Table S1. Molecular diversity indices for microsatellite dataset.

Sampling Sites Al13 D2 A6 Al10 A108 Alll D8 A3 Al17
1. Chinchorro Bank nA 15 13 9 9 7 18 8 14 13
Ho 0.917 0.833 0.792 0.875 0.750 0.958 0.625 0.750 0.875
He 0.911 0.904 0.858 0.862 0.736 0.948 0.770 0.844 0.907
2. Glover's Reef nA 20 17 10 10 7 27 8 20 16
Ho 0.831 0.949 0.881 0.814 0.695 0.966 0.847 0.746 0.915
He 0.908 0.889 0.849 0.868 0.663 0.947 0.802 0.772 0.921
3. Lighthouse Reef nA 19 12 9 10 8 26 7 15 17
Ho 0.938 1.000 0.938 0.781 0.719 1.000 0.906 0.781 0.969
He 0.934 0.880 0.841 0.852 0.657 0.963 0.824 0.805 0.914
4. Turneffe Atoll nA 17 17 8 7 7 20 10 16 16
Ho 0.931 0.897 0.759 0.690 0.793 0.931 0.828 0.793 0.931
He 0.930 0.901 0.844 0.852 0.740 0.953 0.818 0.852 0.913
5. Caye Glory nA 18 17 14 13 11 22 7 17 16
Ho 0.808 0.923 0.808 0.731 0.731 0.962 0.769 0.808 0.923
He 0.922 0.931 0.899 0.884 0.742 0.959 0.844 0.904 0.911
6. Corona San Carlos nA 15 14 7 9 6 21 8 11 12
Ho 0.833 0.792 0.833 0.875 0.750 0.958 0.833 0.875 0.958
He 0.897 0.891 0.783 0.836 0.647 0.957 0.810 0.866 0.899



7. Pardon del Medio

8. Grand Cayman

9. Little Cayman

10. Cayman Brac

11. Florida Keys

12. Dog Rocks

13. Lee Stocking

14. Long Island
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15. South Caicos

16. Bajo de Sico

17. Grammanik Bank

18. N. of St. Thomas

19. Antigua

Number of alleles (nA), observed heterozygosity (H,) and expected heterozygosity (H.) for 9 microsatellite loci.
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Table S2. Pairwise F-statistics for concatenated mitochondrial markers and microsatellite loci for Nassau grouper.
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Pairwise ®gy values for mitochondrial markers are below diagonal and pairwise Fsr values for microsatellites are above diagonal. Bolded values denote statistical
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significance of p < 0.00029 (mtDNA) and p < 0.00027 (microsatellites), using Bonferroni correction for multiple tests. N/A indicates pairwise comparisons that could

not be generated due to poor amplification of mtDNA.



Table S3. Pairwise F-statistics for 4,234 SNP loci for Nassau grouper.

2 9 16 19
2. Glover's Reef
9. Little Cayman 0.003
14. Long Island 0.004 0.001
19. Antigua 0.006 0.001 0.003

Pairwise Fst values. Bolded values denote statistical significance of p < 0.00512 (Bonferroni correction for multiple tests).



