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This project was composed of expert members of infectious disease modeling with diverse
backgrounds, and thus, we divided ourselves into three groups that excel into different subjects with
different expertise. Quantitative research team (team 1) was led by Hiroshi Nishiura, Hokkaido
University, engaged in real-time research studies of emerging diseases and immunization studies.
Corresponding to relevant sections at the Ministry of Health, Labour and Welfare, the team 1
played a central role in managing the research project. Transmission dynamics team (team 2)
worked on virus dynamics studies and optimization of combination chemotherapy. Shingo Iwami,
Kyushu University has actively reported original findings in virus dynamics including HIV. Large
scale stimulation team (team 3) used human mobility data and simulation-based approaches,
organized by Kazuyuki Aihara, The University of Tokyo. The team 3 has investigated the population
impact of human mobility of the transmission dynamics.

Publications of team 2 have been numerously put into public domain, and a part of studies was
featured by broadsheet newspaper. Research studies have captured emerging infectious diseases of
public interest, answering socially important key questions using epidemiological methods. The
research project originally aimed to achieve mathematical modelling studies that are recognized by
policy makers and answer important questions. Our initial aim to strengthen research
infrastructure to guide policy-relevant decisions has been gradually achieved, involving original

studies on Ebola virus disease, Middle East respiratory syndrome (MERS) and Zika virus infection.
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