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 1 Figure 1. Experimental set-up. IAV was adapted from chicken egg to MDCK cells (passages 1-3) and then serially passaged in MDCK cells in the presence (red) or absence (white) of escalating concentrations of oseltamivir (passages 4-12) in replicate experiments. doi:10.1371/journal.pgen.1004185.g001
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Abstract

In a single isolated populations, allele frequencies will change through time subject to the processes of selection (acting on specific loci) and genetic drift (acting on the whole genome). Genetic data collected at different times can be used to make inferences on the effective population size (i.e. strength of drift) and to detect outlier loci, whose changes in allele frequencies are unlikely to be only the product of the inferred demography. However, the presence of self-fertilization may pose a problem for the detection of loci under selection. Selfing reduces the effective size of populations and the effective recombination among loci (promoting hitch-hiking). We investigated the effect of the presence of partial selfing reproduction in the power and false discovery rate for the detection of selected loci. In addition, we characterized the footprint of selection along the chromosome containing the selected site.