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[Abstract] Aim: To investigate the clonal expansion and the feature of CDR3 sequence of T cells in
the patient with chronic myelogenous leukemia (CML). Methods: The complementary determining re-
gion 3 (CDR3) of TCR Va and VB subfamilies genes were analyzed using RT-PCR and genescan tech-
niques in peripheral blood mononuclear cells (PBMCs) from the a case with CML, to detect the usage
and clonality feature of TCR Va and VB subfamilies. The oligoclonal PCR products were analyzed by se-
quencing to define the sequence of CDR3. Results: 18 Vo and 12 V@ subfamily T cells could be identi-
fied in the CML case, and the prodcuts from Val3, Val8, V81 and VB21 subfamilies displayed oligo-
clonal expansion. The CDR3 sequences from 3 oligoclonal TCR genes were identified in Val3NJad9,
Val8NJa5 and VR21INDBNIB2. 7 respectively. Conclusion: 3 TCR CDR3 sequences from clonal expan-
sion aff + T cell in PBMCs from the CML case were identified, suggesting that it might exist TCR Val3/
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VB21 or Val8/VB21 oligoclonal T cell specific for CML cell antigens.
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