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Supplementary figure 1.  Determination of the optimal k in the broad scale analysis of human- and pig-derived roundworms using structure.  For each k, the mean and two standard errors of 20 runs is shown.  As there was a clear peak for the LnP(D) at k = 5, there was no need to use alternative criteria to determine the optimal k.  At k ≥ 6 the Q-values of individuals in the human China began to become evenly split among each new successive k.  Thus, k values ≥ 6 are not plausible.  At k = 4, all clustering was the same except, the human China samples clustered with the pig Guatemala samples.  At k = 3, the human china, pig Guatemala, and pig China samples formed a single cluster.  At k = 2, the human Nepal samples were a cluster versus all other samples.  These clustering patterns of individual worms at the different k-values are similar to the pairwise FST estimates based on the a priori population designations (see table 1).
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