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Figure S1. Number of variable sites across 34 Mobula alfredi mitogenomes with respect to minimum mean read depth threshold, grouped by singletons (orange) and shared mutations (blue). 
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Figure S2. Mean read depth along mitogenome across 34 Mobula alfredi individuals mapped to assembled mitogenome (Genbank: OP562409). 
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Figure S3. Genetic differentiation versus expected heterozygosity of 2048 nuclear SNPs genotyped. In the scatterplot, black and grey dots indicate neutral loci (n=2038), and blue dots indicate outlier loci (n=10).















A)
[image: Chart, line chart

Description automatically generated]

B)
[image: Chart, line chart

Description automatically generated]

C)
[image: Chart, line chart

Description automatically generated]

Figure S4. DeltaK graph generated from STRUCTURE HARVESTER (Earl & von Holdt 2012). A) all loci, 2048 snps, B) neutral loci, 2038 snps, C) outlier loci, 10 snps.
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