
S1 Table. Relative difference in mean number of singletons,
doubletons, and tripletons under the Wright-Fisher (NWF ) and
Hudson (NH) models.

Frequency NWF−NH

NWF

Singletons 0.099131
Doubletons -0.047253
Tripletons 0.010092

From data shown in S1 Figure. These results closely match those presented in
[1, 2].
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