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The value of non-invasive prenatal testing for chromosomal abnormalities in high-risk ultrasound screening of
pregnant women of different expected ages
Wu Ziying . Huang Meizhen
The People’s Hospital of Huadu, Guangzhou 510800 , Guangdong, China
[ Abstract]  Objective  To explore the value of noninvasive prenatal testing (NIPT) in detecting
chromosomal abnormalities in high-risk ultrasound screening of pregnant women of different ages. Methods
A total of 135 pregnant women with positive indicators were included in the second-trimester ultrasound
examinations that were established in our hospital from January 2021 to January 2022. Non-invasive DNA
detection was performed, and they were followed up until the end of delivery. The number and types of
abnormalities in different ultrasound examinations were compared. Results of non-invasive prenatal DNA
testing of the fetus. The differences in the above values of pregnant women of different ages were
analyzed, and the diagnostic value of non-invasive DNA testing for pregnant women of different ages was
analyzed by logistic regression. Results Among the 135 cases, there were 187 abnormalities in second
trimester ultrasonography, of which 19 cases had more than three abnormalities, 33 cases had two
abnormalities, and 83 cases had one abnormality. For fetuses with multiple positive ultrasound indicators,
the probability of non-invasive prenatal DNA testing to indicate high risk is significantly increased, and the
proportion is higher in older pregnant women. Ultrasound showed that the fetus with nuchal translucency
(NT) thickening, further NIPT test showed the highest probability of high risk, reaching 10. 77%,

followed by the fetus with unclear nasal bone, and the high-risk rate of NIPT was 9. 52%. Conclusion
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The risk value of NIPT detection often increases with the number of abnormal ultrasound examinations.,

especially in elderly pregnant women, who may have chromosomal abnormalities and should undergo

further amniocentesis.
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