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[bookmark: _Hlk218699356]Figure S1. Correlation of PlasmaSeq assay with plasma-based testing (BEAMing) of RAS mutation



Table S1. Discordant cases of RAS mutational status
	Sample No.
	Plasma-based testing
(BEAMing)
	PlasmaSeq assay

	
	Result
	Codon
	MAF
	Result
	AAchange
	MAF

	FP-1
	WT
	WT
	N/A
	MT
	NRAS A146T
	0.08%

	FP-2
	WT
	WT
	N/A
	MT
	NRAS A146T
	0.09%

	FP-3
	WT
	WT
	N/A
	MT
	KRAS A59G
	0.10%

	FN-1
	MT
	NRAS Codon 61
	0.08%
	WT
	WT
	N/A

	FN-2
	MT
	KRAS Codon 61
	0.02%
	WT
	WT
	N/A

	FN-3
	MT
	KRAS Codon 61
	0.05%
	WT
	WT
	N/A

	FN-4
	MT
	NRAS Codon 61
	0.05%
	WT
	WT
	N/A

	FN-5
	MT
	KRAS Codon 12
	0.02%
	WT
	WT
	N/A

	
	
	KRAS Codon 61
	0.02%
	
	
	

	FN-6
	MT
	NRAS Codon 61
	0.03%
	WT
	WT
	N/A

	FN-7
	MT
	KRAS Codon 12
	0.01%
	WT
	WT
	N/A

	FN-8
	MT
	NRAS Codon 61
	0.01%
	WT
	WT
	N/A


MT: mutant; WT: wild-type; MAF: mutant allele frequency.

Table S2. Discordant cases of BRAF V600E mutational status
	Patient No.
	Tissue-based testing
	PlasmaSeq assay
	Plasma NGS assay
	Metastatic site
(Longest diameter
, number of lesions)
	Sample collection interval from archived tissue to plasma (months)

	
	BRAFV600E
	BRAFV600E (MAF)
	BRAFV600E (MAF)
	Other Genes
(MAF)
	
	

	FN-1
	MT
	WT
	WT
	WT
	Peritoneum (15.6 mm, 5)
	3.6

	FN-2
	MT
	WT
	WT
	WT
	Peritoneum (16 mm, 1)
	4.2

	FN-3
	MT
	WT
	N/A*
	Peritoneum (17 mm, ≥ 1), Lung (8 mm, 4)
	13.6

	FN-4
	MT
	WT
	WT
	WT
	Peritoneum (21 mm, 1), Lung (8 mm, 1)
	18.8

	FN-5
	MT
	WT
	N/A**
	Peritoneum (10 mm, 4),
Lymph nodes (14 mm, 1)
	16.8

	FN-6
	MT
	WT
	WT
	WT
	Lung (23 mm, 2),
Brain (13 mm, 1),
Meninges (15 mm, 1)
	N/A

	FN-7
	MT
	WT
	WT
	WT
	Peritoneum (30 mm, 2),
Lymph nodes (20 mm, 1)
	46.9

	FN-8
	MT
	WT
	WT
	APC
(1.14%)
	Peritoneum (42.6 mm, 1), Lung (17.9 mm, 22)
	71.4

	FP-1
	WT
	MT
(21.6%)
	MT
(24.7%)
	CTNNB1
(1.10%）
	Liver (19.1 mm, 3),
Lymph nodes (25.2 mm, 1)
	18.2


* Insufficient residual plasma.
** Unable to evaluate owing to insufficient depth
MT: mutant; WT: wild-type; NGS: next-generation sequencing; MAF: mutant allele frequency.

Table S3. Cases with potentially low ctDNA shedding based on metastatic site and burden in patients with tissue-based BRAF V600E mutation
	Comparison of Tissue and PlasmaSeq assay (patient No. of discordant case)
	Metastatic site
	Peritoneal metastasis
	Lung metastasis

	
	
	Longest diameter
	Longest diameter, number of lesions

	Concordance
	Peritoneum alone
	15 mm
	-

	Discordance (FN-1)
	Peritoneum alone
	15.6 mm
	-

	Discordance (FN-2)
	Peritoneum alone
	16 mm
	-

	Discordance (FN-3)
	Lung and Peritoneum
	17 mm
	8 mm, 4

	Discordance (FN-4)
	Lung and Peritoneum
	21 mm
	8 mm, 1
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