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The primary objective of this project was to enhance the functionality of
the multiple sequence alignment program MAFFT. However, considerable effort was redirected during
the research period to support sequence analyses of the coronavirus in response to the global
outbreak. New options of the MAFFT program, suitable for constructing the GISAID EpiCoV database,
were developed and provided at the request of the relevant personnel. In addition, the sequence
alignment service operated at Osaka University was extended to make these options available for such

analyses.

In pa¥al|el, support was also provided for a variety of other analyses. These included comparative
analyses between sequences derived from extinct species and those of extant species, and
modifications of the program for applications in behavior analysis.
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