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Prenatal diagnosis and pregnancy result analysis of 17 patients carrying chromosomal translocation Y/ Feng-
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[ Abstract] Objective To analyze the prenatal diagnosis and pregnancy results of 17 patients carrying chromo-
somal translocation. Methods The clinical data of 17 patients diagnosed with chromosomal translocation carriers by pre-
natal examination at the Prenatal Diagnosis Center of Huaihua City Maternal and Child Health Care Hospital from January
2018 to December 2021 were collected. All the fetuses underwent chromosome karyotype and chromosome microarray
analysis(CMA). The diagnostic results and pregnancy outcomes of the patients were summarized. Results Among the
17 chromosomal translocation carriers, 14 cases were maternal and 3 cases were paternal. 14 cases had a history of embryo
arrest or fetal structural abnormalities; 1 case was the first pregnancy with fetal structural abnormalities; 2 cases were
the first pregnancy| assisted reproductive embryo preimplantation genetic test(PGT) ], and normal babies were obtained.
Fifteen cases involved 2 non-homologous chromosomes, and 2 cases involved more than 3 complex chromosome rear-
rangements (CCR). Prenatal diagnosis of fetal karyotype and CMA results showed 7 cases of unbalanced translocation,
9 cases of balanced translocation, and 1 case of normal karyotype(via assisted reproductive PGT). The pregnancy out-
comes: 8 cases of induced labor, 9 cases of normal childbirth. Conclusion Chromosomal translocation carriers have a
high risk of adverse pregnancy outcomes, and prenatal diagnosis should be made to exclude unbalanced translocations
and reduce birth defects.
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