Table S1. Primer sequences, primer-specific annealing temperature (Ta) in °C, fragment size range (bp), and fluorochrome added for the twelve microsatellite loci used in this study. The four multiplexes are distinguished by bold lines. 
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Table S2. Linkage disequilibrium tests in each hydrosystem using the log-likelihood ratio test implemented in the GENEPOP v4.0 program. Only pairs of loci with a significant p-value (< 0.05) are indicated.
	Hydrosystem
	Locus 1
	Locus 2
	p-value

	Mirande
	B52
	C113
	0.017

	Carcasse de l'ouest
	C115
	Sfo308
	0.009

	Carcasse de l'ouest
	D75
	C129
	0.015

	Bellevue
	C115
	C86
	0.034

	Bellevue
	Sfo308
	B52
	0.025

	Bellevue
	C115
	D91
	0.032

	Sylvain
	Sfo308
	C86
	0.017

	Sylvain
	D75
	D100
	0.042

	Sylvain
	C86
	D100
	0.001

	Sylvain
	C115
	D91
	0.036

	Cap au diable
	C115
	C38
	0.038

	Cap au diable
	D75
	C38
	0.029

	Thélot
	C115
	D100
	0.010

	Thélot
	C86
	D100
	0.018

	Savoyard
	Sfo308
	C86
	0.016

	Savoyard
	C38
	B52
	0.031

	Savoyard
	B52
	D91
	0.049

	Savoyard
	D75
	C129
	0.014

	Savoyard
	D100
	C113
	0.030

	Voiles Blanches
	B52
	D100
	0.051

	Anse à Ross
	C115
	C113
	0.020

	Debons
	C115
	D75
	0.045

	Debons
	Sfo308
	C38
	0.049

	Debons
	D75
	C86
	0.013

	Debons
	C38
	C86
	0.006

	Debons
	C38
	D91
	0.042

	Debons
	C86
	D91
	0.042

	Debons
	C38
	C129
	0.025

	Debons
	C86
	C129
	0.004

	Debons
	B52
	C129
	0.041

	Debons
	D100
	C129
	0.014

	Debons
	C86
	C113
	0.013

	Debons
	C129
	C113
	0.018





Fig. S1. Results of the analysis of the Delta K statistics. K = 4 appears to be the uppermost hierarchical level of genetic structure. 
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Fig. S2. Pairwise genetic distances (FST/1- FST) as a function of logarithmic coastal distances between hydrosystems (km).
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Locus Repeat motif Primer sequences (5'-3')

T

a

 (°C)

Size range (bp) Fluorochrome

Sfo C115 (CTCA)21 F: 5'-CAG TTT CTA TCT CCA GGC AAT C-3'

R: 5'-TTC TGA AAG CAC TCA ACA TGG-3'

Sfo308Lav (TG)26 F: 5'-CAGCAATGGGGCTGAAGTAG-3'

R:5'- GTCACTGTGTGAATCCTCC-3'

Sfo D75 (TAGA)17 F: 5'-GTA GTG CCA AAA CAG GTA GAG C-3'

R: 5'-CAT CCT TAT TCC AAC CTC AAT C-3'

Sfo 177Lav (TG)30 F: 5'-CGAATGTGGAGCTGAACTG-3'

R: 5'-GGGTATTTGTACAATGGGT-3'

Sfo C38 (GAT)9 F: 5'-GTT GTG TTG CTT TGG TTT CAG-3'

R: 5'-TTA CTG ATT ACA ATT TTG GAC TGG-3'

Sfo C86 (GAT)8 F: 5'-ACC GAT GGC CTT CAA CAC-3'

R: 5'-ATA GGC CCC TAC CTC AAA CC-3'

Sfo B52 (GCGT)12 F: 5'-GCA CAC GAA ACC AGT ATA TTT C-3'

R: 5'-TTG TCT TGG TGA TTT CAG AGC-3'

Sfo D100 (TAGA)11(CTGT)10 F: 5'-ACC TTT GAC CTG TAC ATC GTG-3'

R: 5'-CAG ACC TAG ACT AAA GCA TCC G-3'

Sfo D91 (TAGA)13 F: 5'-AAA TAA CAA CAA TAT GTG AGA AC-3'

R: 5'-TAT GCT GAT ATT GAC TTT GG-3'

Sfo C88 (GAT)16 F: 5'-TAG TCT CTG GTG GGG AAT AAT G-3'

R: 5'-ATA TCA GCC ATA AGA GCT GGA G-3'

Sfo C129 (GAT)8 F: 5'-AGT GGG TAC AAC ATA CCT TTG G-3'

R: 5'-AGG TAT TCA CAC CTC AGA TTG G-3'

Sfo C113 (GAT)12 F: 5'-GGA GCC CAG ACT ATA TTG ACG-3'

R: 5'-CCT TGA AGT CTT GCC AGA TG-3'
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