
Supplementary	Figures	
and	tables	



Supplementary	Table	T1.		

Characteris6cs	 Pa6ents	(n=32)	

Age	(years)	
Median	(range)	 63	(48;76)	

Sex		

Male	(%)	 18	(56)	

Female	(%)	 14	(44)	

Karnofsky	performance	score	

60-80	(%)	 11	(34)	

90-100	(%)	 21	(66)	

Survival	Kme	(months)	

Median	(range)	 12	(5;50)	

Extent	of	surgery	(%)	

Biopsie	 0	

ParKal	resecKon	 0	

Complete	resecKon	 32	(100)	

MGMT	methylaKon	

Methylated	(%)	 15	(47)	

Unmethylated	(%)	 17	(53)	

IDH1	mutaKon	

Wild-type	(%)	 31	(97)	

Mutated	(%)	 1	(3)	



Supplementary	Table	T2.		

Characteris6cs	 Pa6ents	(n=48)	

Age	(years)	
Median	(range)	

62	
	(48;76)	

Sex		

Male	(%)	 26	(54)	

Female	(%)	 22	(46)	

Karnofsky	performance	score	

60-80	(%)	 16	(33)	

90-100	(%)	 32	(67)	

Survival	Kme	(months)	

Median	(range)	 13	(4;53)	

Extent	of	surgery	(%)	

Biopsie	 0	

ParKal	resecKon	 0	

Complete	resecKon	 48	(100)	

MGMT	methylaKon	

Methylated	(%)	 23	(48)	

Unmethylated	(%)	 25	(52)	

IDH1	mutaKon	

Wild-type	(%)	 47	(98)	

Mutated	(%)	 1	(2)	
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Figure	S1.	Experimenta6ons	illustra6ng	the	purity	of	our	miRNA	
extrac6ons.		
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source:	hNps://www.genomics.agilent.com/ar6cle.jsp?pageId=1300003)		
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Figure	S2.	Calibra6on	of	HPLC	for	5mC.	
	

Standard	injec6on:	5mC		



Figure	S3.	miRNA-Bseq	workflow.	
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Figure	 S4.	 In-cell	 ELISA	 inves6ga6ng	 the	 siRNA-mediated	 down-
regula6on	 alida6on	 of	 Dicer,	 NSUN2,	 DNMT1/3A/3B	 and	
AGO1/2/3/4	

A	 B	

C	 D	

0.0	

1.5	

3.0	

Ct
rl	

siR
N
A	

siD
N
M
T1
	

siD
N
M
T3
A	

siD
N
M
T3
B	

DN
M
T1
	(a
.u
.)	

0.0	

1.5	

3.0	

DN
M
T3
A	
(a
.u
.)	

0.0	

1.5	

3.0	

DN
M
T3
B	
(a
.u
.)	

0	

3	

6	

9	

12	

AG
O
4	
(a
.u
.)	

0.0	

1.5	

3.0	

4.5	

AG
O
3	
(a
.u
.)	

0.0	

1.5	

AG
O
2	
(a
.u
.)	

0.0	

1.5	

3.0	

Ct
rl	

siR
N
A	

siA
GO

1	

siA
GO

2	

siA
GO

3	

siA
GO

4	

AG
O
1	
(a
.u
.)	

0	

1	

2	

3	

siR
N
A-
A	

siR
N
A-
N
SU

N
2	

	N
SU

N
2	
ex
pr
es
sio

n	
(a
.u
)		

0	

3	

6	

9	

siR
N
A-
A	

siR
N
A-
Di
ce
r	

Di
ce
r	e

xp
re
ss
io
n	
(a
.u
)		



Co-immunoprecipita6on	

AnKbody		 C-
	

AG
O
4	

C-
	

AG
O
4	

C-
	

DN
M
T3
A	

C-
	

DN
M
T3
A	

IgG	 αAGO4
1-164	 IgG	 αAGO4

1-164	

DNMT3A	
AGO4	

Figure	S5.	Original	image	of	co-immunoprecipita6on	experiments.	

Original	image	from	ChemiDoc	(BioRad	France)	



DA
PI
	D
N
M
T3
A	

(A
M
#3
92
06
/s
c-
20
70
3)
	

DA
PI
	A
G
O
4	

(A
b8

50
77
/A

M
39
85
5)
	

DA
PI
	D
N
M
T3
A	

(s
c-
20
70
3/
Ø
)	

DA
PI
	A
G
O
4	

(A
M
39
85
5/
Ø
)	

A	 B	

D	 E	

Figure	S6.	Valida6on	of	an6bodies	used	in	P-LISA	experiments.	
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Original	images	from	ChemiDoc	(BioRad	France)	
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Figure	S7.	Original	images	of	pull-down	experiments.	



Figure	 S8.	 Impact	 of	
siDNMT3A	 or	 AGO4	
and	 αAGO41-164	 on	
the	miR-Array	
profile	
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Figure	S9.	Dot	blot	illustra6ng	the	impact	of	the	siRNA-mediated	
invalida6on	of	DNMT3A	and	AGO4	and	the	use	of	the	aAGO41-164	
an6body	on	the	global	level	of	cytosine-methyla6on	of	miRNA.		
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Figure	S10.	Correla6on	between	the	level	of	DNMT3A/AGO4	
interac6ons	and	the	global	level	of	cytosine-methyla6on	of	miRNA	
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Figure	 S11.	 Illustra6on	 of	 the	 he	miR-181a	 binding	 site	 in	 the	
3’UTR	 of	 Bim	 and	 the	 miRNA-181a	 mutant	 or	 methylated	
sequences.	



Figure	S12.	Western	blot	and	RT-qPCR	inves6ga6ng	the	effect	of	
miRNA-181a-5p	on	BIM	expression	at	protein	and	mRNA	levels.	
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Figure	S13.	Valida6on	of	5methylcytosine	(5mC)	an6bodies	
used	in	our	study.		
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5mC	in	miRNA-451a	(a.u.)	

r=-0.4264;	p=0.01495	
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Figure	S14:	The	presence	of	5mC	in	miRNA-451a	abolishes	its	
func6ons	



Figure	S14:	The	presence	of	5mC	in	miRNA-451a	abolishes	its	
func6ons	
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Figure	S15:	The	presence	of	5mC	in	miRNA-193a-5p	abolishes	its	
func6ons	
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Figure	S15:	The	presence	of	5mC	in	miRNA-193a-5p	abolishes	its	
func6ons	



Figure	S16.	
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