Supplementary Table 1. Associations between gene mutation types and proximal location or poor differentiation.
	
	Mutations in both KRAS and PIK3CA
	No or a single mutation in KRAS or PIK3CA 
	P value

	Proximal location
	61.9% (26/42)
	26.5% (81/225)
	<0.001

	Poor differentiation
	9.5% (4/42)
	7.2% (22/306)
	0.536






Supplementary Table 2. Univariate and multivariate analyses of combinatory statuses of KRAS and PIK3CA mutations regarding RFS of CRC patients.
	Parameter
	Univariate analysis
	Multivariate analysisa

	
	HR (95% CI)
	P value
	HR (95% CI)
	P value

	KRAS/PIK3CA wild type
	1
	
	1
	

	PIK3CA mutation alone
	1.453 (0.514-4.110)
	0.481
	1.983 (0.676-5.818)
	0.213

	KRAS mutation in exon 2
	1.594 (0.933-2.725)
	0.088
	1.907 (1.065-3.416)
	0.030

	Mutations in both KRAS exon 2 and PIK3CA
	0.650 (0.230-1.838)
	0.417
	0.688 (0.207-2.286)
	0.541

	KRAS mutation in exon 3 or 4
	0.652 (0.089-4.774)
	0.674
	0.724 (0.098-5.364)
	0.752

	Mutations in both KRAS exon 3 or 4 and PIK3CA
	1.020 (0.139-7.468)
	0.984
	0.678 (0.086-5.331)
	0.712


aAdjusted for tumor differentiation, lymphatic embolus, venous invasion, perineural invasion, T category, N category, and CD8 iTIL.




Supplementary Table 3. DNA sequences of the oligonucleotide primers and probe for RPPH1
	RPPH1
(reference)
	RPPH1-ddF
	GCGGATGCCTCCTTTGC

	
	RPPH1-ddR
	ACCTCACCTCAGCCATTGAACT

	
	RPPH1-HEX
	HEX-CTTGGAACAGACTCACGGCCAGCG-BHQ1






Supplementary Table 4. TaqMan assay ID numbers of eight gene probes and their amplicon lengths
	Gene
	Assay ID
	Amplicon Length (bp)

	ARID1A
	Hs05755290_cn
	73

	EGFR
	Hs07528418_cn
	70

	FGFR1
	Hs02882334_cn
	83

	KDM5B
	Hs02873911_cn
	78

	MYBL2
	Hs02640078_cn
	81

	MYC
	Hs02602824_cn
	87

	SALL4
	Hs04048992_cn
	76

	SETDB1
	Hs01643975_cn
	78




