[bookmark: _GoBack]Table S2: BPP delimited species and their posterior probabilities 
Mean posterior probabilities over two replicates of two seed values of BPP analysis with the parameters described in the text. Only the species with posterior probabilities higher than 1% are shown, except for the two last ones, which would correspond to species regrouping all the individuals from the var. rustica and smaragdina respectively.Origin codes (Morph x Sampling): Ruf, A.v. var. rufescens; Sma, A.v. var.smaragdina; Rus, A.v. var.rustica; Med, Mediterranean Sea; Enc, English Channel; Pcin, P.cinerea outgroup.
	Posterior Probability
	 Species

	0.8393
	RusMed+SmaMed+RusEnC+SmaEnC+RufEnC

	0.6519
	RufMed+Pcin

	0.3477
	RufMed+SmaEnC+Pcin

	0.1550
	Pcin

	0.0888
	SmaEnC+RufEnC

	0.0817
	RusMed+SmaMed+RusEnC

	0.0572
	SmaMed+SmaEnC=RufEnC

	0.0288
	SmaEnC

	0.0254
	RufEnC

	0.0202
	RusMed+SmaMed+RusEnC+RufEnC

	0.0164
	RusMed+SmaMed+RusEnC+SmaEnC

	0.0121
	RusEnC

	0.0117
	SmaMed

	0.0101
	RusMed+SmaMed+RufEnC

	...
	...

	0.0072
	RusMed+RusEnC

	0.0005
	SmaMed+SmaEnC






Supplementary Table 2: Identification of clonal and sexual genotypes in A.viridis var. rustica and smaragdina in Saint-Jean-Cap-Ferrat
Genclone analysis of the multilocus genotypes (MLG) obtained using three microsatellite loci (L19, L42 and L47). The probability of obtaining each MLG is computed from the allelic frequencies at each locus, assuming linkage equilibrium among loci and either panmixia or a systematic heterozygote deficiency (Fis) estimated from the data. The probability of obtaining these genotypes as many times as observed in the data assuming sexual repoduction  (i.e.  panmixia, either complete or Fis corrected) is then computed from this value. A given MLG was considered as clonal when the corrected probability of being obtained as many times as observed through sexual reproduction was inferior to 0,05 (MLG id. marked with *) or to 0,01 (MLG id. Marked with **)
	
	Loci
	
	
	
	
	
	
	
	
	

	L47
	L42
	L19
	MLG
	pgen
	pgen (fis)
	Nb ramets
	reencounter
	psex  reencounter
	psex (fis)  reencounter
	Morph

	108/109
	216/221
	296/308
	1**
	4.89E-006
	2.93E-006
	2
	1
	3.76E-004
	2.25E-004
	Rustica

	106/107
	216/221
	304/316
	2
	7.73E-006
	8.81E-006
	1
	0
	-
	-
	Smaragdina

	107/108
	216/220
	292/296
	3
	3.79E-006
	4.32E-006
	1
	0
	-
	-
	Rustica

	107/109
	216/221
	304/316
	4
	1.85E-004
	2.11E-004
	1
	0
	-
	-
	Smaragdina

	108/109
	215/216
	296/304
	5**
	1.21E-004
	1.38E-004
	8
	7
	9.13E-019
	2.29E-018
	Smaragdina

	108/109
	216/216
	300/308
	6**
	2.35E-003
	1.41E-003
	6
	5
	1.22E-006
	9.95E-008
	Rustica

	108/109
	216/219
	300/316
	7
	6.59E-004
	7.52E-004
	1
	0
	-
	-
	Rustica

	108/109
	216/221
	288/292
	8
	3.25E-005
	3.71E-005
	1
	0
	-
	-
	Smaragdina

	108/109
	216/221
	292/292
	9
	4.88E-005
	-5.28E-005
	1
	0
	-
	-
	Smaragdina

	108/109
	216/221
	296/304
	10
	8.78E-004
	1.00E-003
	1
	0
	-
	-
	Smaragdina

	108/109
	216/221
	296/308
	11
	1.70E-003
	1.94E-003
	1
	0
	-
	-
	Smaragdina

	108/109
	216/221
	304/304
	12
	7.81E-004
	4.56E-004
	1
	0
	-
	-
	Smaragdina

	108/109
	216/221
	304/308
	13
	3.02E-003
	3.45E-003
	1
	0
	-
	-
	Smaragdina

	108/109
	216/221
	304/316
	14**
	1.85E-003
	2.11E-003
	8
	7
	1.62E-010
	3.99E-010
	Smaragdina

	108/109
	216/221
	308/308
	15
	2.93E-003
	2.50E-003
	1
	0
	-
	-
	Smaragdina

	108/109
	217/221
	308/312
	16
	4.73E-005
	5.39E-005
	1
	0
	-
	-
	Smaragdina

	108/109
	218/223
	304/316
	17
	1.33E-006
	1.52E-006
	1
	0
	-
	-
	Smaragdina

	109/109
	216/216
	300/308
	18
	1.41E-003
	1.54E-003
	1
	0
	-
	-
	Rustica

	109/438
	216/220
	292/296
	19
	3.63E-005
	4.14E-005
	1
	0
	-
	-
	Rustica

	109/443
	216/219
	300/316
	20
	6.26E-004
	7.14E-004
	1
	0
	-
	-
	Rustica

	109/443
	216/221
	300/308
	21*
	2.69E-003
	3.07E-003
	3
	2
	1.86E-002
	2.37E-002
	Rustica

	109/443
	219/221
	308/316
	22
	7.82E-004
	8.92E-004
	1
	0
	-
	-
	Smaragdina

	111/111
	219/221
	308/316
	23
	3.43E-006
	4.27E-005
	1
	0
	-
	-
	Smaragdina

	121/443
	219/221
	308/316
	24
	3.26E-005
	3.72E-005
	1
	0
	-
	-
	Smaragdina

	122/443
	219/221
	308/316
	25
	3.26E-005
	3.72E-005
	1
	0
	-
	-
	Smaragdina

	438/438
	216/217
	308/308
	26**
	1.62E-004
	3.09E-004
	7
	6
	4.19E-015
	2.04E-013
	Rustica

	438/438
	216/220
	292/296
	27**
	1.21E-005
	3.10E-005
	4
	3
	1.30E-010
	2.17E-009
	Rustica

	438/438
	216/220
	300/316
	28
	9.59E-005
	2.45E-004
	1
	0
	-
	-
	Rustica

	438/438
	216/220
	308/320
	29
	1.39E-005
	3.55E-005
	1
	0
	-
	-
	Rustica

	443/443
	216/219
	300/316
	30
	2.48E-004
	5.78E-004
	1
	0
	-
	-
	Rustica

	443/443
	216/219
	304/316
	31
	2.64E-004
	6.17E-004
	1
	0
	-
	-
	Rustica

	443/443
	216/221
	300/308
	32*
	1.07E-003
	2.49E-003
	3
	2
	3.16E-003
	1.60E-002
	Rustica

	443/443
	217/221
	308/312
	33
	1.78E-005
	4.15E-005
	1
	0
	-
	-
	Smaragdina

	443/443
	219/221
	308/316
	34**
	3.10E-004
	7.22E-004
	4
	3
	2.13E-006
	2.65E-005
	Smaragdina

	443/457
	216/221
	300/308
	35**
	4.49E-004
	5.12E-004
	5
	4
	5.36E-008
	9.04E-008
	Rustica

	443/457
	219/221
	308/316
	36*
	1.30E-004
	1.49E-004
	2
	1
	9.99E-003
	1.14E-002
	Smaragdina


MLG, multilocus genotype id.; pgen, genotype probability assuming sexual repoduction; pgen (fis), genotype probability assuming sexual reproduction with a deviation from Hardy Weinberg equilibrium frequencies; Nb ramets, number of individuals oberved for the MLG, reencounter, number of observed repeated occurences of the MLG; psex reencounter, probability of observing the number of repeated occurencies assuming sexual reproduction; psex (fis) reencounter,  probability of observing the number of repeated occurencies assuming sexual reproduction with a deviation from Hardy Weinberg equilibrium frequencies; Morph, Morph of the animals with the MLG.




Supplementary Table 3: Analysis of clonal genotypes for var. rustica and var. smaragdina morphs
Each individual was scored as clonal or sexual if it displayed a clonal or sexual multilocus genotype (MLG). An MLG was defined as clonal according to Genclone analysis, if the probability of obtaining by sexual recombination as many individuals as observed with this genotype was below 5%. MLGs, Multilocus genotypes.
	Reproduction Modes
	Number of individuals
	Number of MLGs

	
	rustica
	smaragdina
	rustica
	smaragdina

	Clonal
	30
	22
	7
	4

	Sexual
	9
	16
	9
	16

	Total
	39
	38
	16
	20


MLGs, Multilocus genotypes




Supplementary figure S1 Maximum Likelihood phylogenies
For each locus a ML tree was built using the best substitution model as defined in MEGA6. These models were JC (Sym32), JC+I (CA2m), T92+Γ (TyrK, RNAbinding5), T92+Γ+I (DUF140). Each allele for each individual is designated in the tree as follows: Site (3 letters, see table 1) + morph (1 letter, see table 1) + individual ID number + allele (a or b). 
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