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Incidence of the Chromosomal Abnormality of the Early Abortion Villi
Samples by the Next Generation Sequence: A Meta-Analysis
XIN Shu-wen, YANG Shao-zhe, XU Bo, TENG Shao-xia, LI Rong-xiang, FU Xiu-hong

(Center for Reproductive Medicine and Genetics of Luohe Central Hospital, Henan Luohe 462000, China)

Abstract: Objective To explore the incidence of the chromosomal abnormality of the early abortion villi samples using the
next generation sequence with a Meta-analysis. Methods The CNKI, Pubmed and other related Chinese and English database
were retrieved to screen the literature that included the incidence of the chromosomal abnormality of the early abortion villi
samples using the high throughput sequencing. Revman 4.3 software was used for meta-analysis. Results A total of 12 articles
were included in the analysis, which includes 723 early abortion villi samples. Meta-analysis showed that there were 477 samples
of chromosomal abnormality in 723 early abortion villi samples,the overall abnormal rate was 68% (0.58~0.76),the incidence
rates of chromosomal abnormal number were 50%(0.43~0.57), and the incidence rates of chromosomal segmental deletion or
duplication was 16%(0.09~0.24). Conclusion The next generation sequence technology can be used as the key means to detect
the abnormality chromosomal in these early abortion villi samples. The abnormality of chromosomal is an important cause of
spontaneous abortion in early pregnancy.

Keywords: next generation sequence; spontaneous abortion; chromosome; meta-analysis
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