A. Discovery

CE validation tumor samples

CE validation normal samples
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A
[l
I Il
II
3050 3100 3050 3100
FRRRR DR i iiiiening
G. G A8 GAGT TCCTTTCT
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CGCAGGTACCGTGCG
195 200 205
9 + 21970971 G/IC CDKN2A 0oT32_T G/IC 0T32_B G/G
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I I
[
|
9 + 21971110 T/C CDKN2A OT21_T T/C OT21_B T/T
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GCCACTCGGGCGCTG
405 410 415
9 + 21971186 G/A CDEKN2A OT38_T G/A OT38_N G/G
I
i
|
4900 450
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X + 31676141 -TT DMD OT43_T -TT OT43_B /-
X + 32519888 CC/l- DMD OT27_T cc/ee OT27_B cc/iee
200 70 zaw 230
1 1 |} 1
TGTCCTCAGACACGG
195 200 205
4 + 187532672 C/T FAT1 OT44_T C/T OT44_B c/C
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A. Discovery

1 1
e
TGCTCR TT TGCTCG T
140 145 140 145
4 187539951 G/A FAT1 OT44_T G/A 0T44_B G/IG
mowen Amgln
GTCGARAGCCGYCM
210 215 220
4 187549359 G/IC FAT1 0T24_T Noisy data 0T24_B Noisy data
|
f
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1 al 1 s Tual 1
GGGACCRGRAS G ACCR GR
145 150 40 145 1
6 29910716 C/IG HLA-A OT8_T cm OT8_B Cc/T
|
Ei = e
EREWTETE
155 160
6 29910730 T/C HLA-A OT8_T T/C OT8_B T/C
6 29911239 T/C HLA-A OT49_T T OT49_N T/T
6 29911240 T/IA HLA-A OT49_T /T 0OT49_N T
e
6 29911243 G/C HLA-A OT49_T G/IG OT49_N G/G
]
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TGGACTCCATCGAGTCGCCT TGG ACTCCATCGAG
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13 111366562 CCATCGAGTCC/- ING1 OT42_T gg‘:TCGAG‘T 0T42_B ?CATCGAGTCC/ [l
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A. Discovery

10602439 C/T KEAP1 C/T 0OT42_B c/C
[RINRRT R R
CT. GG /C
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49448728 AT glLLZ KMT2 AT OT51_N A/A
'
[
|
oo 17 100
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TACT GGGCTC WTACTGGGCT
240 245 240 245
178096452 G/A NFE2L2 G/A OT55_B G/G
178096453 G/A NFE2L2 G/A OT55_B G/G
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I in e ek
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CECAGT TGYABY 00 05
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139413180 -/GCAGTT NOTCHI1 -/GCAGTT OT32_B /-
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A. Discovery

YT TRTERT
IATCTCGGCG
195 200
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TTCCAT T TGCACAGGG TTGCACAGGE ATGAGACAGGC
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120572547 T/C NOTCH2 | OT21.T T/C OT21_B TIC
i T
GCCGCGGACACT BCCGCGEG ACABG O
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120611964 G/IC NOTCH2 OT33_T GIG OT33_B Noisy data
i
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228464276 T/C OBSCN OT27_T T/C 0OT27_B T/C
fnpptnnana
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160 165 5 160
228564884 G/A OBSCN OT2_T G/A OT2_N G/A
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GATCAWCTTT
70 75
178942592 T/IA PIK3CA OT11_T T/IA OT11_B TT
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A. Discovery

recidfrcrta
197

3 178952085 A/G PIK3CA OT27_T A/G 0T27_B A/A
TITIIreT
GCTGECTC
o 205 2 200 205
5 86564738 | GACTCTCTGGATG/- RASA1 0T32_T Noisy data 0T32_B Noisy data ' ﬂ
‘\
50 w0
LLELEN ] ] 1 1 1
TCACTATCG TCACTATCG
205 240 235 240
5 86648996 T/IA RASA1 0T42_T T/IA OT42_B T/T
CAGTGTTG/C CAGTGTTG/CA
5 86649056 CAGTGTTG/- RASA1 OT55_T AGTGTT OT55_B GTGTT
550 3600 3650 3700 37S0 300
5 86672329 C/T RASA1 OT11_T CT OT11.B c/ic
I |
‘l" Il I
i |
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NNLIL AN e atas
CACTG ATAT TAKT GGC
w0 235 240
5 86681151 -/ATATT RASA1 OT44_T -/ATATT OT44_B -/ATATT
10 enananll mnnn
TTGATCTTAAT TTGATCTT
20 215 0520 2
6 80745035 C/IG TTK OT53_T C/IG OT53_N c/ic
1 T T i 1 T
CTCCACCACCE CCACEGCCACCE CCACE G TCCAGGAGCG GCAGGG GO
100 105 110 115 120 125 100 105 110 11§
21 44513283 CCACCG/- U2AF1 OT43_T ggACCG/CCA OT43_B gCACCGICCAC
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A. Discovery

TTICAGARG
193

2 202136261 AGA/- CASP8 OT25_T AGA/- 0T25_B AGA/AGA
2 202141594 C/A CASP8 OT7_T c/iC OT7_B c/ie
TITATCCCGG. TATATCCC
a0 301
2 202149914 T/A CASP8 OT27_T T/A OT27_B T/T
Wi NI
2 202150039 Cc/T CASP8 OT44_T CIT 0OT44_B c/c : B
17 7574003 G/A TP53 OT27_T G/A 0T27_B G/G
Ilide anila
GAAGYGCTOA
150 155
17 7574017 Cc/T TP53 OT42_T C/T 0T42_B c/ic
Noisy data
e 1CCChGGACAG
17 7577105 G/A TP53 OT12_T G/A OT12_B G/IG
mnrpn_nnnn 1 1
CAY GCAGC CACGCACCT
ars 380 H 380 385 3
17 7577120 C/T TP53 OT1_T CIT OT1_N c/c

800 4550 4600
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A. Discovery

Al
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17 7577498 C/A TP53 OT51_T C/A OT51_N Noisy data
Tesateaa 11, an. an.nTae
GGTGAGG/T GGE GETHAGGAT GGG
85 %0 e % o5
17 7577528 G- TP53 OT37_T G/- OT37_N GIG
1050 1100 1150 0100 1s0 12
. 1 Y
GG/TBEGCCT!
y e
17 7577533  |-/GGCCTCCGGTTCAT TP53 OT46_T Noisy data 0T46_B Noisy data
30 M50 1200
[ AT
CeTees 6T Te
o0 105 1
17 7577539 G/A TP53 OT27_T G/A OT27_B G/G
e TTACACATGTAGT T
14
17 7577570 C/T TP53 OT9_T CIT 0OT9_B C/T
TRTITIIN T T T
TAGTTGTAGKGGATC TAGTTGTAGTGGATGGT
140 145 150 140 145 150
17 7577580 GTA/- TP53 OT50_T GTA/- OT50_N GTA/GTA
T
CTCAK AG G
5 30
17 7578190 T/IG TP53 OT18_T T/IG OT18_N T/T
I
Ly
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0 e 40 A RARRA N
STAT T CGARAAE
53
17 7578211 C/A TP53 OT24_T C/A 0T24_B c/C
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A. Discovery

Tercfaiiec
5

TETCE @
as

17 7578212 G/A TP53 OT6_T G/A OT6_N GIG
CTCACTGATIGEIC: CTCACIGATT
351 361
17 7578395 G/A TP53 0T23_T GIG 0T23_B GIG
17 7578406 C/T TP53 0OT25_T C/T 0T25_B c/ic
2950
17 7578463 -/A TP53 OT11_T -/A OT11_B /-
€€ CCCEECCEEE
181
17 7578475 G/A TP53 OT55_T G/A 0OT55_B GIG
CAG TTGEC CAGTTGECA,
an 81
17 7578524 G/A TP53 oT22_T G/A OT22_ N G/G
17 7578532 AG TP53 OT40_T AG OT44_B A/A
n ]
TCT GGRAAGGL
£ 95
17 7579391 G/A TP53 OT54_T G/A OT54_N G/G
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B. Validation

Chr Strand Position Allele Symbol Sample Change Picture
[ ] - - mEn
E: TK A C
105 110
17 + 7579406 GIT TP53 oT98 % N
el _unn
CGSGGG
175
17 + 7579476 G/C TP53 oT98 ac [
luglunlnn
LACGCGGGEC
175 18
17 + 7579472 G/IC TP53 0T105 G/C Zm0 2=
funl .0
CACGS GG
o 175
17 + 7579476 G/C TP53 0T66 Gic |0 Ao
LU N
GTG TGN
5 0
17 + 7577517 AC TP53 oT66 AC
17 + 7579476 G/C TP53 OT86 G/C
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B. Validation

tae_nnal
CCAYACT
40 .
(
17 7578203 C/T TP53 OT86 C/T s sl
LR} LR}
TAGGKCT G
5 240
17 7579851 G/T TP53 oT87 G/T
17 7579472 a/C TP53 0T106 G/C 2100 2150
ninl_wnn
CACRCAC
370 3
|
17 7577121 G/A TP53 0T90 G/A 4500 4550
[
GGWGCT G
75 180
17 7579841 T/A TP53 0T99 /A [2t00 2150
" -
TAGKATC'
260 288
ALl
17 7579891 G/T TP53 0T99 G/T 3100 3150
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B. Validation

fngn_nnneilnlg
CANY cCTC
0] 375 380
17 7577120 C/T TP53 0T60 C/T
|
|
17 7579472 G/C TP53 OT60 G/C 2100 2150
il L] amn
STAGKGGATE
140 145
17 7577583 G/T TP53 0T89 G/T
17 7579472 G/C TP53 OT107 G/C 2100 2150
Telgl _0mn
3ACGS GGG
0 175
17 7579472 G/C TP53 OT70 G/C 2100 2150
[Tl
CGC GG
o 185
\
|
17 7579472 G/C TP53 OT94 G/C ._asa
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B. Validation

17 7579472 G/C TP53 o193 G/C
f

17 7579472 G/C TP53 0T96 G/c |0 20
LN |
TAGGKCT
5 240

17 7579851 G/C TP53 0T102 G/C
\.

17 7579472 G/C TP53 0T102 G/C 2100 2150
L ] - am an
GGTR AGG/TC

90 95

17 7577525 G/A TP53 0T102 G/A [P0 Moo mEo
-0 sllnmun
CGGMTCCTCCA
90 295 300

17 7579904 C/A TP53 0T102 C/A
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B. Validation

(X "
GKGKATG
150 18

17 7577582 G TP53 0T102 /G
17 7577584 GIT TP53 OT102 G/T
17 7579472 G/C TP53 0T109 G/C 2100 2150
i
CACGSESGGGH
0 175
17 7579472 G/C TP53 0T101 G/C 2100 _2150
ITRIT
CGS GGGG
175 180
17 7579472 G/C TP53 0T74 Gic  [fre.Ee
an smals
TCYAGTGT
75 80
17 7577510 o TP53 OT111 crr
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B. Validation
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7577035

T/C

TP53

OT111

I
CCYGGEGG

290 29

TC 3650 3600

17

7577525

G/A

TP53

OT111

1150

G/A [ 1100

17

7577582

G/A

TP53

OT111

[ -1
GK GK AT GG1
150 155

G/A

17

7577584

G/T

TP53

OT111

[ ] LR
GK GK AT GG1
150 185

G/T

17

7579472

G/C

TP53

0Té3

B _nignanl
INCGS GGGG AMGE

175 180 1

G/C 2100 2150 2200

17

7579472

G/C

TP53

OT79

) -
GE GG

n
o}
175

el

G/C 2100 2150
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B. Validation

BEnl_I0onal
CACGS GG GG AG
180 185
17 7579472 ac TP53 OT113 G/c |20 210 2200
i
c
|
17 7579472 G/C TP53 OT60 G/C 2100 2150 2200
fTdn_nmpsingn
CAYGCACCTC
70 ar5 380
17 7577120 C/T TP53 OT60 C/T 4500 4550 4600
TENITLILLE
GCCYTTGTGT G
460 465 &
2 202149698 Cc/T CASP8 OTé66 c/T 5600 5650 5700
TN
GCCYTTGTGTG
460 465 a7l
2 202149698 C/T CASPS8 OT66 c/T
I
a b
f I
I\ I\
| |
| |V
2 202136293 A/C CASP8 OT86 A/C 2700 2750 2600
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B. Validation

nnnliinnl
iCCTCATCCG
o 235
202149696 C/T CASP8 oT87 C/T
202149696 c/T CASP8 OT106 C/T
(LR e
GGGEGCT TG
585 590
202149583 -IG CASP8 0Té60 -IG oS¢ 7100
86672225 A/C RASA OTé64 A/IC
o= e omel
AGY TG '
75 a
86672228 T/C RASA 0T90 T/C
86648981 G/A RASA OT76 G/A
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B. Validation

wl wlw
GCMT T GGE
220 225
86648975 A/C RASA 0T102 AIC
86648981 G/A RASA OT110 G/A 2700 2750
I _allaw
CAMTG/TTHL
200
86681147 A/C RASA OT57 A/C
8668141 A/C RASA 07176 AlC 2650 2700
LN LLER}
STGAKATT
235 241
8668151 G/T RASA OT76 G/T 2500 2850
TGCRG c
255 260
Jn'
8668172 G/A RASA 0T76 G/A 3050 00
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B. Validation

0l walams
CTTCSGCGGC
135 140
21970915 G/C CDKN2A oT62 G/C
21970940 C/T CDKN2A 0T62 C/T
a._ 11
H GYCCTCC
315 320
21971095 C/T CDKN2A 0oT62 C/T o 0o
ven lTomms
IACY¥TGAGG
125 130
21970903 C/T CDKN2A 0oT65 C/T
man (AR ERRR]
TTCSGCGGCAT
140 145
21970915 G/C CDKN2A 0T65 G/C 1650 1m0 170
CGGKCATGG
155 160
21970930 G/T CDKN2A 0T65 G/T
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B. Validation

3TTACY

165

21970940 C/T CDKN2A 0T65 cr
21970914 G/C CDKN2A oTe67 G/C 1650 1700
ol wallags
TCSGCGGL
140 145
|
Il
i
|
21970915 C/G CDKN2A OT75 C/G 1650 170
CACY TG AG
125 130
21970900 CT CDKNZ2A OT77 CT
21970910 C/G CDKN2A OT77 c/G
“im aoaw
{CGGKCATG
155 160
I
l
21970930 G/T CDKN2A OT77 G/T 1850 1900
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B. Validation

21970940

C/T

CDKN2A

OT77

.
3
0

LY
T TACY
165

C/T

21970947

G/T

CDKN2A

OT77

G/T o 200 2150

21970986

CDKN2A

OT77

fe m. mw .
IGTCOWGG C
310 315

AT 3700 3750

21970915

G/C

CDKN2A

OT78

L]
TCSGCGGH
140 145

G/C

21970914

G/C

CDKN2A

0T82

TCSGCGG
140 14

G/C 1650 1700

21970914

G/C

CDKN2A

0T91

TCEGCGGL
140 e

G/C
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B. Validation

ITGKTGCCC
) 175 1
21970948 G/T CDKN2A 0191 G/T eai LTI
TTCSGCGGC
140 145
1650 1700
21970914 G/IC CDKN2A | OT103 GIC  |iwnm wan.
"TCSGCGC
140 1<
21970914 G/C CDKN2A | OT102 G/C
M
4050
21971111 G/A CDKN2A 0T102 G/A ‘GTCOWGE LA GEE
310 315 320
lr
3700
21971085 AT CDKN2A | OT112 A/T
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B. Validation
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C. Frequency of changes

Gene

Frequency of changes

Discovery set

Discovery and Validation sets
(for >=5 frequency from
discovery set)

AJUBA
ANK3
CASP8
CDKNZ2A
DMD
FAT1
HLA-A
ING1
KEAP1
MLL2/KMT2D
NFE2L2
NOTCH1
NOTCH2
OBSCN
PIK3CA
RASA1
TP53
TTK
U2AF1

A A, ON BN DNNODONNOONNDN

W
S O D

6.90
16.47

10.71
34.78
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