Table S2. Overall 32 populations used for comparison
	
	population
	code
	size
	Reference

	Northern Han (NH)
	Shannxi
	1
	53
	[1] 

	
	Qinghai
	2
	44
	[1]

	
	Neimeng
	3
	45
	[1]

	
	Xian
	4
	85
	[2]

	
	Liaoning
	5
	51
	[1]

	
	Gansu
	6
	45
	[1]

	Southern Han (SH)
	Zhejiang
	7
	61
	[1]

	
	Yunnan
	8
	59
	[1]

	
	Taiwan
	9
	66
	[3]

	
	Sichuan
	10
	70
	[1]

	
	Shanghai
	11
	56
	[1]

	
	Jiangxi
	12
	23
	[1]

	
	Jiangsu
	13
	67
	[1]

	
	Hunan
	14
	16
	[1]

	
	Guangxi
	15
	29
	[1]

	
	Fujian
	16
	54
	[1]

	
	Changsha
	17
	82
	[2]

	
	Anhui
	18
	42
	[1]

	
	Guangdong
	19
	29
	[4]

	Northern Minorities (NM)
	Mogolian
	20
	48
	[5]

	
	Korean
	21
	48
	[5]

	
	Kazak
	22
	53
	[6]

	
	Ewenki
	23
	47
	[5]

	
	Tibetan
	24
	56
	[7]

	
	Uygur
	25
	47
	[6]

	Southern Minorities (SM)
	Yi
	26
	56
	[8]

	
	Tujia
	27
	96
	[7]

	
	Yao
	28
	395
	[8]

	
	Miao
	29
	142
	[8]

	
	Dai
	30
	38
	[4]

	
	Bai
	31
	55
	[7]

	
	Zhuang
	32
	83
	[4]
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