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DNA methylation in -thalassemia by oligonucleotide microarray
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Abstract: Objective To search and analyze the DNA methylation-related genes of B-thalassemia by oli-
gonucleotide microarray in order to explore a new method for early diagnosis of B-thalassemia. Methods The
cord blood samples of 2 children with B-thalassemia and 2 health children were detected by a chip containing
human DNA methylation 30 178 oligonucleotide probes. The chip results were verified by the methods of methy-
lation-specific PCR (MSP) and real-time PCR. The statistical significance of differentially expressed genes was
found on non-supervised clustering ( Hierarchical clustering). Results A total of 209 genetic differences
(ratio=2.0 or<0.5) were showed by 2 groups of chips, and of them 113 genes were up-regulated and 96
genes were down-regulated. The results showed that the methylation-related gene erythroblastic leukemia viral
(v-erb-a) was of hypermethylation compared with the normal blood. Conclusion A large number of differential-
ly expressed genes are screened out by the technology of High-throughput DNA methylation of the gene chip in
thalassemia. The DNA methylation-related gene of v-erb-a is of hypermethylation in thalassemia. Our methods of-
fers a new idea and approach for prenatal diagnosis for thalassemia by the DNA methylation-related microarray.
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H PB4 2
actin 20.32 -0.18 32.0 -
v-erb-a 18.69 2.8 1.04 30.70
IEH S i
actin 20.38 0.06 - -
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22 5 QB il N DI B 1S AT s QFR 1 Fr B K 2 A
PE(RFLP) #8087 @FERATIR (ASO) #REH4458;5
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R JR RN RACHE , o Ml v 7 A% 0 35 PR 2 W ARG T 2 R R
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B e A R Tk STy VA R B, R 2 F TG RR AE R
ALEE (RO 22 428 I 3 RLZ T B R 1 T AT 8%
T E LR FE

Bififs DNA H JEALAG I F AR () & e F e 5 , it =
52 W AL TR B 3 67 sSORA2 W IR T 90 . 2808
Jh R S AR A Y 4 T2 W AN T Y T B
Z—o CHR[8 il B ¥R L AE IR L A 1 241
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SR FEAZ TR 5, S — P e 3 R 2 SR s
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FH1(4n pl5.pl6 . p73 ) 40 ML 98 T B R % (1
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Fl v-erb-a, XEETE N B A H LA AR b Y I DN 3 %
BRI B0 SE LR G A OC A R .
i MSP Jz RT-PCR BaiEA5H v-erb-a & K 7E i ifg 7%
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