
Supplementary Figure S1
A B C D

E

Un
tra

ns
fe
ct
ed Sc

DIM
T1

  5
0 
m
M

DIM
T1

 1
00

 m
M

10

30

50

70

90

110

Tr
yp

an
 B

lu
e 

N
eg

at
iv

e 
C
el

ls

ns

Sc

DIM
T1

 s
iR
NA 

10
0n

M Sc

DIM
T1

 s
iR
NA 

10
0n

M
0.0

0.5

1.0

1.5

2.0

R
el

at
iv

e 
G

en
e 

E
xp

re
ss

io
n
 (

A
.U

.)

ns

ND-1

COX-1

PDX-1 LDHA MAFA INS-1
0.0

0.5

1.0

1.5

R
el

at
iv

e 
G

en
e 

E
xp

re
ss

io
n
 A

.U ✱

 Sc
DIMT1 100 nM

55

35

DIMT1 
(36 kDa)

DIMT1 siRNA (nM)   UT    Sc    50    100 UT   Sc    50   100     UT   Sc     50   100

siRNA 1 siRNA 2 SMART Pool

β-actin 
(45 kDa)

UT Sc

 D
IM

T1
 5
0 
nM

 D
IM

T1
 1
00

 n
M UT Sc

DIM
T1

  5
0 
nM

DIM
T1

 1
00

 n
M UT Sc

 D
IM

T1
 5
0 
nM

DIM
T1

 1
00

 n
M

0

50

100

150

D
IM

T1
/A

ct
in

siRNA 1

siRNA 2

Smart Pool
✱✱

✱✱
✱✱

4.5 5.0 5.5 6.0 6.5

−2
−1

0
1

2

DIMT1 (Normalized expression)

H
B

A
1C

(n
or

m
al

iz
ed

)

SC
+OPP

DIM
T1

 K
D+OPP

DIM
T1

 K
D+OPP

+CH
X

0

100000

200000

300000

400000

✱✱

✱✱✱

G

55

35

NBR1 (100 kDa) 

DNAJC19 (12 kDa)

Sc 
NBR1

siRNA

Sc 
DNAJC19 

siRNA

β-actin (45 kDa)

Sc 

siRNA
NBR1+

DNAJC19

DIMT1 (36 kDa) 0

50

100

150

N
B
R
1
-D

N
A
JC

1
9
-D

IM
T1

/A
ct

in
 (

A
.U

)

NB
R1

 si
RN

A

DNA
JC

19
 si

RN
ASc

NB
R1

+DN
AJ

C1
9 
siR

NASc Sc

✱✱

ns

F
130

70

25

10

55

35

55

35

KDa

KDa



Scramble 

Met

A

A

Hemo
KlenTaq

No Primer Extension by Hemo
KlenTaq5´ 3´

Hemo
KlenTaq

5´ 3´
Primer Extension by Hemo

KlenTaq

DIMT1 Knockdown

1850

1851

Hemo
KlenTaq

Hemo
KlenTaq

✓
The relative gene expression ratio (R) of a target gene is calculated based on efficiency (E) and the cycle threshold (Ct) deviation of
an unknown sample versus a control, and expressed in comparison to a reference gene;

Ratio= E(Target) △Ct Target(Control-Target)

E(Ref) △Ct Ref (Control-Target)

Supplementary Figure S2

Primer Extension Method Schematic.



Supplementary Figure S3
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PANTHER Pathway Analysis.
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