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Education:

Osaka University, Osaka, Japan. 2020-2023
Ph.D. in Medicine
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Doctor of Medicine

Academic Appointments:

Assistant Professor, Department of Genome Informatics, Graduate School of Medicine, the University of
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The University of Tokyo Hospital, Tokyo, Japan. 2019-2020
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Personal Statements:

Yoshihiko is a researcher in the fields of medicine and bioinformatics. Currently, he is working on the
analysis and method development of single-cell omics data at the University of Tokyo (PI: Dr. Yukinori
Okada). He got a degree of M.D. from the University of Tokyo. During his time as a medical student, he
conducted research on the thymic selection of T cells and autoimmunity (PI: Dr. Hiroshi Takayanagi),
engaging in both wet and dry experiments (Tomofu;ji Y et al. Nat. Immunol. 2020). Following two years of
clinical training, he started Ph.D. training under Dr. Yukinori Okada at Osaka University, focusing on
bioinformatics research related to the gut microbiome and human genetics (Tomofu;ji Y et al. Ann. Rheum.
Dis. 2021/2022, Tomofuji Y et al. Cell Genom. 2022, Tomofuji Y et al. Nat. Microbiol. 2023, Tomofuji Y et
al. Cell Rep. in Press). After he got a Ph.D. from Osaka University, he moved to the University of Tokyo
(Yukinori Okada's lab) as an assistant professor and started to work with single-cell omics technology.
Specifically, he developed a new method to refine the understanding of the basic biological phenomena
such as X chromosome inactivation (Tomofuji Y et al. bioRxiv 2023). He always loves to uncover the

hidden treasures in omics data through the development of new methods.

Research Interests:

® Integrative analysis of the single-cell omics data and genome data for immune cells. In addition to the
conventional functional genomics approaches such as pseudobulk eQTL mapping, | am specifically
interested in the development of new methods to uncover hidden biology in the omics data.

® Evaluation of the escape from X chromosome inactivation (Tomofuji Y et al. bioRxiv. 2023;

co-correspondence; This work is a part of Human Cell Atlas Consortium [Asian Immune
Diversity Atlas Network] Github URL)
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® Analysis of the gut microbiome using metagenome shotgun sequencing. | am specifically interested
in autoimmune diseases, Japanese-specific gut microbes, and integrative analysis with human
genome data.
® Integrative analysis of the gut microbiome, human genome, and plasma metabolites
(Tomofuji Y et al. Cell Rep. in Press; co-correspondence)
® Evaluation of the human genome in the metagenome shotgun sequencing data (Tomofuji

Y et al. Nat. Microbiol. 2023; co-correspondence)

® Catalogue of the microbes in the Japanese gut (Tomofuji Y et al. Cell Genom. 2022; co-

correspondence)
Gut virome analysis of the RA/SLE/MS patients (Tomofuji Y et al. Ann. Rheum. Dis. 2022)

Gut microbiome analysis of the SLE patients (Tomofuji Y et al. Ann. Rheum. Dis. 2021)

® Transcription regulation of the thymic antigens which contribute to the thymic selection of T cells. |
approached this question during medical school utilizing both wet and dry approaches.
® Elucidating the role of chromatin remodeling protein Chd4 in the thymic antigen expression
(Tomofuji Y et al. Nat. Immunol. 2020)

Awards:

® JSPS lkushi Prize, 2023/3 (URL)
® Dean's Award of MD Researcher Training Program, Faculty of Medicine, The University of Tokyo,
2017/10

Presentation awards:

The 14th International Workshop on Advanced Genomics, Poster Award, 2023/10
Japan College of Rheumatology 2023 ICW Excellent Abstract Award, 2023/4

® The 7th Annual Meeting of the Japanese Society of Osteoimmunology, Best Presentation Award,
2022/6

® Japan College of Rheumatology 2022 ICW Excellent Abstract Award, 2022/4

Grants / Scholarships:

® Osaka University, Institute for Open and Transdisciplinary Research Initiatives, Junior Researcher
Joint Projects, Project Leader, 2021/12 (Grant)
® Takeda Science Foundation Scholarship, 2020/4 - 2023/9



Teaching experiences:

® Apractical course, Biochemistry, 2023-, Graduate School of Medicine, the University of Tokyo, Tokyo,

Japan
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scale human single-cell omics datasets", The 14th International Workshop on Advanced Genomics,
Short talk #2/Poster #1, Tokyo, Tokyo, Japan, October, 2023, Oral and Poster presentation

Tomofuiji Y, et al, "Prokaryotic and viral genomes recovered from 787 Japanese gut metagenomes

revealed microbial features associated with diets, populations, and diseases", The 8th Annual Meeting of



the Japanese Society of Osteoimmunology, D-8, Ishigaki, Okinawa, Japan, June, 2023, Poster
presentation
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crAss-like phage associations", The 67th Annual General Assembly and Scientific Meeting of the Japan

College of Rheumatology, Session ICW3-6, Hakata, Fukuoka, Japan, April, 2023, Oral presentation
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and the 28th Annual Meeting of the Japanese Society for Gene Diagnosis and Therapy £ Joint

Conference 2021, Session OE12-5, Yokohama, Kanagawa, Japan, October, 2021, Oral presentation

Tomofuiji Y, et al, "Distinct Features of Fezf2-induced Promiscuous Gene Expression”, ThymOz 2018 an
international conference on T lymphocytes, Session 11-8, Heron Island, Queensland, Australia, March,
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