Online Resource Captions
Online Resource 1 GenAlEx-format dataset containing Acropora pruinosa samples used as input for the putative clonality assessment
Online Resource 2 GenAlEx-format dataset containing Acropora aff. divaricata samples used as input for the putative clonality assessment
Online Resource 3 Raw sequencing-read information for all management units, including one Acropora cf. glauca sample used as the outgroup
Online Resource 4 Sample metadata and sequencing and mapping statistics, including lineage assignment, total reads, mapped reads, mapping rate, number of covered sites, and mean sequencing depth across covered sites
Online Resource 5 Pairwise relatedness estimates among Acropora pruinosa samples used for putative clonality assessment
Online Resource 6 Pairwise relatedness estimates among Acropora aff. divaricata samples used for putative clonality assessment
Online Resource 7 Sensitivity analysis of putative clonality estimates across different pairwise relatedness thresholds
Online Resource 8 Posterior summary statistics for model parameters estimated in the SNAPPER species-tree inference
Online Resource 9 Samples included in the SNAPPER analysis and their assigned populations and taxa
Online Resource 10 Summary statistics used to identify the best-supported number of genetic clusters K in the STRUCTURE analysis
Online Resource 11 Cross-validation results used to determine the optimal number of principal components retained for the DAPC analysis
Online Resource 12 Sample membership and predefined group assignments used to generate the DAPC scatterplot

