

0.0015

Feta
l

Neo
na

tal
Adu

lt
0

1

2

3

4

Nup153

0.0035

0.0411

0.0003

b

a

100 kDa

100 kDa

150 kDa

75 kDa

37 kDa

37 kDa



c-FOS

NT ET-1

GAPDH

NT ET-1
0

2

4

6

8

10

  C
yt

op
la

sm
ic

cF
os

 e
xp

re
ss

io
n

 (n
or

m
al

iz
ed

 w
/ G

AP
D

H
) 0.0434Cytoplasmic ba

Supplemental Figure S2. c-FOS expression is upregulated by ET-1 stimulation in the cytoplasmic fraction. Corresponding to 
Figure 5. Representative Western blots and summary data of level of c-FOS in the cytoplasmic fraction of neonatal rat cardiomyocytes in 
the presence and absence of ET-1 (100 nM for 30 mins). NT: no treatment. GAPDH served as loading control.  
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Supplemental Figure S3. Quantification of Western blots of total ERK in nuclear and cytoplasmic fractions. 
Corresponding to Figure 4j. Neonatal rat ventricular cardiomyocytes (NRVM) control (Scrmb = scrambled) and 
Lmnb2 knockdown (Lmnb2 siRNA), both at baseline (No treatment: NT) and stimulation with ET-1 (100 nM, 30 min). 
Histone H3 served as loading control for nuclear fraction, and GAPDH served as loading control for cytoplasmic 
fraction. Representative blots are shown in Fig. 4j. No significant difference among groups were detected.
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Supplemental Figure S4. Decreasing nuclear pore (NP) numbers by suppressing Nup155 expression reduces nuclear import of ERK and 
expression of stress genes in neonatal rat ventricular myocytes. Corresponding to Figure 4. (a) Nup155 mRNA level was effectively decreased 
by Nup155 siRNA in NRVMs. Real-time PCR quantified Nup155 mRNA, normalized to GAPDH, and graphed as percent of scrambled siRNA. (b) 
NPs were detected with mAb414 and visualized with confocal microscopy. Quantification shows that Nup155 knockdown decreases NP area 
density in nuclei of NRVMs. Each symbol represents one nucleus. Two independent experiments with n=30 for scrambled siRNA; n=29 for Nup155
siRNA. (c) Immunofluorescence microscopy shows Nup155 siRNA knockdown decreases NP and p-ERK intensity in nuclear envelope of NRVMs. 
Scale bar 5 μm. (c, d) Quantitative analysis of photomicrographs shows lower NP (d) and nuclear p-ERK (e) with Nup155 knockdown. Each symbol 
represents one cardiomyocyte nucleus (3 independent experiments). (f-h) RT-PCR shows that Nup155 siRNA reduces ET-1-stimulated (100 nM) 
stress gene and hypertrophic gene (Myh7, Myh6) mRNA levels. (i, j) Representative Western blots of β-MHC and ɑ-MHC stimulated with ET-1 (100 
nM, 24 hrs) in the presence and absence of Nup155 siRNA. Results from one of three independent experiments shown. (k, l) Corresponding 
quantifications of Western blots. Statistical tests: t-test (a,b, d, e), ANOVA (f-h, k, l).
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