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[Abstract] Objective This study intends to use circRNA as the starting point, and use RNA-seq tech-
nology to screen differentially expressed circRNA from the cord blood of patients with 13-trisomy syn-
drome and pregnant women with normal obstetric examination, so as to provide basic research for the diag-
nosis and treatment of patients with 13-trisomy syndrome. Method During the period from January, 2017
to January, 2008, patients diagnosed with 13-trisomy syndrome in Shenzhen people’s hospital and a preg-
nant woman with normal obstetric examination were selected as the study subjects. Differentially ex-
pressed circRNA was detected using RNA-seq technique. Differences between groups were analyzed, and
related micro RNA (miRNA) adsorbed by cricRNA was predicted and analyzed. Results According to the
analysis with healthy control group, a total of 8005 circRNA with differential expression were statistically
significant. Among them, 4275 circRNA were up-regulated and 3730 circRNA were down-regulated. Hsa
_circ_0002473 is the most up-regulated circRNA on human chromosome 13, interacting with 8 miRNA.
Conclusions There is a differential expression in circRNA between cord blood of patients with 13-trisomy
syndrome and that of healthy control group, and hsa_circ_0002473 may be a biomarker for diagnosis and

treatment of 13-trisomy syndrome.
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