
A 

B
cl

2L
12

 m
R

N
A 

 
ex

pr
es

si
on

 

miR-182  
expression 

R=-0.13 

mesenchymal proneural classical neural 

R=-0.17 R=-0.32 
p=0.01 

R=0.1 R=0.21 

all 

B 

n=242 

n=45 
R=-0.61 
p=8.65x10-6 

Kouri_FigS1 

-14 

-12 

-10 

-8 

-6 

-4 

-2 

0 
-16 -14 -12 -10 -8 -6 -4 -2 0 2 

miR-182 
expression 

Bcl2L12 
expression 



p<0.01 

A 

TTTGGCAATGGTAGAACTCA 

B 

miR-182 

RE-2 
-1034 

RE-3 
-625 

RE-1 
-1116 

RE-2 
-5750 

RE-1 
-6480 

miR-183 miR-96 
7q32 

P53-REdistal P53-REproximal 

0 

0.6 

1.2 

0 

9 

18 

0 

0.7 

1.4 

0 

0.7 

1.4 

R
el

. F
ire

fly
/R

en
ill

a 
A

ct
iv

ity
 

p<0.001 p<0.001 p<0.001 

R
el

. F
ire

fly
/R

en
ill

a 
A

ct
iv

ity
 

R
el

. F
ire

fly
/R

en
ill

a 
A

ct
iv

ity
 

p<0.05 p<0.05 

Fo
ld

 C
ha

ng
e 

m
iR

-1
82

 

p<0.05 

E D F C 
DMSO 
Dox 

RE Distal-Luc 
RE Proximal-Luc 

DMSO 
Dox 

p<0.05 

p21-luciferase 

Kouri_FigS2 



0 

200 

400 

600 

0 

50 

100 

S
ph

er
e 

S
iz

e 
(a

re
a 

x 
10

3 )
  

p<0.01 

C
o-

m
iR

 
m

iR
-1

82
 

 A
tta

ch
ed

 C
el

ls
/m

m
2  

p=0.001 10 C
ells 

100 C
ells 

10 C
ells 

100 C
ells 

Low
 D

ensity S
eeding 

GIC-20 

D 

GIC-92 GIC-16 

C
o-

m
iR

 
m

iR
-1

82
 

0 

1.5 

3 

4.5 

S
ph

er
e 

S
iz

e 
(a

re
a)

  p<0.05 

p<0.05 

Co-miR 
miR-182 

GIC-92 GIC-16 

GIC-92 GIC-16 

A B C 

E 

Kouri_FigS3 



0 

0.5 

1 

1.5 

2 

B
rd

U
 In

co
rp

or
at

io
n (

37
0n

m
) 

Co-miR 
miR-182 

Untreated TGF-β1 Untreated TGF-β1 

B
rd

U
 In

co
rp

or
at

io
n (

37
0n

m
) 

U87MG 

Co-miR miR-182 

24
 h

rs
 T

G
F-
β1

 
48

 h
rs

 T
G

F-
β1

 
Ve

hi
cl

e 
(4

8 
hr

s)
 

LNZ308 

A 

C 

Co-miR 
miR-182 

0 

0.5 

1 

p<0.05 
p<0.05 

Kouri_FigS4 
B 

20 

30 

40 

50 

60 

70 

80 

%
 C

on
flu

en
ce

 

6 12 24 48 72 0 [hrs] 

Co-miR 

miR-182 

* p<0.005 
* 

* 

* 
* 



GIC_exp#1 GIC_exp#2 GIC_exp#3 

upregulated >2fold 
dow

nregulated <2fold 

Kouri_FigS5 



A 
All 182-Target Genes 

Kouri_FigS6 



B 
Direct 182-Target Genes 

Upstream 
Regulator Molecule Type 

Predicted 
Activation State 

Activation z-
score 

p-value of 
overlap 

1. CDKN1A kinase Activated 2.127 1.91E-17 

2. TP53 
transcription 

regulator   -0.448 2.93E-15 
3. ERBB2 kinase Inhibited -3.196 9.08E-13 
4. TGFB1 growth factor Inhibited -4.628 2.45E-12 
5. HGF growth factor Inhibited -4.786 3.05E-10 

1. TGFB1 growth factor Inhibited -2.533 0.0000274 

C 

All 182 
Target Gene  

dataset 

Direct 182  
Target Gene  

dataset 

Kouri_FigS6 



Kouri_FigS7 



CDK1   ZIC2 AURKB c-Met HIF2A 

-4 

-2 

0 Wnt5a 

Lo
g 

C
ha

ng
e 

(Δ
Δ

C
t) 

 RT-qPCR GIC 16 

 Array GIC 20 
 RT-qPCR GIC 23 

A 

- CCNB1 

- PLK1 

- WNT5A 

- CDK1 

- ZIC2 - AURKB 

- CCNB1 

- PLK1 

- Wnt5A 

- Hsp70 

- CDK1 

50- 

35- 

50- 
75- 

35- 
50- 

50- 

50- 
75- 

35- 

45- 

50- 

- Hsp70 

B 

C
o-

m
iR

 

m
iR

-1
82

 

LNZ308 GIC-20 

C
o-

m
iR

 

m
iR

-1
82

 

U87MG 

C
o-

m
iR

 

m
iR

-1
82

 

- CCNB1 

- AURKB 
- CDK1 
- PLK1 
- Hsp70 

- WNT5A 
- ZIC2 

50- 

35- 
50- 
75- 

35- 

45- 

50- 

C
o-

m
iR

 

m
iR

-1
82

 

C
o-

m
iR

 

m
iR

-1
82

 

GIC-23 GIC-16 

kDa kDa kDa 

Kouri_FigS8 



A 

B 

microRNA c-Met 3’UTR 
position 

Seed 
Match 

Context + 
score 

hsa-miR-182 91-98 8mer -0.35 

Conserved 

Poorly Conserved 
microRNA c-Met 3’UTR 

position 
Seed 
Match 

Context + 
score 

hsa-miR-182 698-704 7mer-m8 -0.02 

hsa-miR-182 1655-1661 7mer-m8 -0.11 
 

microRNA HIF2A 3’UTR 
position 

Seed 
Match 

Context + 
score 

hsa-miR-182 414-421 8mer -0.24 

Conserved 

Poorly Conserved 
microRNA HIF2A 3’UTR 

position 
Seed 
Match 

Context + 
score 

hsa-miR-182 1653-1660 8mer -0.32 

c-Met 3’-UTR (2262 bp) 

1000 bp 

hsa-miR-182 (91-98) 

                    
     NUUUUUGCCAAAAAA 

         UC-UUG-CCAAAAUUGCA 
          UC-UUG-CCAAAAUUGCA 
          UC-UUG-CCAAAAUUGCA 
          UU-UUG-CCAAAAUUGCA 
          UU-UGG-CCAUAACUGCA 
          UU---A-UCAACAUUACA 
     UUUUUG-CCAAAAUUGCA  
          UU-UUG-UCAAAAUUGCA 
          UU-UUG-CCAAGAUUGCA 
          UU-CUG-CCAAAAUUGCA 
   
   

Hsa 
Ptr 
Mml 
Mmu 
Rno 
Cpo 
Ocu 
Sar 
Cfa 
Eca 
 

consensus 

c-Met 3’UTR  5’-3’ CGAUAUUCUUUGCUCUUGCCAAA 
 
miR-182      3’-5’ CACUCAAGAUGGU--AACGGUUU 

HIF2A 3’-UTR ( 2043 bp) 

hsa-miR-182 (414-421) 

Hsa 
Ptr 
Mml 
Mmu 
Rno 
Cpo 
Ocu 
Sar 
Cfa 
Eca 
 

UUGUUGCCAAAGAGA 
UUGUUGCCAAAGAGA 
UUGUUGCCAAAGAGA 
UUGUUGCCAAAGAGA 
UUGUUGCCAAAGAGA 
UUGUUGCCAAAGAAA 
UUGUUGCCAA--AGA 
UGGUUGCCAAAGAGA 
UUGUUGCCAAAGAGA 
UUCUUGCCAAAGAGA 

consensus                       UUGUUGCCAAA 

1000 bp 2000 

HIF2A 3’UTR   5’-3’ UCCUCGUUAUUGUUGUUGCCAAA 
 
miR-182       3’-5  CACACUCAAGAUGGUAACGGUUU 

2000   

Kouri_FigS9 



0 

1E+13 

2E+13 

Liver Spleen Kidney Lung Heart Blood Brain 

G
ol

d 
na

no
pa

rti
cl

es
/g

 ti
ss

ue
 

5 min 
30 min 
4 h 
24 h 
48 h 
72 h 

0 

1E+12 

2E+12 

Kidney Lung Heart Blood Brain 

G
ol

d 
na

no
pa

rti
cl

es
/g

 ti
ss

ue
 

Kouri_FigS10 



p=0.034 

be
lo

w
 m

ed
ia

n 
3-

38
3 

da
ys

 

ab
ov

e 
m

ed
ia

n 
 

38
4-

38
80

 d
ay

s 

0- 
1- 
2- 
3- 

-1- 

1Q
T 

3-
18

2 
da

ys
 

4Q
T 

62
6-

38
80

 d
ay

s 

m
iR

-1
82

 
ex

pr
es

si
on

 

0- 
1- 
2- 
3- 

-1- 

m
iR

-1
82

 
ex

pr
es

si
on

 

p=0.043 A 

B 
classical mesenchymal proneural neural 

Kouri_FigS11 
C

ox proportional hazard analysis 
w

ith age and M
G

M
T status as co-variants 

su
rv

iv
al

 
su

rv
iv

al
 

su
rv

iv
al

 


	Slide Number 1
	Slide Number 2
	Slide Number 3
	Slide Number 4
	Slide Number 5
	Slide Number 6
	Slide Number 7
	Slide Number 8
	Slide Number 9
	Slide Number 10
	Slide Number 11
	Slide Number 12

