Supplementary Table 1. Distribution of qualifying pathogenic or likely pathogenic HRR variants.
	Gene
	MANE Select transcript
	HGVS c.
	HGVS p.
	Consequence
	ClinVar classification
	Review stars

	BRCA1
	NM_007294.4
	c.68_69del
	p.Glu23ValfsTer17
	Frameshift
	Pathogenic
	2

	BRCA1
	NM_007294.4
	c.5266dup
	p.Gln1756ProfsTer74
	Frameshift
	Pathogenic
	2

	BRCA2
	NM_000059.4
	c.5946del
	p.Ser1982ArgfsTer22
	Frameshift
	Pathogenic
	2

	BRIP1
	NM_032043.3
	c.2392C>T
	p.Arg798Ter
	Stop gained/nonsense
	Pathogenic/likely pathogenic
	2

	PALB2
	NM_024675.4
	c.3362del
	p.Gly1121ValfsTer3
	Frameshift
	Likely pathogenic
	3

	RAD51C
	NM_058216.3
	c.905-2_905-1del
	—
	Splice-acceptor variant
	Pathogenic/likely pathogenic
	2

	RAD51D
	NM_002878.4
	c.556C>T
	p.Arg186Ter
	Stop gained/nonsense
	Pathogenic/likely pathogenic
	2
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