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Gene duplication is one of the most important factors that contribute to genome
evolution. Researches on gene duplication and neo-functionalization will improve our
understanding of biological evolution. In this project, I conducted theoretical
population genetics research and genome data analysis to understand the evolutionary
mechanism of gene duplication. Extensive simulation study revealed the detailed
pattern of nucleotide diversity within and flanking regions of gene duplication. One of
the unexpected results obtained from this project is that the signature of natural
selection is more likely to be preserved in the flanking region rather than within
duplicates. Simulation programs developed in this project and the results of this
project will contribute to further genome data analysis.
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