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Table S1. Gene frequency differences amongst 69 Stage | and 12 Stage IlIA CRC specimens from
TCGA COAD-READ projects.

Table S2. Gene variants identified in TMB-H MSS CRC samples.

Figure S1. Oncoplot showing the most frequently mutated genes from non-hypermutators in TCGA
COAD-READ project compared with TMB-low CRC in this study.

Figure S2. Lollipop plot shows distributions of APC variants in hypermutated and non-hypermutated
TCGA COAD-READ cohorts.

Figure S3. Oncoplot of HRR genes in the ten hypermutators of TCGA COAD-READ cohort.
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Supplementary Figure S1. Oncoplot showing the most frequently mutated genes* from non-hypermutators in TCGA COAD-READ
project compared with TMB-low CRC in this study.
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*Considering mutation files of TCGA-COAD-READ projects were generated via WXS, we hereby focused on the subset of 409 genes on the lon AmpliSeq™
Comprehensive Cancer Panel in order to do meaningful comparison between our data and TCGA-COAD-READ data. These figures demonstrate observations

between our study and TCGA are mostly consistent.



Supplementary Figure S2. Lollipop plot shows distributions of APC variants in hypermutated and non-hypermutated TCGA COAD
READ cohorts
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Supplementary Figure S3. Oncoplot of HRR genes in the ten hypermutators of

TCGA COAD-READ cohort

Altered in 8 (80%) of 10 samples.

11096

0
ATM

ATR
RADS50

cox12 [
PTEN [

FANCA
BRCAZ

BRIF1
BARD1

=
FALB2

|
.
MRE11A
ranco2 I

BRCA1 .

RADSID
CHEK1
CHEK2

RAD51B

RADSIC

—

B <o

=)
o

60%
40%
40%

30%
30%
30%
20%
20%
20%
20%
20%
20%
10%
0%

0%

0%

0%

ajcc_patholagic_stage
MSI_status

B Frame_Shift Del In_Frame_Del ajcc_pathologic_stage MSI_status
® Frame_ Shift_Ins = Splice_Site = Stage | m MSS

® Missense_Mutation = Multi_Hit = Stage llIA Unknown
(]

Nonsense_Mutation



