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In this study, we accumulated approximately 2.3 million T-cell receptor

(TCR) beta chain clonotypes from peripheral blood in recipients of allogeneic hematopoietic cell
transplantation (HCT). Of these clonotypes, 42,436 (1.5%) were proven to be shared between different
recipients. Notably, whole T-cell repertoires of post-HCT recipients were predominated by “ shared
TCR clonotypes” irrespective of donor-recipient HLA compatibility. As a good example, we also
identified two HLA-B7-restricted CMV-reactive TCR clonotypes in the TCR repertoire of
HLA-B7-negative recipients. Additionally for in toto analysis of T-cell reconstitution at the
individual level, we have created an MHC-partially mismatched zebrafish HCT model and found that
8redomina2t TCR clonotypes in post-transplant recipients were substantially different from those in
onor graft.
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In-depth immunosequencing of human stem memory T cell repertoire and its comparison with other memory T cell populations.
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