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Population genetics of continuously distributed populations
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Living organisms inhabit a continuous space and maintain genetic diversity.
In the current population genetic analysis, the originally continuously distributed population of
organisms is approximated as a combination of discrete sub-populations. Does this method adequately
represent the reality? In this study, | performed a simulation-based analysis to conduct these
issues. The results showed that it is necessary to use a specific set of Fst statistics for
measuring and interpreting population structure. Furthermore, the type of data must be taken into
account. The use of genotyped data inevitably distorts the information, but this effect can be
minimized by using appropriate methods of creating markers.
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