
Supporting information Figure 1. A) Expected cluster sizes in a random draw, and B) observed occurrence distribution of the S and D haplotypes.
A) To test our assumption that D(S) sequences could be recognized because they would be part of larger cluster than single-copy S alleles, we computed the distribution of the expected number of identical sequences in a random draw of 56 sequences (2 per 28 diploid individuals) out of the 26 different S sequences that composed our dataset (9 D(S) and 17 single-copy S), over 100,000 iterations. The probability of observing a given number of sequences in a cluster (nobs) is given by 1-(the corresponding quantile in the simulated distribution).
Solid lines represent the expected number of identical sequences for the first, second and third largest clusters (black, dark grey, light grey, resp.) over 100,000 iterations (see text). The dashed-dotted lines are the observed cluster sizes for D1, D2 and D3 (blue, brown and green respectively). Both D1 (nobs = 8, p < 0.001) and D2 (nobs = 11, p < 0.001) clusters were significantly larger than expected, whereas three-sequence clusters are expected in random draws (p = 0.89). Thus, apart from the independently-confirmed D3 allele (see text), D4(S), D5(S) and D6(S) identification remains tentative.
B) Distribution of number of occurrences per haplotype in S and D alleles recovered from the 28 individuals.
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