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INTRODUCTION AND PURPOSE

A body of evidence highlights the involvement of CD8*T cells in Multiple sclerosis (MS). We have recently demonstrated that oligoclonally expanded
CD8*T cells found at lesion sites, thought to be driven by local cognate antigens, are the same overrepresented T cells found in the CerebroSpinal Fluid
(CSF) of the same patients and represent up to 47/% of the overrepresented CD8*T cells in the blood. Based on these previous results the blood can be
used as a source of T cells involved In the disease process. However, to date we have not identified yet in the periphery the culprit CD8*T cells driving
autoimmune inflammation nor their phenotype and/or function. Our working hypothesis Is that the cells able to provoke damages in the Central Nervous
System (CNS) are also present In the blood and may have a specific phenotypic or functional pattern.

The purpose of this project iIs to study CD8* T cells in the CSF and blood of MS patients at a single cell level to identify their specificity compared
to healthy volunteers (HV) or patient with other neurological disease (CTRL), to decipher their roles in the MS pathophysiology and if oligoclonally
expanded clones are linked to a specific phenotype of CD8* T cells.
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strongly orienting the cells toward an activated, effector and cytotoxic profile and allowing the cells to
migrate to the CNS. We also highlight a specific profile of oligoclonally expanded memory CD8*T cells
of MS patients compared to those of healthy volunteers.
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