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Abstract:Objective To compare the advantages and limitations of single nucleotide polymorphism mi-
croarray (SNP-array) and fluorescence in situ hybridization (FISH) in the analysis of abortion tissue genetics.
Methods From November 2016 to August 2019,632 patients with missed abortion were selected and 181 ca-
ses were selected as the experimental group. The whole genome DNA copy number variation (CNV's) of abor-
tion villi was detected by SNP-array technology. In addition,451 cases served as control group,and FISH was
used to detect villus chromosome. Results SNP-array technique detection was successful in the experimental
group,104 cases of chromosomal abnormalities were detected,the detection rate was 57. 46 % ,including 83 ca-
ses of chromosomal aneuploidy,10 cases of aneuploidy and 11 cases of CNVs. In the control group,there were
197 cases with chromosome abnormalities detected by FISH, the detection rate was 43. 68% ,105 cases were
trisomy 16,30 cases were 45, X chromosome, 18 cases were trisomy 22,11 cases were trisomy 21,6 cases were
13 trisomy,3 cases were 18 trisomy,4 cases were chimerism and other chromosome abnormalities. The detec-
tion rate of SNP-array was higher than that of FISH (X*=09.829 7, P <(0. 05). Conclusion SNP-array tech-
nique has a great value in the genetic diagnosis of embryo termination. Compared with FISH,SNP-array has a
wider detection range and higher detection rate.
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