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Supplemental Fig 1. K-means cluster plot used to determine the number of clusters to assign for DAPC analysis. The elbow of the curve is circled in red and found to be 5 clusters. 












Supplemental Fig 2. Cross-entropy plot for SNMF plot displaying an optimal cluster size of K=6 (circled)
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[bookmark: _Hlk166781009]Supplemental Fig 3. PC analysis of costal (red) and inland (blue) across three South Carolina estuaries: Charleston Harbor, Broad River, and St. Helena. Variance explained by PC1 and PC2 are indicated
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Supplemental Fig 4. Isolation by distance (IBD) of populations that had greater than five samples along the 1021 km transect of the mid-Atlantic region (excluding Massachusetts, Gulf of Mexico and southern Florida populations) where coastal and inland sampling sites of Charleston Harbor, Broad River Estuary, and St. Helena Sound were combined into respective harbors (R2 = 0.27, P = 0.001) 
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