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Supplementary Table 1. Comparisons with the observed number of clusters and observed proportion of individuals in main cluster from the population samples to the mean number of clusters and the mean proportion of individuals in main cluster obtained from 10 data sets created under random mating1. Simulations show that BAPS forms satellite clusters in the data sets simulated under random mating.  A similar result is observed in our population samples. Thus, we attach no biological significance to these satellite clusters.
	Population sample
	Observed number of clusters
	Observed proportion of individuals in main cluster (%)
	Mean number of clusters from simulation
	Mean proportion of individuals in main cluster (%) from simulation
	Mean FIS2 from simulation

	ALS02
	9
	83
	6.1 (3-9)3
	90 (82-96)
	-0.0057

	ALS04
	6
	93
	4.9 (2-8)
	95 (86-99)
	0.0016

	SIL02
	8
	93
	7.8 (3-12)
	91 (84-96)
	-0.0004

	SIL04
	7
	88
	5.5 (2-8)
	91 (65-96)
	-0.0047


1 Simulated data sets were the same as those used in the maximum likelihood analyses of selfing (see main text). Thus, the simulated data sets used the observed population allele frequencies. For each population sample, we did the following. The 2,000 simulated individuals were divided into 10 data sets with sample sizes equal to the original population samples. We then ran each data set in baps v3.1 using the same parameters as on the original population samples.
2 The mean FIS of the 10 simulated data sets showing that the simulations were produced under random mating.

3 The mean is followed by the range of values in parentheses. 

