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Comparison of consistency between copy number variant sequencing and Q-PCR for cytomegalovirus infection
Su Hui'* . Pan Liangying'® . He Guilin', Chen Zejun', Chen Su', Chen Yuefen', Wang Ruixia',
Zhu Xin', Ling Yi*" , Liu Chuntao™"

(1. Hainan Medical University, Haikou. Hainan., 571199; 2. Department of Fetal Medicine, the
First Af filiated Hospital of Hainan Medical University, Haikou, Hainan, 570102)

[Abstract] Objective To compare the agreement between copy number variant sequencing (CNV-seq)
and quantitative polymerase chain reaction (Q-PCR) in the determination of congenital cytomegalovirus
(CMV) infection. Methods The amniotic fluid of nine patients who have visited the Prenatal testing
center since 2020 to 2022 was selected for comparative detection of the two detection technologies, and the
clinical data of the patients were summarized. Results CNV-seq and Q-PCR indicated that one patient was
positive for CMV infection and the same case; 8 test samples CNV-seq and Q-PCR were negative,
indicating that the pregnancy abnormality may not have been caused by CMV infection, and the negative
test result does not completely rule out CMV infection. Conclusion There may be consistency between
CNV-seq and Q-PCR in determining congenital CMV infection.

[Key words] copy number variation sequencing (CNV-seq); quantitative polymerase chain reaction;
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