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To resolve the mystery Of Our unit provides high quality structural characterization methods @search Results
. . to the field of biological science, aiming to further understand the
bIOIOglcaI phenomenal mechanism and action of biological molecules. We manage e We found the mechanism of restoration of oxygen-evolving
we examine the protein structure specialized and technical instruments including protein chemical capacity in PSII mutants and proposed the a possible origin of
photosynthetic oxygen evolution.

analyses, mass spectrometry. Our challenge to research, develop

and fine-tune novel characterization methods for biological * We have developed the isotope-dilution mass spectrometry method

for characterizing mRNA pharmaceuticals.

. molecules, is an endless yet rewarding process.
search Su b]ects o We have developed a method to identify proteins that interact with

o . lysosomal membrane proteins using mass spectrometry and BiolD.
o Development and application of analytical methods for structural

details on biological molecules
o Development of quantitative analysis of biomolecules

o Identification and characterization of RNA by mass spectrometry




