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We have presented our research projects at IBISML, and three SIGBIO workshops (Oral).
Our papers were accepted at two international conferences (GIW/InCob2015, TBC2015) and
published (or in press) as peer reviewed papers. Our project was also accepted in Innovation
japan 2015 (Exhibition). We also attended two exhibitions (Academic Forum and BioJapan)
and made communications with more than 40 companies/institutes. Taguchi and Uchikoga
was invited to workshop organized by Prof. Gromiha. Workshops where posters were
presented include, NGS workshop, Sparse modeling project, Riken workshops, JSBi12015.
We also attended IPAB organized drug discovery contest and Prof. Gromiha was awarded.
We believed that our project achieved good enough outcomes from both academic and

application point of views.
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