Table S1. Genotypes of the pathogenic mutation site determined using MiSeq
	Sample
	Depth
	Base
	Allele（%）

	S2
	53
	A
	A(100.00)

	S5
	991
	G
	G(97.07), C(2.72), A(0.20)

	Male
	824
	AG
	T(0.12), G(71.24), C(1.21), A(27.43)

	Female
	1747
	GG
	T(0.06), G(97.14), C(2.80)

	B3
	1342
	GG
	G(97.32), C(2.53), A(0.15)

	B11
	908
	AG
	G(67.40), C(1.76), A(30.84)

	B12
	1207
	GG
	T(0.17), G(97.18), C(2.65)





