
Table S4 Fisher’s exact test for haplotype (near-) matching analysis.
	Distance to the haplotype*
	Sample number
	2-tail P-value 

(Fisher’s exact test)

	
	MSEA
	ISEA
	

	0
	18
	11
	0.303

	1
	20
	14
	0.439

	2
	8
	7
	1.000

	3
	2
	9
	0.057

	>3
	11
	17
	0.303

	0+1
	38
	25
	0.214

	0+1+2
	46
	32
	0.305

	3+(>3)
	13
	26
	0.067


Note: * the distance was recorded as number of mutation steps in Y-STRs (Table S3).


