Variant Classification Variant Type SNV Class

wasrse wswee [ v -

Silent A I

Frame_shitt_e! [

T>C
Frame_shit_ins [ NS
-
Nonsense_Mutation I
DNP o6
In_Frame_Del >
In_Frame_Ins DEL C>A -
r T T T 1 r T T T T T 1 r T T 1
° ° ° & 3 ©
o 3
§ 0§ 0§ 8 §E8E8E 8 b
Variants per sample Variant Classification Top 10
Mean: 441.1 summary mutated genes
197¢
524 TN I o7
I OBSCN [ | 33%
Mucte [ 40%
131 I 349 KkmT20 [V 27%
FAT3 [ 27%
] RYR! R 27%
65 = 174 mucss Bl 27%
,,,,,,,,,,,,,,,,,, SYNE1 | 37%
Ir FLG I 37%
0 M T — 0 - PLEC EE27%
| e e—
e @ 8 8

1075

™

Mucie . .

~o N WEE [ | || ||
sver I. || I.- [ |
osson Il L | [ ||
DLGAP2 . . .
ars | 1 En ||
FAT‘. . ..
KMT2D -.

mucss ] B

Nava H BB B I

rec| N |

= [l N En

Fsipz B | N | [ ] |

ramzc I H

Mmuci2 . ....

Mmuci1e I .

PTPRS . L

TNXB

b R B St R

= Missense_Mutation = Nonsense_Mutation
Silent In_Frame_Del

= Frame_Shift_Del ~  Multi_Hit

= Frame_Shift_ins

3

3y
RN

8
*
L bl

388
B

8
2

8 N
X
.

E=g=R
] |

88
B

Supplementary Figure 2. Summary of mutational spectra (whole exome sequencing) in GC tissue samples. a Summary of

mutational spectra (whole exome sequencing) in GC tissue samples including variant classification, variant type, SNV class,

variants per sample, variants classification summary and top 10 mutated genes; b oncoplot of mutated genes in GC tissue

samples



