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The primary purpose is to enable the MAFF program to align large sequence
data that is becoming common and necessary as a result of the progress of sequencing technologies.
When starging this project, there was an argument about how to select a guide tree for the
progressive alignment method for large data. We carefully considered this issue and concluded that a

conventional approach works well although resource consuming. Based on this result, we made
technical improvements to scale up an existing option of MAFFT. We also improved the accuracy of
relatively small scale alignment of protein sequences by incorporating 3D structural information.

This project aims to provide many researchers with useful computer software to help solving
real-world problems. As a massive need to analyze SARS-CoV-2 genomes suddenly arose, MAFFT is
heavily used, indirectly contributing to solve real-world problems such as the origin of this virus
and functional analysis of interaction between virus and host.
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