
10%
8%
17%
12%
19%
21%
10%
12%
31%
10%
21%
15%
19%
10%
23%
27%
15%
8%
21%
35%
27%
27%
15%
19%
17%
12%
27%
31%
38%

200 150 100 50 0
# mutations

0.5 2.0 3.5

OR13C2
MDP1

NBPF15
ZNF80
TPRX1
ZNF285
FAM72B

KRTAP10-10
HLA-C
LCE1F
PIM1

KRTAP10-2
CCDC66
SOCS1
CRIPAK
HLA-A
BTG1
KLF2
DMKN

HLA-DRB5
PRAMEF1

BTG2
MYD88

KRTAP4-5
C11orf40
TMSB4X

B2M
ZNF880
IGLL5

-log10(q-value)

0

20

40

60

80

100

1
7
2

3
0
3

1
6
5

2
0
1

1
8
0

1
3
0

1
6
7

1
6
3

1
7
3

#
 m
u
ta
tio
n
s/
M
b

0

20

40

60

80

100

%

A
-G
R
-7
3
5
1
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-G
8
-6
3
2
4
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-G
8
-6
9
1
4
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-G
8
-6
3
2
5
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-G
8
-6
9
0
9
-0
1
A
-1
1
D
-2
2
1
0
-1
0

A
-F
A
-A
8
6
F
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-G
R
-7
3
5
3
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-F
F
-8
0
6
1
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-F
A
-8
6
9
3
-0
1
A
-1
1
D
-2
3
9
7
-1
0

A
-F
A
-A
8
2
F
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-F
F
-A
7
C
Q
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-F
F
-A
7
C
R
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-G
S
-A
9
T
T
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-R
Q
-A
6
8
N
-0
1
A
-1
1
D
-A
3
1
X
-1
0

A
-G
S
-A
9
T
Z
-0
1
A
-1
1
D
-A
3
8
X
-1
0

G
A
-F
F
-8
0
4
7
-0
1
A
-1
1
D
-2
2
1
0
-1
0

A
-G
S
-A
9
U
3
-0
1
A
-1
1
D
-A
3
8
X
-1
0

A
-G
S
-A
9
T
Q
-0
1
A
-1
1
D
-A
3
8
2
-1
0

G
A
-G
8
-6
9
0
7
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-F
F
-8
0
4
1
-0
1
A
-1
1
D
-2
2
1
0
-1
0

A
-F
A
-A
6
H
N
-0
1
A
-1
1
D
-A
3
1
X
-1
0

G
A
-G
8
-6
3
2
6
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-G
8
-6
9
0
6
-0
1
A
-1
1
D
-2
2
1
0
-1
0

A
-G
R
-A
4
D
4
-0
1
A
-1
1
D
-A
3
1
X
-1
0

A
-G
S
-A
9
T
U
-0
1
A
-1
1
D
-A
3
8
2
-1
0

G
A
-F
F
-8
0
4
3
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-F
F
-8
0
4
6
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-F
F
-8
0
6
2
-0
1
A
-1
1
D
-2
2
1
0
-1
0

A
-G
S
-A
9
T
V
-0
1
A
-1
1
D
-A
3
8
2
-1
0

-G
S
-A
9
T
W
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-R
Q
-A
6
JB
-0
1
A
-1
1
D
-A
3
1
X
-1
0

A
-G
S
-A
9
T
Y
-0
1
A
-1
1
D
-A
3
8
X
-1
0

A
-G
R
-A
4
D
9
-0
1
B
-1
1
D
-A
3
1
X
-1
0

A
-F
M
-8
0
0
0
-0
1
A
-1
1
D
-2
2
1
0
-1
0

G
A
-F
F
-8
0
4
2
-0
1
A
-1
1
D
-2
2
1
0
-1
0

A
-F
F
-A
7
C
W
-0
1
A
-1
1
D
-A
3
8
2
-1
0

-R
Q
-A
A
A
T
-0
1
A
-1
1
D
-A
3
8
X
-1
0

A
-F
F
-A
7
C
X
-0
1
A
-1
2
D
-A
3
8
2
-1
0

A
-F
A
-A
7
D
S
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-F
A
-A
7
Q
1
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-F
A
-A
4
X
K
-0
1
A
-1
1
D
-A
3
1
X
-1
0

A
-F
A
-A
6
H
O
-0
1
A
-1
1
D
-A
3
1
X
-1
0

A
-V
B
-A
8
Q
N
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-G
R
-A
4
D
6
-0
1
A
-1
1
D
-A
3
1
X
-1
0

A
-F
A
-A
4
B
B
-0
1
A
-1
1
D
-A
3
1
X
-1
0

A
-G
R
-A
4
D
5
-0
1
A
-1
1
D
-A
3
1
X
-1
0

A
-G
S
-A
9
T
X
-0
1
A
-1
1
D
-A
3
8
2
-1
0

A
-G
S
-A
9
U
4
-0
1
A
-1
1
D
-A
3
8
X
-1
0

Syn.
Non syn.

Syn.
Missense
Splice site
Nonsense

Frame shift
In frame indel
Other non syn.

indel+null
A:T_transversion
A:T_transition
other_C:G_transversion
other_C:G_transition
CpG_transversion
CpG_transition


