o100 "
2 g0 i - ,\S,l’.'”'
= issense
B Syn. _S 60 1 B Splice site
B Nonsyn. © 40 B Nonsense
5 , 1
g 20 . I I
* [FREEEN S — R - & - Pl | .- A=
I I 7o T " APC
1 10% IINARIARNN KRTAP4-1
I 74 I I I TP53
| 28% | (1] ] MuUc4
T ANl 1 muni /] | PTEN
N 21% Wi il nm n 1 SMAD4
M 16% Il | i1 LN | 11 I CRIPAK
(N So PRI WL I um miim i fmmao KRAS
B10% 011 1T 1N i i OR6C76
24l 1THumuonmiLiI nn | mn n il FBXW?7
B 17% | i NEFH
1% ORAI1
110% LN 1| L L 11 n i C170rf97
4% 101 LM 0 min 1 1 I | KRTAP10-7
I 9% GPRIN2
M 14% LI W LLLN nn m 1 VHL
NI 201 W WM mm niimm 1 (]| ni ] || PIK3CA
6% | | HLA-DQA1
6% | 111 | | i DEFB126
7% | | ESRRA
5% KRTAP5-2
l 10% ] DDHD1
| 4% | n 1 | VCX2
i 10% T 1 0 | ] 1 1 | | NRAS
7% | il 11 | | | TNFAIP6
6% s n i PRKRA
i 10% [ 1 1 n 1 I TCF7L2
Hex 11 |1 I | I KRT4
| 4% | TMEM37
| 2% LOR
Biocell 11 1 NN | 1 1 | MUC2
| 4% | | 111 TFAM
151 1 mmun 11 i 1 ni | CTNNB1
| 3% | LCE4A
| 4% KRTAP5-1
| 5% i | 11 | | TGIF1
2% 1muuin imn i || | RB1
16% | mii i 11 CASP5
| 3% | B3GNT6
M 10%000 1 mir 1 1 1 | | BRAF
| 3% CDC42EP1
i 8% 11 i1 | ni i FAM123B
| 3% | KRTAP9-8
| 6% [ 1 1 | i i | ALDH3B1
| 3% | | DLX2
[ I I I I 1 — 100
250 150 50 0 80
# mutations B
- 60 o
O indel+null - 40 °
O A:T_transversion
O A:T_transition ~ 20
O other_C:G_transversion
O other_C:G_transition -0
B CpG_transversion
B CpG_transition

O Frame shift
O In frame indel
B Other non syn.

I
05 20 35
-log10(g-value)



