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Main Research
Projects

@ Structural and functional analysis of the B-chain of the high-affinity
IgE receptor (FceRI)

We are interested in the B-chain of the high-affinity IgE receptor (FceRI)
expressed on mast cells. We have been analyzing its structure and function to
obtain useful knowledge that would contribute to the prevention and treatment
of allergic diseases as well as to new drug discovery.

@ Study on oxidative stress in the body and redox responses
Oxidative stress is known to be involved in various diseases and aging. We are
focusing on albumin, an abundant protein carrying the SH group in the body,
and are investigating its redox state. We aim to obtain information that can help
elucidate the pathologies of various diseases and the mechanism of aging.
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