Table S4. Microsatellite diversity values for D. turbinatus using GenAlEx', Micro-checker?,

FSTAT?, Genepop* and Cervus®

Na: number of alleles, Ag: effective alleles, 4r: number of allelic richness, PIC: polymorphism information content, Ho
and Hg: observed and expected heterozygosity, Fis: fixation index, Null allele the average null allele frequency, Fir:

coefficient of total inbreeding, Fsr: genetic differentiation index of Weir and Cockerham (1984), G’sr:

genetic

differentiation index of Hedrick (2005), Nn: number of migrants, SE: standard error, nd: no determined, ns: no

significance, *p < 0.05, **p<0.01 ***p<0.0001.

b
Locus No Ae Ax  PIC Ho He, Fis Null Fir Fst G’st HW Nm
(SE) (SE) (SE) allele (SE) (SE) (SE) (SE)
DTO07 2 1.7 2 0375 0331 0411 0.193***  0.154 0.337 0.179 0.292 xRk 1.149
DT09 3 1.7 29 0.382 0.34 0.383 0.112*** 0.085 0.206 0.105 0.151 ns 2.127
ShO1 4 14 29 024 0.201 0.239 0.161%* 0.089 0.249 0.105 0.118 o 2.141
Shell 4 1.6 38 0371 0296 0356 0.167** 0.097 0.025 0.1 0.135 * 2.241
DT38 5 1.7 43 0435 0312 041 0.241***  0.147 0.338 0.128 0.198 *% 1.704
DT20 4 1.4 37 0411 0241 0.237 -0.015 no 0.492 0.499 0.664 *k 0.251
Shc07 3 1.3 26 0401 0.196 0225 0.128*** no 0.613 0.556 0.728 Rk 0.2
DT18 2 1.6 2 0309 0321 0.337 0.049 0.071 0.148 0.104 0.14 ns 2.144
DT10 2 1.6 2 0.304 0.326 0.357 0.085* no 0.126 0.045 0.044 ns 5.343
0.285 0.328 0.125%*=* 0.306 0.202 0.320 1.922
Mean 32 1.5 29 0359
(0.012) (0.014) (0.026) (0.053) (0.063) (0.103) (0.505)
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