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Development of an innovative platform for identification of immunogenic cancer
antigens

Taguchi, Ayumu
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In order to develop effective personalized cancer immunotherapy, it is
crucial to identify a greater number of highly immunogenic cancer antigens. In this study, we will
develop a highly sensitive analytical pipeline for HLA class | molecule-binding peptides (HLA-I
ligandome) based on proteogenomics and in-depth proteome analysis for plasma immunoglobulin (lg)
-bound proteins as a consequence of humoral immune response induced by HLA class Il ligands. Through

integrating these two platforms, we will construct an innovative cancer antigen identification
system that can accurately identify highly immunogenic cancer antigens, which are presented on the
surface of cancer cells as HLA class | molecule-binding peptides, and which can induce humoral
immune responses in vivo.
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A proteogenomic approach for identification of novel IgG-bound antigens in pancreatic cancer
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Systems-approach based molecular profiling of mouse models for translational cancer research
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In-depth proteomics to decipher the complexity of the blood cancer proteome
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In-depth Plasma Proteomics for Cancer Biomarker Discovery
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In-depth proteomic analysis of cancer models

81

2022

42

2022

2022

2022




Physician scientist

122

2022

48

2021

LAC-SYS 3

2021

53

2021




10

2023

2022-152089

2022

(Matsushita Hirokazu)

TR

(80597782) (83901)
(Yamaguchi Rui)
(90380675) (83901)




