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Research on induction of immune tolerance by glycosylation
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We focused on B-cell immune tolerance induced by rituximab (Rx) used in
blood group incompatible transplant (txp), and aimed to analyze glycan changes in CD4 and CD8 after
Rx. Because human factors prevented glycan analysis, we performed coding RNA analysis of CD4 and CD8

before surgery (before Rx) and 6 months postsurgery in identical/compatible (N=4) and incompatible
(N=4) txps. Comparing RNA expression of CD4 in identical/compatible and incompatible cases, IL-10
expression, in which regulatory T cells (Tregs) are involved in B cell activation, increased 7-fold
after incompatible txp. No changes in cytokines involved in B cell activation by Th2 and CD8. IL-10
in Tregs may be involved in T cell mediated B cell immune tolerance after Rx.
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