[bookmark: _Hlk172819337]Table S1 The PCR mixture components used in this study.
	Component
	Volume (concentration)

	Genomic DNA
	1.0 µl

	Primers
	0.5 µl (10uM)

	Mgcl2
	2.0 µl (25mM)

	dNTP
	0.5 µl (10mM)

	Tag Enzyme
	0.2 µl (5U/µl)

	10Buffer
	2.5 µl

	ddH2O
	17.8 µl

	Total
	25.0 µl





Table S2 The PCR programme used in this study.
	Procedure
	Treatment

	1
	Pre-denaturation at 94 ºC for 4 min

	2
	Denaturation at 94 ºC for 40 s

	3
	Annealing at Tm for 25 s

	4
	Extension at 72 ºC for 30 s

	5
	Repeating from procedure 2 to 4 for 30 cycles 

	6
	Extension at 72 ºC for 10 min





Table S3 Sample information used in this study.
	Taxon
	Sample code
	Sample number
	Location

	Panax bipinnatifidus
	KD1~4
	4
	Kangding, Sichuan, China

	
	GS1~3
	3
	Gongshan, Yunnan, China

	
	LD1~3
	3
	Yulong, Yunnan, China

	
	LJ1
	1
	Lijiang, Yunnan, China

	
	MX1~4
	4
	Maoxian, Sichuan, China

	
	CY1~3
	3
	Chayu, Xizang, China

	Panax vietnamensis
	LW1~2
	2
	North Laos

	
	JP1~5
	5
	Jinping, Yunnan, China

	
	LC1~2
	2
	Lüchun, Yunnan, China

	Panax wangianus
	KM1~3
	3
	E’mei Moutain, Sichuan

	
	TC1~4
	4
	Tengchong, Yunnan, China

	
	MGK1,3
	2
	Maguan, Yunnan, China

	
	DL1~4
	4
	Maguan, Yunnan, China

	
	HB1~3
	3
	Wufeng, Hubei, China

	
	HN1~4
	4
	Sangzhi, Hunan, China

	Panax zingiberensis
	JC1~3
	3
	Jiangcheng, Yunnan, China

	
	ZY1~3
	3
	Zhengyuan, Yunnan, China

	
	JG1~2
	2
	Jinggu, Yunnan, China

	
	MD1~3
	3
	North Burma

	
	NO1~3
	3
	Kunming Botanical Garden, Yunnan, China (cultivated)

	
	HP1
	1
	Puer, Yunnan, China

	
	MGK2
	1
	Maguan, Yunnan, China

	Panax japonicus
	PJ1~4
	4
	Japan

	Panax notoginseng
	N1~5
	5
	Wenshan, Yunnan, China

	Panax stipuleanatus
	S1~4
	4
	Pingbian, Yunnan, China



Table S4 The screening criteria for the SSRs primer design. 
	No.
	Screening criteria 

	1
	Locus should be pure SSR rather than compound SSR.

	2
	Locus primer was design based on less than three reads for consensus sequences.  

	3
	SSR markers are of high polymorphism among individuals.

	4
	Primer alignment score to the sequence is less than or equal to eight

	5
	The microsatellite motifs should have no hairpins (e.g., (AT)n).

	6
	The minimum primer target distance is 10 bp.

	7
	The target regions have no multiple microsatellites, nanosatellites, or homopolymers. 

	8
	The target regions have no transportable elements.

	9
	The blasting of target locus sequences against the nt database of NCBI should hit the related taxonomic groups. 



