Supplementary Datal: The prevalence of copy number alterations for the 12 pathways
associated with 5-FU sensitivity among the 91 high-risk samples.

Pathway Cell cycle ::;;hll:;t ?i,::laling . g:siling Pyrimid?ne DNA . Mismatch Base.excision NUFI?Otide . izllleiz:;essmn :'E:é::tor
pathway  pathway adhesion pathway metabolism replication repair repair excision repair (CAMS) interaction
No. of Sample 80 79 78 78 74 74 65 61 49 62 23 0
Frequency 87.91% 86.81% 85.71% 85.71% 81.32% 81.32% 71.43% 67.03% 53.85% 68.13% 25.28% 0.00%
No. of pathway 17 29 23 13 23 5 2 3 3 3 1 0
TCGA-A6-4105 7 14 11 6 14 0 0 1 0 2 1 0
TCGA-F4-6463 4 4 & 1 & 0 1 0 1 0 0 0
TCGA-AA-3675 1 1 2 1 3 0 0 0 0 0 0 0
TCGA-DM-A1D7 8 15 10 8 11 3 0 1 1 1 0 0
TCGA-DM-A28C 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-G4-6310 9 11 11 7 12 4 2 2 1 1 0 0
TCGA-DM-A1D6 9 9 10 5 12 2 1 2 0 1 1 0
TCGA-F4-6459 8 12 9 7 10 3 2 2 1 1 0 0
TCGA-AD-6899 10 13 12 7 14 2 2 ] 1 2 0 0
TCGA-A6-2675 10 13 13 8 11 4 2 2 1 2 0 0
TCGA-DM-A1D9 9 14 12 7 13 4 2 & 1 2 0 0
TCGA-A6-5664 2 1 0 1 0 3 0 0 0 0 0 0
TCGA-AB-A5ZU 8 12 13 6 14 4 2 2 2 2 0 0
TCGA-D5-6529 9 6 7 4 6 1 1 0 1 1 0 0
TCGA-A6-6649 5] 13 10 7 12 3 2 3 1 2 0 0
TCGA-A6-A566 2 5] 4 4 5 2 1 2 0 1 0 0
TCGA-D5-6536 6 9 12 6 14 4 1 2 1 2 0 0
TCGA-CA-5796 1 2 4 ] 5 2 1 2 0 1 0 0
TCGA-AG-A56B 12 16 16 8 17 5] 1 2 1 1 1 0
TCGA-CM-6172 7 6 7 5] 8 3 2 2 1 1 0 0
TCGA-A6-6654 13 24 17 10 21 5) 2 & 1 2 1 0
TCGA-F4-6854 6 12 11 9 12 3 1 B 0 2 0 0
TCGA-CK-4951 0 0 0 0 0 3 0 0 0 0 0 0
TCGA-G4-6321 0 0 0 0 0 3 0 0 0 0 0 0
TCGA-AZ-6605 12 17 16 8 18 2 2 3 1 2 1 0
TCGA-AA-3489 5] 5] 8 5 8 2 1 2 0 1 0 0
TCGA-CM-5348 6 10 8 6 9 3 2 2 1 1 0 0
TCGA-CM-6674 0 0 0 0 0 B 0 0 0 0 0 0
TCGA-F4-6460 14 23 19 11 21 4 2 3 0 3 1 0
TCGA-D5-6928 2 2 2 2 & 3 0 0 0 0 0 0
TCGA-D5-6932 13 22 16 8 16 1 1 1 1 2 1 0
TCGA-CM-5860 8 13 9 7 10 3 2 2 1 1 0 0
TCGA-D5-5537 & 6 4 3 8 1 0 1 0 1 0 0
TCGA-G4-6323 3 5 6 6 8 2 1 2 0 1 0 0
TCGA-WS-AB45 4 5 5 8] 5 2 2 2 1 1 0 0
TCGA-F4-6461 4 4 5] 1 2 1 0 0 1 0 0 0
TCGA-CM-5344 9 14 16 7 16 4 1 2 1 2 1 0
TCGA-CM-6168 5 6 7 4 8 2 2 2 1 1 0 0
TCGA-CM-4751 7 5 7 4 ) 2 2 2 1 1 0 0
TCGA-F4-6807 12 13 12 4 11 2 1 0 2 0 1 0
TCGA-CM-6165 5] 8] 8 5] 8 2 1 2 0 1 0 0
TCGA-CM-4743 0 0 0 0 0 3 0 0 0 0 0 0
TCGA-A6-6782 9 12 11 8 11 3 2 3 1 2 0 0
TCGA-AY-6196 9 18 15 10 17 3 2 3 0 3 0 0
TCGA-AA-A01P 0 0 0 0 0 B3] 0 0 0 0 0 0
TCGA-D5-6924 12 19 14 8 16 2 2 Bl 1 2 1 0
TCGA-G4-6293 2 & 6 4 8 2 1 2 0 1 0 0
TCGA-D5-6534 8 11 12 6 13 4 2 2 2 2 0 0
TCGA-AZ-4315 0 0 0 0 0 3 0 0 0 0 0 0
TCGA-DM-A282 & 1 2 1 & & 0 0 0 0 0 0
TCGA-CM-6680 4 0 2 1 0 3 0 0 0 0 0 0
TCGA-F4-6805 6 4 2 2 2 0 1 0 1 0 0 0
TCGA-G4-6322 8 10 11 4 9 1 0 0 1 0 1 0
TCGA-A6-6137 5] 5 4 1 4 0 1 0 1 0 0 0
TCGA-AA-3511 10 16 16 9 16 4 2 3 2 & 0 0
TCGA-A6-5660 13 15 14 8 16 4 2 2 0 1 1 0
TCGA-NH-A50V 4 6 6 4 8 0 0 1 0 1 0 0
TCGA-F4-6855 10 10 13 6 13 3 1 2 0 1 1 0
TCGA-D5-6926 11 15 14 8 12 5] 2 2 2 1 0 0
TCGA-AG-6141 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-A6-6651 9 15 14 6 15 1 0 1 0 2 1 0
TCGA-G4-6627 8 9 8 5 9 2 2 2 1 1 0 0
TCGA-G4-6299 6 4 5 4 7 2 2 2 0 1 0 0
TCGA-F4-6703 5] 1 2 2 0 0 0 0 0 0 0 0
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TCGA-F4-6704
TCGA-DM-A0X9
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TCGA-G4-6298
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TCGA-D5-5541
TCGA-CA-6716
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TCGA-CM-6679
TCGA-A6-2685
TCGA-G4-6311
TCGA-D5-5539
TCGA-CM-6162
TCGA-CM-5349
TCGA-AA-3496
TCGA-D5-6539
TCGA-CM-6169
TCGA-AZ-5403
TCGA-G4-6302
TCGA-CA-6719
TCGA-D5-6922
TCGA-CA-6717
TCGA-D5-6541
TCGA-A6-6781
TCGA-DM-A28G
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Supplementary Data2: The prevalence of mutations for the 12 pathways associated with 5-
FU sensitivity among the 68 low-risk samples.

Cell
Pathway EeS::;or Focal. :Ig::;ﬁ;t adhesion DNA ) Pyrimid?ne S)i:siiion zgsiling Ras signaling Nuu.:lt_eotide ) Mismatch Cell cycle
interaction adhesion pathway molecules  replication metabolism repair pathway pathway excision repair repair
(CAMs)
No. of Sample 31 30 27 17 12 11 11 11 10 9 9 8
Frequency 45.59% 44.12% 39.71% 25.00% 17.65% 16.18% 16.18% 16.18% 14.71% 13.24% 13.24% 11.76%
No. of pathway gene 7 8 8 3 2 2 2 2 3 1 1 2
TCGA-A6-5657 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-AB-5661 2 3 3 2 0 0 0 0 1 0 0 1
TCGA-A6-5665 1 2 1 1 2 1 1 1 1 1 1 1
TCGA-AB6-5666 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-AB-5667 1 1 1 1 0 0 0 0 0 0 0 0
TCGA-A6-6140 0 0 0 0 0 1 0 0 0 0 0 0
TCGA-A6-6650 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-A6-6780 2 2 1 1 1 2 2 0 0 1 1 0
TCGA-AA-3492 2 1 3 0 1 1 0 1 2 0 0 2
TCGA-AA-3655 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-AA-3660 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-AA-3663 1 B 1 1 2 1 1 1 1 1 1 1
TCGA-AA-3697 1 2 1 1 0 0 0 1 0 0 0 0
TCGA-AA-3712 1 1 2 1 1 0 0 1 0 0 0 1
TCGA-AD-6888 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-AD-6889 8] 4 2 0 1 0 0 0 1 0 0 2
TCGA-AU-3779 0 0 0 1 0 0 0 0 0 0 0 0
TCGA-AY-6197 5 5 4 0 1 2 2 0 0 1 1 0
TCGA-AY-6386 1 0 0 0 0 0 0 1 0 0 0 0
TCGA-AZ-4615 2 1 2 1 0 0 1 0 0 0 0 0
TCGA-AZ-6598 1 2 1 1 2 1 1 0 0 1 1 1
TCGA-AZ-6601 4 B B 0 0 0 0 0 0 0 0 0
TCGA-CA-5797 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-CA-6718 1 2 1 0 0 0 0 0 0 0 0 0
TCGA-CK-4950 1 0 0 1 0 0 0 0 0 0 0 0
TCGA-CK-4952 0 0 0 0 0 0 0 0 1 0 0 0
TCGA-CK-5913 2 B 2 0 1 1 1 0 0 1 1 0
TCGA-CK-5914 0 0 0 0 0 0 0 0 1 0 0 0
TCGA-CM-5861 2 B 2 0 1 1 1 0 0 1 1 0
TCGA-CM-5863 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-CM-6164 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-CM-6677 1 1 1 0 0 0 0 0 0 0 0 0
TCGA-D5-5538 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-D5-5540 1 0 0 0 0 0 0 0 0 0 0 0
TCGA-D5-6531 0 0 0 0 0 0 0 1 0 0 0 0
TCGA-D5-6532 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-D5-6533 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-D5-6535 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-D5-6537 0 0 0 0 0 0 0 1 1 0 0 0
TCGA-D5-6538 0 1 0 0 0 0 0 0 0 0 0 0
TCGA-D5-6920 0 1 0 1 0 0 0 0 0 0 0 0
TCGA-D5-6927 1 0 0 0 1 1 1 0 0 1 1 0
TCGA-D5-6930 4 2 3 1 0 0 0 1 0 0 0 0
TCGA-D5-6931 1 1 1 1 0 0 0 0 0 0 0 0
TCGA-DM-A0XD 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-DM-AOXF 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-DM-A1D0 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-DM-A1D4 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-DM-A1DA 1 1 1 0 0 0 0 0 0 0 0 0
TCGA-DM-A1DB 1 1 1 1 0 0 0 0 0 0 0 0
TCGA-DM-A1HA 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-DM-A28E 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-DM-A28F 0 0 0 0 0 0 1 0 0 0 0 0
TCGA-DM-A28H 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-DM-A28K 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-DM-A28M 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-F4-6570 4 B B 0 0 0 0 2 1 0 0 0
TCGA-G4-6295 0 0 0 0 0 0 0 0 0 0 0 0
TCGA-G4-6304 0 0 0 0 0 0 0 0 0 0 0 0



0
0
2
0
2
3
2
1
0

TCGA-G4-6306
TCGA-G4-6307
TCGA-G4-6309
TCGA-G4-6317
TCGA-G4-6320
TCGA-G4-6586
TCGA-G4-6588
TCGA-G4-6625
TCGA-G4-6626




