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Table 1 Prevalence (%) of filarial DNA in mosquitoes (4edes and Culex) and
microfilaraemia (Mf) prevalence (%) in humans in Samoa 2019. Prevalence estimated
using multilevel Bayesian model, stratified by region and primary sampling unit (PSU).
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Note: The multilevel Bayesian model included correlated random effects for the prevalence of disease markers in
humans and each mosquito genus by PSU and trap. Due to the partial-pooling effect of random effect models,
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estimates of prevalence for each PSU and disease marker are pulled towards the grand mean values (i.e. national
prevalence for each marker). Consequently, estimates of prevalence were somewhat >0% for all measures and
PSUs, even when all humans/pools in the PSU were negative for filarial mf/filarial DNA.



