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            Abstract
Genome-scale bisulfite sequencing approaches have opened the door to ecological and evolutionary studies of DNA methylation in many organisms. These approaches can be powerful. However, they introduce new methodological and statistical considerations, some of which are particularly relevant to non-model systems. Here, we highlight how these considerations influence a studyâ€™s power to link methylation variation with a predictor variable of interest. Relative to current practice, we argue that sample sizes will need to increase to provide robust insights. We also provide recommendations for overcoming common challenges and an R Shiny app to aid in study design.
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                    Figure 1: Overview of reduced representation bisulfite sequencing and whole-genome bisulfite sequencing.


Figure 2: Estimates of effect sizes and their impact on the power of differential methylation analysis.


Figure 3: Properties of CpG methylation levels vary across data sets and influence power.
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