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Prenatal diagnosis of fetal chromosomal abnormality by genomic sequencing technology HUANG Li, HE
Bing, WANG Shi-kai, et al. Reproductive and Genetic Center, the People's Hospital of Guangxi Zhuang Autonomous
Region, Nanning 530021, China

[ Abstract] Objective To explore the prenatal diagnosis of chromosome abnormality by detecting free DNA
in maternal amniotic fluid by using massively parallel genomic sequencing technology. Methods The amniotic fluid
samples from 60 pregnant women were collected from December 2013 to May 2014 at the People’s Hospital of Guangxi
Zhuang Autonomous Region. Those pregnant women had a gestational age of 18 to 24 weeks and high risks of Down
syndrome and/or fetal abnormalities shown by color Doppler ultrasound. The amniotic fluid samples were drawn from
the pregnant women and their amniotic fluid DNAs were extracted for preparing a sequencing library. By using Ion
Proton, high-throughput sequencing procedure was carried out. The sequencing data were compared with the human
reference gene-database and statistically analyzed. Simultaneously, the amniotic fluid cells were cultured for chromo-
somal karyotyping which compared with the massively parallel genomic sequencing technology. Results By massively
parallel genomic sequencing, in 3 out of 60 cases showed chromosome copy number abnormalities, 57 cases have no
obvious abnormity. By the standard of chromosomal karyotypic analysis, there were 6 chromosomal abnormalities.
Conclusion Massively parallel genomic sequencing is highly consistent with karyotypic analysis in sensitivity and
specificity for prenatal diagnosis of the fetus chromosome abnormalities by detecting amniotic fluid DNA in pregnant
women and has great advantages of high accuracy, high throughput, high sensitivity, and low cost in clinical practice.
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Expression of cytoglobin gene in hypoxic neurons in vitro YANG Han-hua, MA Hai-ran, XIAO Dan-ping, et
al. Department of Pediatric, the Second Affiliated Hospital of Shantou University Medical College, Guangdong
515041, China

[ Abstract] Objective . To investigate the expression and changes of cytoglobin( Cygh) gene on hypoxic neu-
rons in vitro. Methods The primary cortical neurons from newborn rats were cultured in a serum-free culture system.
The neurons were identified by polyclonal antibody against neuron specific enolase on the 6th day and were randomly
divided into 4 groups for assessing cell viability by CCK8 and for observing the gene expression of Cygh by Real-time
PCR at O h, 8 h, 16 h, 24 h after hypoxic injury was induced with the concentration of oxygen between 0.5% and
0.9% . Results The purity of neurons was more than 99% ; Expression of RNA Cygb was increased in a time-de-
pendent manner, and there was significant difference in each group( P <0.05). Conclusion The expression of Cygh
in neurons increases rapidly after hypoxic injury indicating that Cygh may have an important function in the process of
protecting hypoxic neuron injury.
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