n
o

§100

? 80
m Syn. o 60
m Nonsyn. ® 40

=]

IS

**

! Il
0 IIIIIlIIIIIIIIl-

I 5 ; ; IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

149 [l i
8% (]
BN B

N 8% | [l
I-I 16% IIIIIIII N m 0] I

6% I
D4% | | i
04% | | W o1

2 W 01 1 1M
I 2% I ] [}
4%

[ RERANNE
I I 36 |1 [ |
Il 5% | II

Mo I 1 |l | JUl AR TR T T | i1
L1 RSN T 1 | T LA TR R T - T
[ REANI i1 L I At R
4% | I I I [Afud I 1
II6°;0 I II LI III IIII (AR T T
1% O A A I AR il
II/III (MM A I T A W R I
2o TUEAITLT 10T | (AR l mull 11
II1 °oI [ 1 M I (LUK I I A 1 B 1111
BN 8% |l [l (] [ L T OB o ARy 7
- . 24%III Wewee pweworn e mwr ot W Mmoo n o wmgr u
5% |l I I [ Al I I
He% |l I AT, Ll AT (]
I_I_I'._|24% (N L T LTI L R 1]
200 150 100 50 O

# mutations

Sl

A

indel+null
A:T_transversion
A:T_transition
other_C:G_transversion
other_C:G_transition
CpG_transversion
CpG_transition
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B Missense
I Splice site
B Nonsense

BRAF
NRAS
CDKN2A
PTEN
TP53
PPP6C
DSG1
LCE1B
IL32
EIF2B1
OR51S1
TCEB3C
MS4A2
LRRC4C
DNAH7
PPIAL4AG
AOAH
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TCHHLA1
TSGA13
GPR141
B2M
MPP7
CYP4z1
GK2
LRTM1
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SCN5A
RBM11
AMHR2
PREX2
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@ Frame shift
O In frame indel
@ Other non syn.
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