	Table 1: List of Cancer Genes in OBKI cells
	TP53
	KMT2D
	ALK
	SMAD2
	MAP2K1
	POLE
	TSC1
	PTPN11
	VHL
	TERC

	KRAS
	KMT2C
	ROS1
	TGFBR2
	MAP2K2
	POLD1
	TSC2
	JAK2
	HIF1A
	EGFR

	NRAS
	SETD2
	FGFR1
	RB1
	MAPK1
	BRCA1
	STK11
	STAT3
	PTCH1
	ERBB2

	HRAS
	IDH1
	FGFR2
	CDKN2A
	MAPK3
	BRCA2
	APC
	SPOP
	SMO
	ERBB3

	BRAF
	IDH2
	FGFR3
	CDK4
	FOXL2
	PALB2
	CTNNB1
	EIF1AX
	SUFU
	ERBB4

	PIK3CA
	GNAS
	KIT
	CDK6
	NTRK1
	ATM
	AXIN1
	SOX9
	KEAP1
	MET

	PIK3R1
	NOTCH1
	PDGFRA
	MDM2
	NTRK2
	ATRX
	SMAD4
	PIK3CB
	NFE2L2
	RET

	PTEN
	NOTCH2
	PDGFRB
	MYC
	NTRK3
	CHEK2
	MTOR
	CDH1
	NF2
	TERT

	EIF4E
	CCND1
	CCNE1
	CCNB1
	RBM10
	CREBBP
	EP300
	H3F3B
	MSH6
	PMS2

	BAP1
	PBRM1
	ARID1A
	ARID2
	SMARCA4
	MSH2
	AKT1
	FBXW7
	NF1
	MYCN

	AKT1
	FBXW7
	NF1
	MYCN
	H3F3A
	MLH1
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Table 2: List of Kidney Cancer Genes in OBKI cells
	Gene
	Genomic coordinate (ref)
	cDNA (transcript)
	Protein change
	Variant type
	Read support (Allele Depths/Total Read Depth)
	Impact
	LOF prediction / Notes

	BAP1
	B1:20,999,439 (NC_018724.3)
	c.1847C>T (XM_023249464.1)
	p.Ala616Val
	missense_variant
	0,44 / 44
	MODERATE
	Missense   functional interpretation needed

	MET
	B1:136,688,111 (NC_018724.3)
	c.552delA (NM_001168696.1)
	p.Val185fs
	frameshift & splice_region_variant
	0,40 / 42
	HIGH
	LoF (LOF=(MET

	TSC2
	genomic coordinate not provided
	c.1698delG (XM_023247054.1)
	p.Leu567fs
	frameshift & splice_region_variant
	AD=0,46 / 46
	HIGH
	LoF (LOF confidence=1.00)

	EPAS1
	B2:68,486,034 (NC_018725.3)
	c.2046-2G>A (XM_023251650.1)
	(splice)
	splice_acceptor_variant
	0,38 / 38
	HIGH
	Splice variant; LOF flagged (0.50 confidence)

	TP53
	E1:2,542,139 (NC_018736.3)
	c.539-1G>T (NM_001009294.1)
	(splice)
	splice_acceptor_variant
	0,75 / 75
	HIGH
	LoF (LOF=(TP53




