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Positive interactions among plant individuals provide favorable ecosystem
services, such as increased productivity, the maintenance of arthropod species diversity, and the
suppression of pest outbreaks. To elucidate the genetic basis of positive plant-plant interactions,
we applied genome-wide association study incorporating inter-individual interactions to
theoretically clarify the conditions under which genetic polymorphisms are maintained and mean
population fitness is increased. Furthermore, by considering two types of spatial structure, namely,

split subpopulations and a two-dimensional continuous space, we developed a regression model that
can be applied to genetic polymorphisms not only in plants but also in animals. All these results
have been published as a peer-reviewed article and its accompanying supplementary materials (Sato et
al. 2023 Evolution).
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Other computer programs, online resources, and open datasets: rNeighborQTL package (https://cran.r-project.org/package=rNeighborQTL); "Vignette:
Regression model of FDS" (https://yassato.github.io/RegressionFDS/) associated with Sato et al. (2023) Evolution; Dryad Dataset from Sato et al.
(2023) Evolution (https://doi.org/10.5061/dryad.zs7h44jdv)
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