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Proteomics Center in Kyushu University
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HResearch Projects

We are developing new proteomic technologies to ana-
lyze proteome, a word for the entire set of proteins, and
applying these methods to biological and medical
researches. We are also providing our new technolo-
gies for many researcher as a service department. Our
technologies are based on the accurate mass measure-
ment of proteins or peptides such as shot-gun pro-
teomics, targeted proteomics, and peptide mass finger-
printing. We also combine stable isotope labeling
including iCAT, iTRAQ, SILAC, or mTRAQ with our pro-
teomic methods to obtain the quantitative information
in addition to protein identification. Furthermore, we
have invented a new method, termed iMPAQT, to
acquire large-scale dataset by modifying Multiple Reac-
tion Monitoring (MRM), a method used for individual
analysis. We now have sixteen mass spectrometers to
fulfill the wide requests from the researchers to the
proteomic technology (Figure).
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1. Shiraishi C., Matsumoto A., Ichihara K., et al.
RPL3L-containing ribosomes determine translation
elongation dynamics required for cardiac function.
Nature Commun. 2023. (in press)

2. Yumimoto K., Sugiyama S., Motomura S., et al.
Molecular evolution of Keap1 was essential for adap-
tation of vertebrates to terrestrial life. Sci. Adv. 2023.
(in press)

3.Kito Y., Matsumoto A., Ichihara K., et al.

The ASC-1 complex promotes translation initiation
by scanning ribosomes. EMBO ]J. 2023. (in press)

4. Fujinuma S., Nakatsumi H., Shimizu H., et al.

FOXK1 promotes nonalcoholic fatty liver disease by
mediating mTORC1-dependent inhibition of hepatic
fatty acid oxidation. Cell Rep. 2023. (in press)

5.0Oka T., Higa T., Sugahara O., et al.

Ablation of p57+ quiescent cancer stem cells sup-
presses recurrence after chemotherapy of intestinal
tumors. Cancer Res. 2023. (in press)




