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Application value of genetic screening for hereditary deafness in universal newborn hearing screening
LIANG Wenying' , LI Yongtao’, YU Xiaojing”, WANG Li*

(1. Department of Neonatology ,Luoyang Maternal and Child Health Hospital , Luoyang 471000, Henan Province , China;2. De-
partment of Pediatrics ,Luoyang Maternal and Child Health Hospital ,Luoyang 471000, Henan Province ,China)

Abstract :
born hearing screening (UNHS). Methods A total of 3 887 newborns born in Luoyang Maternal and Child Health Hospital

Objective To investigate the application value of genetic screening for hereditary deafness in universal new-

from October 2018 to October 2019 were selected as the research subjects,and all the newborns were given genetic screening
and hearing test for hereditary deafness. Results Among the 3 887 newborns,201 cases were found to have deafness gene mu-
tation, and the deafness gene mutation rate was 5. 17% (201/3 887). There was no significant difference in deafness gene mu-
tation rate among the newborns with different gender, gestational age, birth mass and delivery mode (P >0.05). Among the
3 887 newborns,28 newborns were diagnosed as hearing disorders by audiological evaluation, and the incidence of hearing
disorders was 0.72% (28/3 887). There was no significant difference in the incidence of hearing disorders among the newborns
with different gender, gestational age,birth mass and delivery mode (P >0.05). The incidence of hearing disorders in the new-
borns with deafness gene mutation and the newborns without deafness gene mutation was 3.48% (7/201) and 0.57% (21/
3 686) ,respectively. The incidence of hearing disorders in the newborns with deafness gene mutation was significantly higher
than that in the newborns without deafness gene mutation (y* =18.724,P <0.05). Conclusion The genetic screening of
hereditary deafness is helpful to improve the detection rate of neonatal hearing impaired ,and provide help for early intervention
measures.
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