171

International Vaccine Design Center

Division of Systems Immunology

(Human Immune-Profiling Team)
 MRIETOT 74 VTR - BIRRIET B

| Professor Kei Sato, Ph.D.

| % % Wh(ES)

T (E3

The aim of this laboratory is to launch an interdisciplinary research network to
“quantitatively” understand the behaviors of pathogens and the immune reaction
against pathogen infection. Our study will connect microbiology and immunology,
which will lead to the development of novel vaccines in the future.

1. Understanding the evolution of coronavirus

Ziyi Guo, Kaoru Usui, Wilaiporn Saikruang, Spyri-
don Lytras, Keiya Uriu, Shusuke Kawakubo, Mo-
hammad Golam Kibria, Yusuke Kosugi, Shigeru
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Severe acute respiratory syndrome coronavirus 2
(SARS-CoV-2), the causative agent of coronavirus dis-
ease 2019 (COVID-19), emerged at the end of 2019

and has spread worldwide. Since then, more than 770
million people have been infected with this virus and
more than 7 million people have died of COVID-19,
meaning that COVID-19 is ongoing pandemic and a
most urgent and crucial problem in the current hu-
man society. We launched a consortium, called “The
Genotype to Phenotype Japan (G2P-Japan) Consorti-
um” in January 2021, and have studied the virological
properties of various SARS-CoV-2 variants during the
COVID-19 pandemic. This year, we expanded our re-
search to include not only SARS-CoV-2 but also
SARS-CoV-2-related coronaviruses derived from
wild animals to understand coronavirus evolution
and the mechanisms of cross-species transmission
from animals to humans.
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