Supplemental Table 1: Runs of Homozygosity in INF61 family case. F_RoH stands for inbreeding coefficient which indicates the proportion of genetic loci from which the offspring of consanguineous couples may have higher degrees of homozygosity (67). This value is calculated by measuring the length of runs of homozygosity within each chromosome greater than 5 mega bases as divided by the average total base pairs in the human genome. RoH=regions of homozygosity. F_RoH value greater than 0.0156 indicates closer degree of relationship between parents of offspring and more likely occurrence of homozygous variants (67).

	ID
	F_RoH
	Chromosomes with ROH

	INF61-1
	0.01179
	1, 8, 19

	INF61-2
	0.03562
	6, 11, 14, 26, 22

	INF61-3
	0.05099
	3, 7, 8, 10, 11, 16, 17, 22

	INF61-4
	0.03113
	1, 7, 10, 11




Supplemental Table 2: Clinical parameters and variant details of patient with identified single heterozygous DMC1 variant. Crypto= Cryptozoospermia; AZF del= Azoospermia factor deletion; Norm= Normal; Neg= Negative; AA= amino acid; Zygosity= Inheritance pattern of the variant; Het= Heterozygous; MAF= Minor allele frequency; P= Polyphen; F= phyloP; S= SIFT; T= MutationTaster; C= CADD; R= REVEL; A= SpliceAI; Del= deleterious. *Minor allele frequency (MAF) values are from gnomAD v4.1.0. 

	ID
	Phenotype
	Sperm conc. (mil/ml)
	Volume (ml)
	Karyotype
	AZF del
	DNA coding change
	Protein change (AA)
	Zygosity
	MAF*
	In silico predictions                          (P, F, S, T, D, C, R, A)

	P122
	Crypto
	0
	Norm
	46, XY
	Neg
	c.479A>G
	p.Asp160Gly
	Het
	0.000001240
	Del, 6.30, Del, Del, 0.998, 0.703, 0.96
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