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Table S1 Overview of the genetic diversity. Observed and unbiased expected heterozygosity (H,, uH.) were calculated in GenAlEx 6.501 (Peakall & Smouse 2006, 2012), and
number of alleles (N,) and allelic richness (Ar) were calculated in FSTAT (Goudet 2002).

France Netherlands Ireland Denmark Sweden Norway
Na 32 34 27 31 17 21 20 20 21 24 25 19 20 20 28 23 24 20 14
AMY Ar 21 21 16 20 11 13 14 14 15 16 14 14 14 14 17 15 16 14 14
Ho 0.98 0.86 0.83 0.88 0.98 0.88 0.86 0.90 0.82 0.92 0.88 0.85 0.92 0.96 0.92 0.92 0.95 0.91 1.00
uHe 0.96 0.96 0.93 0.96 0.87 0.89 0.91 0.92 0.92 0.92 0.92 0.92 0.90 0.92 0.92 0.90 0.93 0.90 0.92
Na 41 45 26 40 19 18 28 24 27 25 23 25 28 28 32 29 28 25 10
L48 Ar 24 23 16 23 13 13 18 16 17 15 15 16 17 18 19 18 17 17 10
Ho 0.93 0.90 0.89 0.96 0.92 0.90 0.87 0.94 0.96 0.90 0.94 0.96 0.92 0.96 0.94 0.92 0.93 0.98 0.95
uHe 0.98 0.97 0.93 0.97 0.90 0.92 0.94 0.94 0.94 0.92 0.93 0.93 0.93 0.95 0.95 0.95 0.94 0.94 0.87
Na 21 19 14 18 12 10 12 11 11 13 12 10 10 13 14 12 12 10 8
CGE09 Ar 14 13 11 13 9 8 10 9 9 10 9 9 9 11 10 9 10 8 8
Ho 0.83 0.90 0.88 0.88 0.81 0.78 0.82 0.76 0.84 0.92 0.85 0.92 0.80 0.88 0.86 0.74 0.93 0.87 1.00
uHe 0.91 0.89 0.89 0.92 0.83 0.84 0.88 0.85 0.86 0.86 0.84 0.86 0.83 0.89 0.87 0.84 0.89 0.80 0.89
Na 36 34 26 34 16 16 19 17 23 23 20 21 21 25 24 25 29 17 15
Cg108 Ar 22 20 16 22 12 13 13 13 15 15 15 14 15 16 17 17 17 13 14
Ho 0.96 0.78 0.85 0.90 0.85 0.88 0.84 0.82 0.94 0.88 0.90 0.86 0.84 0.94 0.84 0.92 0.85 0.85 0.89
uHe 0.97 0.95 0.92 0.97 0.90 0.91 0.90 0.92 0.93 0.94 0.94 0.92 0.93 0.94 0.95 0.95 0.94 0.91 0.91
Na 33 39 25 37 19 20 20 22 22 25 24 26 27 22 24 29 28 23 12
L10 Ar 22 21 16 22 14 14 14 15 16 17 17 17 18 15 17 19 19 16 11
Ho 0.96 0.90 0.85 0.96 0.80 0.92 0.94 0.94 0.92 0.90 0.89 0.94 0.90 0.96 0.96 0.94 0.98 0.98 0.89
uHe 0.97 0.96 0.92 0.97 0.92 0.91 0.92 0.93 0.93 0.94 0.95 0.94 0.95 0.94 0.94 0.95 0.96 0.94 0.88
Na 17 18 17 17 11 14 15 14 14 16 15 14 16 13 16 16 16 16 9
Cgsilia Ar 14 14 12 14 11 11 12 11 11 13 12 12 13 12 13 13 12 12 9
Ho 0.86 0.80 0.87 0.88 0.94 0.86 0.88 0.84 0.80 0.91 0.85 0.74 0.89 0.89 0.91 0.93 0.93 0.85 0.71
uHe 0.93 0.91 0.87 0.93 0.90 0.89 0.92 0.90 0.90 0.91 0.90 0.88 0.91 0.91 0.92 0.93 0.91 0.88 0.85

Ho = Observed Heterozygosity = No. of Hets / N. uHe = Unbiased Expected Heterozygosity = (2N / (2N-1)) * 1 - Sum pi*2. Na = No. of alleles. Ar= Allelic richness.
Swedish size classes are displayed as: 1 = larger individuals (91-239 mm) and 2 = smaller individuals (29-81 mm).

*Aquaculture samples.




Table S2 Each locus in each sample was tested for deviations from Hardy-Weinberg (HW) proportions by calculating Fis and p-values for the exact HW test in Genepop 4.3
(Rousset 2008). P-values significant after FDR correction are marked in bold. Equivalent Fig values are also marked in bold.

P-values for Hardy Weinberg Probability test FIS

AMY | L48 | CGE09 | Cg108 | L10 | Cgsili44 | Over All Loci | AMY | L48 CGE09 | Cg108 | L10 Cgsili44 | Over All Loci
France Marennes-Oléron* 0.830 | 0.000 0.094 | 0.884 | 0.170 0.353 0.0000 | -0.015 | 0.044 | 0.091 | 0.012 | 0.015 0.070 0.0353
France Marennes-Oléron 0.018 | 0.178 0.988 | 0.001 | 0.010 0.004 0.0000 | 0.112 | 0.075 | -0.006 | 0.185 | 0.065 0.124 0.093
Netherlands Oosterschelde” | 0.009 | 0.068 | 0.382 | 0.000 | 0.002 0.297 0.0000 | 0.106 | 0.038 | 0.012 | 0.078 | 0.080 0.010 0.0543
Netherlands Oosterschelde | 0.000 | 0.322 0.261 | 0.020 | 0.446 0.265 0.0011 | 0.092 | 0.016 0.042 | 0.076 | 0.012 0.053 0.0487
Ireland Lough Foyle* 0.015 | 0.028 0.010 | 0.000 | 0.000 0.000 0.0000 | -0.123 | -0.014 0.022 | 0.059 | 0.135 -0.049 0.0046
Ireland Lough Foyle 0.589 | 0.103 0.116 | 0.071 | 0.696 0.491 0.1368 | 0.010 | 0.024 0.068 | 0.033 | -0.009 0.030 0.0252
Ireland Lough Swilly 0.454 | 0.060 | 0.539 | 0.236 | 0.980 0.045 0.1289 | 0.054 | 0.074 | 0.070 | 0.068 | -0.016 0.047 0.0493
Denmark Wadden Sea 0.584 | 0.727 | 0.246 | 0.063 | 0.772 0.093 0.2248 | 0.018 | -0.005 | 0.109 | 0.113 | -0.011 0.064 0.0466
Denmark Limfjorden 0.064 | 0.875 | 0.256 | 0.289 | 0.299 0.260 0.1872 | 0.115 | -0.020 0.024 | -0.007 | 0.012 0.103 0.0365
Sweden Smalsundet (1) 0.676 | 0.157 0.615 | 0.121 | 0.343 0.110 0.1808 | -0.002 | 0.028 | -0.074 | 0.060 | 0.043 0.002 0.0107
Sweden Smalsundet (2) 0.321 | 0.112 0.956 | 0.659 | 0.026 0.128 0.0882 | -0.037 | -0.014 0.013 | 0.000 | -0.022 0.032 0.0276
Sweden Furulund (1) 0.137 | 0.430 | 0.605 | 0.658 | 0.430 0.020 0.1487 | 0.041 | -0.014 | -0.015 | 0.043 | 0.056 0.056 0.0318
Sweden Krokesundet (1) 0.892 | 0.780 | 0.794 | 0.025 | 0.075 0.124 0.1170 | 0.074 | -0.029 | -0.065 | 0.064 | 0.003 0.160 0.0366
Sweden Krokesundet (2) 0.356 | 0.518 0.747 | 0.176 | 0.761 0.255 0.5528 | 0.001 | 0.017 0.012 | 0.117 | -0.018 0.009 -0.0056
Sweden Svallhagen (1) 0.580 | 0.157 0.625 | 0.032 | 0.541 0.780 0.2795 | -0.018 | 0.018 0.038 | 0.100 | 0.052 0.026 0.0239
Sweden Svallhagen (2) 0.485 | 0.150 0.035 | 0.003 | 0.770 0.405 0.0104 | -0.021 | 0.028 0.124 | 0.028 | 0.014 0.001 0.0284
Norway Tromlingene 0.129 | 0.446 | 0.685 | 0.117 | 0.957 0.359 0.3773 | -0.028 | 0.011 | -0.055 | 0.098 | -0.024 -0.020 -0.0018
Norway Hui 0.428 | 0.659 | 0.709 | 0.619 | 0.724 0.064 0.5875 | -0.016 | -0.045 | -0.094 | 0.070 | -0.040 0.036 -0.0144
Norway Espevik 0.648 | 0.980 | 0.356 | 0.548 | 0.251 0.160 0.5624 | -0.084 | -0.087 | -0.125 | 0.019 | -0.018 0.176 -0.0245




Table S3 Matrix of pairwise Fsr (8) according to Weir and Cockerham (1984) calculated in GENETIX 4.05 (Belkhir et al. 1996-2004). The significance (p<0.05) of the Fst values

were tested using 9999 permutations, and were corrected for multiple testing using the False Discovery Rate (FDR) correction (Benjamini & Hochberg 1995).
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Swedish size classes are displayed as; 1 = larger individuals (91-239 mm) and 2 = smaller individuals (29-81 mm). Significance after FDR correction displayed as *q<0.05 ** q<0,01 and *** q<0,001. Swedish size cohorts are

t
displayed in brackets: (1) larger individuals and (2) smaller individuals "Aquaculture samples.
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Figure S1 Jack-knife resampling over loci for Pa

individuals and (2) smaller individuals. *Aquaculture samples.
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Figure S2 A visualisation of mean LnP(K) = SD and delta K for K 1-9 clusters run 20 times in STRUCTURE (Pritchard et al. 2000). Values calculated using Structure Harvester,
http://taylor0.biology.ucla.edu/structureHarvester (Earl & Von Holdt 2012).
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Figure S3 Genetic population structure of Crassostrea gigas based on six microsatellite markers. STRUCTURE output

for all samples visualised with CLUMPAK (Kopelman et al. 2015) showing major modes for selected K=2-5. Every

vertical line represents one individual and the colour shows the proportion of each individual assigned to different each

of the four genetic clusters. Swedish size classes are displayed as; 1 = larger individuals (91-239 mm) and 2 = smaller

individuals (29-81 mm). *Aquaculture samples
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