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Immune pathology in acquired familial bone marrow failure syndrome.
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In aplastic anemia (AAg, the targets and mechanisms of immunity remain
unclear. We investigated common immunological backgrounds in 6 families with AA. HLA-DRB1*1502 was
shared in 5 families, suggesting the possibility of an antigen related to HLA-DRB1*1502. There was
also a family in which HLA-A0206-deficient blood cells were common to mother and daughter.
Sequencing of the T cell receptor (TCR) a and B chains of CD8+ T cells from the mother and
daughter®s revealed several common and specific TCR gene sequences. Peptides complementary to the
CDR3 regions of TCRa and B were estimated.
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