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Abstract: Objective To determine the expression of BRD-2 gene in acute lymphoblastic leukemia(ALL) patients. Methods
Expression of BRD-2 gene was measured in 78 ALL patients and 35 normal subjects by RT-PCR. Results Expression of BRD-2
mRNA in 78 cases of ALL was 75. 31% , which was significantly higher than that in control group(36.11% ,P<C0.05). The ex-
pression level of BRD-2 mRNA in ALL patients(0. 91240. 137) was also higher than that in control group (0.466=+0. 209, P<C

0. 05). Conclusion BRD-2 gene over expression may play an important role in the pathogenesis of ALL and can be considered as a

predicting marker of prognosis.
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