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[ Abstract] Objective Based on copy number variation sequencing (CNV-seq) technology, we tested 1953
products of spontaneous abortion, to explore the occurrence of chromosomal abnormalities and copy
number variation (CNV) in abortion tissues. Methods Retrospective statistical analysis was performed on
the chromosome variation analysis results of 1953 cases of spontaneous abortion from March 2014 to
November 2019 tested by CNV-seq. Results () Among the tissue samples of 1953 aborted cases, 1013
had chromosome abnormalities, with an abnormal rate of 51. 87%. And chromosome aneuploidy was the
most common, with a total of 870 cases, with an incidence of 44. 55% (870/1953), in accounts for
85.88% of chromosome abnormalities(870/1013). Involving all the chromosomes except chromosome 1,
trisomy 16 had the highest occurrence frequency. followed by trisomy 22, monosomy X, trisomy 15 and
trisomy 21. @]In this study, it was found that the embryo chromosome abnormality rate in the pregnant

women aged —>35 years old group was significantly higher than that in the pregnant women aged <35
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years old group (56. 57% vs. 42. 17%, P << 0. 05). The chromosome abnormality rate of early
spontaneous abortion (gestational week<'12weeks) was significantly higher than that of late spontaneous
abortion (58.76% vs. 23.21%, P<C0.01). The number of previous miscarriages had little relationship
with the abnormal rate of embryo chromosomes (P>>0. 05). Conclusions Chromosomal abnormalities,
especially chromosomal aneuploidy, were the main causes of spontaneous abortion of fetus, which mostly
occurred in the early stage of pregnancy. Moreover, the incidence of chromosomal abnormalities of fetus
increased significantly with the age of pregnant women.
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