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Retrospective analysis of noninvasive prenatal testing in Hubei area”
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Abstract : Objective To explore the application of noninvasive prenatal genetic testing (NIPT) in prenatal
diagnosis,and evaluate its accuracy and indication. Methods A total of 9 584 pregnant women who performed
NIPT in Hubei General Hospital from January 2016 to December 2017 was enrolled in the study,to evaluate
the consistency of fetal chromosomal aneuploidy abnormality in different regions of hubei province. All preg-
nant women were grouped according to age, pregnancy history, gestational weeks and fetal DNA concentra-
tion, to explored the factors influencing NIPT. High risk cases were verified by prenatal,low risk cases were
received ultrasound examination. All cases were followed up by telephone or medical records to evaluate the
efficiency of NIPT. Results There is no variance of different regions of Hubei province in NIPT results(P >
0.05). Among 9 584 pregnant women,advanced maternal age (more than 35 years old) and abnormal preg-
nancy pregnant women had higher risk of trisomy 21, trisomy 18, sex chromosome aneuploidies and other
chromosome aneuploidies(P<0. 05).In 2 794 pregnant women with unhealthy pregnancy and childbirth his-
tory,the high risk rate and overall high risk rate of trisomy 21 and 18, sex chromosome and other chromo-
somes significantly increased (P <C0. 05). The specificity of 21,18, 13-trisomy.,sex chromosome aneuploidies
and other chromosome aneuploidies was above 99. 98%., and the positive predictive values were
95.8%.85.7%,62.5%,53. 8% and 33. 3%, respectively. Conclusion NIPT is an effective method of prenatal
screening for chromosomal aneuploidy in Hubei province, which can effectively reduce missed diagnosis and invasive
prenatal diagnosis. Advanced age and adverse pregnancy history were risk factors for chromosome aneuploidies.
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