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Study on hypermethylation of gene HDAC3 in B-thalassemia”
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Abstract: Objective To search and analyze the DNA methylation-related genes of B-thalassemia by oligonucleotide microarray,
to study the new method further for early diagnosis of 3-thalassemia. Methods Two cases of children cord blood with 3-thalasse-
mia and two cases of normal cord blood were detected by containing human DNA methylation 30,178 oligonucleotide probe chips,
and verifying the chip results by the methods of methylation-specific PCR (MSP) and DNA Realtime PCR. Results A total of 209
genetic differences (ratio == 2. 0 or << 0. 50) were showed by two groups of chips,of them 113 genes were up-regulated and 96
genes were down-regulated. The results showed that DNA the methylation-related gene HDAC3 was hypermethylation compared
with the normal blood. Conclusion A large number of differentially expressed genes were screened out by the technology of High-
throughput DNA methylation of the gene chip in thalassemia,the DNA methylation-related gene of HDAC3 was hypermethylation

in thalassemia. It is prognosticated that a new idea and method are opened up for prenatal diagnosis in thalassemia by the method of

DNA methylation-related microarry.
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