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Description automatically generated]
Online Resource 1 Example output from EEMS (Estimates of Effective Migration Surfaces) for Atlantic Sea Scallop, showing sampling locations and the grid (1000 demes) used to calculate migration rates. 1000 demes were used as this allowed for fine-scale gene flow into areas such as the inner Bay of Fundy and the Strait of Belle Isle. Sampling locations are represented by black dots, and the size of each dot corresponds to the number of individuals sampled at that location. 
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Posterior mean migration rates m (on the log10 scale)
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