Table 5B. Variants of uncertain significance detected as the sole finding (full cohort, n=648)
	Gene
	DNA change
	Protein change
	Exon
	Variant type
	Individuals,
n

	BRCA2
	c.6412G>T
	p.(Val2138Phe)
	11
	Missense
	9

	BRCA2
	c.9976A>T
	p.(Lys3326Ter)
	27
	Stop-gain (low-penetrance/risk-modifying; see Section 4.5)
	6

	BRCA2
	c.2926_2927delinsAT
	p.(Ser976Ile)
	11
	Missense
	4

	BRCA2
	c.7504C>T
	p.(Arg2502Cys)
	15
	Missense
	3

	BRCA2
	c.5498A>G
	p.(Asn1833Ser)
	11
	Missense
	2

	BRCA2
	c.5153A>G
	p.(Asn1718Ser)
	11
	Missense
	2

	BRCA2
	c.7435+6G>A
	—
	Intron 14
	Intronic / splice-region
	2

	Additional unique BRCA2 VUS (16 distinct variants)
	—
	—
	Various
	Predominantly missense
	16

	Additional unique BRCA1 VUS (11 distinct variants)
	—
	—
	Various
	Predominantly missense
	11


Total: 55 individuals across 34 distinct VUS (23 in BRCA2, 11 in BRCA1); 8.5% of the full 648-person cohort (95% CI, 6.6-10.9%).

