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Analysis of chromosomal abnormalities in spontaneous abortion and reference abortion tissue
by whole genome copy number variation sequencing’
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Abstract: Objective  To investigate the relationship between spontaneous abortion tissue, citation and
chromosomal abnormalities. Methods Low depth and high throughput copy number variation sequencing
(CNV-Seq) technique was used to detect chromosomes in spontaneous abortion tissues and reference fetuses,
A total of 141

cases of spontaneous abortion tissue and 69 cases of induced labor tissue were detected successfully. There

including 141 cases of spontaneous abortion tissue and 69 cases of induced labor tissue. Results

were 65 cases of chromosome abnormality in spontaneous abortion (46.10%) ,including 46 cases of chromo-
some abnormality,12 cases of unknown or benign structural variation,7 cases of pathogenic structural varia-
tion. A total of 28 cases of chromosome abnormality (40.58%) were identified,including 13 cases of chromo-
some abnormality and 5 cases of pathogenic structural variation. Conclusion Chromosome abnormality (num-
ber and structure) is the main cause of spontaneous abortion and induction of labor. The detection of abortion and in-
duction of labor by chromosome copy number variation sequencing technology is helpful to find the genetic cause,
which is of great significance for fertility guidance again.
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