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Phylogenetic, population structure, and population demographic analyses reveal that Vicia sepium in Japan is native and not introduced
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Table S1 Primers used for amplification of rbcL and matK regions in cpDNA
	Region
	F/R
	Sequence 5'–3'
	Reference

	rbcL
	F
	ATGTCACCACAAACAGAGACTAAAGC
	Kress and Erickson (2007)

	
	R
	GTAAAATCAAGTCCACCRCG
	Kress et al. (2009)

	matK
	F
	CTTATAAAAATTTGCGATCAATTCATTC
	de Vere et al. 2012

	
	R
	CTCTTCTTCCTCTGTAAAGAATTCT
	de Vere et al. 2012
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Table S2 Used cpDNA sequences obtained from GenBank
	Accession No.
	
	

	rbcL
	matK
	Species
	Sample site

	JN893678
	JN896140
	Vicia sepium
	Glamorgan, UK

	JN891169
	JN894332
	Vicia sepium
	Glamorgan, UK

	JN893681
	JN896142
	Vicia sepium
	Cardiganshire, UK

	MG682352
	MG682352
	Vicia sepium
	Hunan, China

	NC_039595
	NC_039595
	Vicia sepium
	Hunan, China

	NC_027155
	NC_027155
	Vicia sativa
	USDA germplasm collection at Pullman, Washington
(Seed accession ID: 293436)





Table S3 Search range of parameters of population divergence models
	Model
	Parameter
	Distribution
	Lower
	Upper

	1
	NI0
	Log-uniform
	10
	1×105

	
	NH0
	Log-uniform
	10
	1×105

	
	NI1
	Log-uniform
	NI0
	1×105

	
	NH1
	Log-uniform
	NH0
	1×105

	
	NANC
	Log-uniform
	10
	1×106

	
	T1a
	Log-uniform
	150
	5000

	
	T2a
	Log-uniform
	5000
	1×105

	2
	NI0
	Log-uniform
	10
	1×105

	
	NH0
	Log-uniform
	10
	1×105

	
	NANC1
	Log-uniform
	NI0
	1×106

	
	NANC2
	Log-uniform
	10
	NANC1

	
	T1a
	Uniform
	50
	100

	
	T2a
	Log-uniform
	150
	1×105


a Unit of time parameters are generations ago. Two years per generation was assumed.



Table S4 Parameters of compared two population divergence models
	Parameter
	Model 1
	Model 2

	NP
	7
	6

	LL
	-3703
	-3715

	AIC
	17067
	17122

	NI0
	5708
	555

	NH0
	936
	151

	NI1
	42161
	–

	NH1
	64248
	–

	NANC1
	35254
	860902

	NANC2
	–
	18733

	T1 (ya)
	692
	196

	T2 (ya)
	32792
	95622


NP, number of parameters; LL, log-likelihood in log10 scale; AIC, Akaike's information criterion; N, effective population size; T, event time.
The best model was shown in bold.


Table S5 Maximum likelihood estimate (95 % confidence interval) of parameters in the best model (model 1)
	Parameter
	MLE (95 % CI)

	NI0
	5708 (3786–11454)

	NH0
	936 (714–1930)

	NI1
	42161 (33767–52177)

	NH1
	64248 (26910–80275)

	NANC1
	35254 (31515–39510)

	T1 (ya)
	692 (421–1014)

	T2 (ya)
	32792 (25309–38631)


N, effective population size; T, event time.



