




S4. Estimating population-specific generation times 

S4.1. Separating the 1000 Genomes Project data into continental populations  

We separated variants as belonging to one of four continental populations (AFR: Africa, EAS: 
East Asia, EUR: Europe, and SAS: Southeast Asia) based on their geographic sampling in the 
1000 Genomes Project. Variants were placed into continental populations using an inclusive 
criterion: as long as more than one copy exists among samples from a population, it is included 
in that population. We analyzed each set of variants separately to arrive at population-specific 
estimates of generation times (Fig. S7). That is, we repeated each step of the previously 
described analysis with only the subset of variants included in each population. 
 

 
Figure S7. Population-specific estimates of male and female generation interval 
Generation intervals were estimated for four major continental populations. These results are 
the same as those shown in Figure 3 in the main text, but with separate maternal and paternal 
generation times plotted. 
 

S4.2. Estimates from private alleles 

In contrast to the broadly inclusive criteria, we also separated variants into each continental 
population by including only the private alleles exclusive to each population. The proportion of 
variants that are private to each continental population drops rapidly going back in time, and they 
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make up a very small proportion of variants by 2,000 generations ago (Fig. S8B). Nevertheless, 
we estimated generation times after creating a subset of variants for each population using only 
the private alleles. Figure S8A shows the results of this analysis for the first 1,000 generations, 
before private variants for most populations disappear. These results are very similar to those 
found using the more inclusive criteria for variants (Fig. 3 in the main text).  
 

 
 
Figure S8. Population-specific estimates from private variants 
A) Estimates of the generation interval for each of the four major continental populations using 
only variants private to each population. These results can be compared to Figure 3 in the main 
text, but note that here we only plot estimates up to 1000 generations ago. B) The proportion of 
all variation that is private to one continental population, as a function of time in the past. Almost 
all variation private to one of the non-African samples has arisen in the most recent 1000 
generations. 
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