
Supplemental File 5: Mean square error in estimated expected heterozygosity binned by the number of 

reads contributing to the estimate.  Sample sizes in bins from left to right for the oyster dataset: 

194,204, 125,410, 54,818, 81,027, 96,920, 90,745, 75,136, 63,388, 113,454, 97,540, Sample sizes in bins 

from left to right for the salmon dataset: 15,385, 8,057, 2,747, 6,682, 8,107, 5,540, 3,893, 4,572, 10,468, 

5,779. Sample sizes in bins from left to right for the lamprey dataset: 586, 2,902, 2,526, 887, 273, 213, 

470, 708, 1,820, 1,853. 
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