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	Markers 
	in silico
	in vitro 
	in vivo

	1
	EPCAM 
	yes
	yes
	yes

	2
	FOLR1
	yes
	yes
	yes

	3
	PPIC 
	no
	yes
	yes

	4
	SLC34A2
	yes
	yes
	yes

	5
	WFDC2
	yes
	yes
	yes

	6
	KLK5
	no
	yes
	no

	7
	KLK6
	no
	yes
	no

	8
	MUC16
	yes
	yes
	no

	9
	MUC4
	no
	yes
	no

	10
	PRAME
	no
	yes
	no

	11
	SOX17
	yes
	yes
	no

	12
	TUSC3
	no
	yes
	no

	13
	BCAM 
	yes
	no
	no

	14
	CLDN3
	yes
	no
	no

	15
	ERCC1
	no
	no
	no

	16
	KRT19
	yes
	no
	no

	17
	KRT7
	yes
	no
	no

	18
	MAL2
	yes
	no
	no

	19
	MUC1
	yes
	no
	no

	20
	PRSS8
	no
	no
	no

	21
	SPON1
	yes
	no
	no

	
	
	
	
	




















Supplementary Information 3 Markers identified through the in silico analysis and literature review were further evaluated by RT-qPCR in ovarian cancer cell lines, healthy donor–derived WBCs, and CD-Prime FAST-Auto disc–captured cells. Nine genes exhibited detectable expression in WBCs, indicating high background levels, and were excluded from further analyses. The remaining 12 genes (EPCAM, PPIC, FOLR1, WFDC2, SLC34A2, KLK5, KLK6, MUC16, MUC4, PRAME, SOX17, and TUSC3), which were not expressed in WBCs, were identified as suitable ovarian cancer–specific markers for digital PCR and subsequently evaluated in clinical samples.
