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Resolving the paradox of nearly neutral theory from big genome data analysis
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First | developed a method to infer the ancestral state of multiple genomes
sampled from a single population (Matsumoto and Akashi 2018). This method allows much more accurate
estimation of site frequency spectrum compared with the previous method and therefore, is very
useful to detect the evidence of weak selection.

Then, using the above method, I analyzed Drosophila melanogaster genome to show that huge amount of
mutations have been evolving under weak selection and also, to understand the detailed evolutionary
model (e.g., shape of fitness function, existence of epistasis) of these mutations. This data

analysis showed very interesting result and now I and other lab members are preparing to publish it.
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