
TSHR (7 %)
TET2 (7 %)
RPA1 (7 %)

GNAS (7 %)
GNA11 (7 %)

CIC (7 %)
BRIP1 (7 %)

BRCA1 (7 %)
DICER1 (8 %)
BRAF (20 %)

ALK (20 %)
RET (40 %)

A
W

N
W

S
W

K
H

M
Y

1Y

M
H

5L
K

7

P
−

00
05

55
6−

T
01
−

IM
5

8D
M

9S
2

6A
N

H
9R

1F
B

E
Q

6

6N
C

M
H

2

R
H

8W
U

U

G
L2

5J
1

LT
C

52
0

N
9E

25
R

7E
A

S
R

N

2S
LR

C
N

M
9N

B
4A

Not tested

Wild Type

Fusion/Rearrangement

Frame shift, nonsense, splice site

Missense

MAPK signalling pathway (20 %)
PI3K/AKT signalling pathway (0 %)

WNT signalling pathway (0 %)
Hedgehog signalling pathway (0 %)

Notch signalling pathway (0 %)
Tumor suppressor genes (0 %)

Cell cycle (0 %)
Immune evasion (0 %)

SWI/SNF (0 %)
Histone modification (0 %)

DNA methylation (7 %)
DNA mistmatch repair (0 %)

DNA base excision repair (0 %)
DNA double strand break repair (7 %)

0.0

0.5

1.0

1.5

2.0

# 
ge

ne
tic

 
al

te
ra

tio
ns

Supplementary Figure 3. Gene�c altera�ons in pediatric papillary thyroid cancer.
Percentage of tumors with affected gene or pathway is shown in parentheses on the le�. 
Number of gene�c altera�ons per tumor is shown on the top.


