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Metabolic intermediates
are used in epigenetic and
epitranscriptomic programs
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Epigenetic and

Epitranscriptomic
(CoR) modifications
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Epigenetic and
Epitranscriptomic
modifications
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Changes in DNA methylation
are hallmarks of aging and chronic diseases
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How does metabolic siress affect epigenetic or epitranscriptomic landscapes?
Consequences on T cell fate and function?

Contribution to chronic mflammahon cmd accelerated aging?
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Initial Collaboration: Role of Eomes in Neuroinflammation
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Initial Collaboration: Role of Eomes in Neuroinflammation
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Axe 1: New T cell metabolic regulators in cancer
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Axe 1: New T cell metabolic regulators in cancer
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Axe 1: New T cell metabolic regulators in cancer
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Axe 1: New T cell metabolic regulators in chronic inflammation and cancer
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Axe 1: New T cell metabolic regulators in chronic inflammation and cancer
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Axe2: Novel epigenetic and epitranscriptomic actors in CD4+ T cell functions
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Axe2: Novel epigenetic and epitranscriptomic actors in CD4+ T cell functions
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Axe 3: Metabolic fitness of T cells in chronic infection and aging
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T cells play a role in the systemic aging process
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