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Summary

Motivated researcher interested in the field of single-cell and spatial multi-omics.
Knowledgeable in cancer biology, molecular biology and bioinformatics.
Experienced in applying computational methods to multi-omics projects.
Proficient in R and Python, skilled in establishing analysis pipelines.

Education

University of Tokyo Apr 2022 - Mar 2025
Doctor of Philosophy, Department of Computational Biology and Medical Sciences

Tokyo Medical and Dental University Apr 2020 - Mar 2022
Master of Medical Science, Department of Immunology

East China University of Science and Technology Sep 2013 - Jul 2017
Bachelor of Engineering, Department of Biotechnology

Scholarships

Fostering Advanced Human Resources to Lead Green Transformation (SPRING-GX), University of
Tokyo (Grant Number JPMJSP2108, 2024 - 2025)
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dependent Reactive Oxygen Species Production in B Cell Activation. [Master’s dissertation] Tokyo
Medical and Dental University, Department of Immunology, 2022.
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Languages

*  Proficient in English
*  Proficient in Japanese (JLPT N1)
* Native in Chinese

Hobbies

*  Recreational camping and hiking



