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S2 Methods. Sample size calculation 

The Monte Carlo simulation framework employed repeated sampling from independent Binomial 

distributions Bj(n, p(group)), each representing the anticipated cluster size n and the anticipated prevalence 

p(group) within a specific cluster j. The target parameter p(group) was set to depend on the respective 

study exposure level i.e. group ∈	{SAT, IVM-1, IVM-2}. 

For the anticipated number of clusters j=1,…,24 a balanced random allocation of exposure levels was 

implied i.e. 8 clusters per group. To induce intracluster correlation, within-cluster prevalence parameters 

were sampled from respective uniform distributions generating a conservative natural variation of 

p(group)±5%. For example, baseline prevalence was set to range between 25% and 35% across clusters, 

inducing an intracluster correlation between 0.03 and 0.06 adopting the Fleiss-Cuzick estimator for the 

ICC [1]. 

For a grid of values of potential cluster sizes n and the presumed parameter values p(group), data 

simulations were repeated 1000 times and respective contrasts in group-level prevalence values were 

computed along with 95% Bonferroni-adjusted one-sided confidence intervals. If at least 80% of the 

computed intervals across the 1000 simulation runs demonstrated group differences in scabies prevalence, 

the respective cluster size n was deemed to provide sufficient statistical power. 
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