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To investigate ecological and genetic basis contributing distribution and
sustainability of native, non-native, and their hybrid individuals, this study conducted field work
and RNA-seq to screening the candidate adaptive genes, using a model system of stream-dwelling fish
where long-term ecological data of hybrid individuals has been accumulated. In the results of RNA
analysis, some candidate genes related to immunity and metabolism was detected. Such candidate genes

might contribute to temperature-adaptation of hybrid individuals in the wild. These results enable
a analysis investigating temporal-spatial change of the candidate adaptive genes by using ecological
data and genetic samples of hybrid individuals has been accumulated over 10 years.
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