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Genetic and environmental risk factors for hereditary deafness in some rehabilitation
patients in Misurata- Libya

Abstract: A person is described as having a hearing loss if they are not able to hear as well as someone with
normal hearing. Hearing loss due to GJB2 mutations ranges from mild to profound and is usually congenital. The
severity of hearing loss may be affected by environment and genetic factors that lead to the appearance of a genetic
mutation of the GJB2 gene or effect the development of hearing loss by factors other than the Connexin 26 protein
such as advanced mother’s age, consanguineous marriage, smoking etc. 50 questionnaires were collected from
different rehabilitation centers in Misurata city and the data related to occurrnrence of heredity defines were ana-
lysed and the result showed that advanced maternal age represented 60%, consanguineous marriage represented
52%, repeated of occurance in the family is 12% and 51% of the fathers are smokers. For molecular study, DNA
was extracted from 3 samples using Magic PureTM Blood Genomic DNA Kit, DNA purity and concentration
were measured by the spectrophotometer and gelelectrophresis befor conducting the PCR analysis using 2 primers
(CTTTGTCTGCAACACCCTGC-F ,TCTTTTCCAGAGCAAACCGC-R) appropeiate for amplifying the target
region of the study for the gene .PCR products were sent outside the country for sequencing analysis. The results
showed the presence of a Framshift mutation c. 35dG in one case. This mutation is registered globally rs80338939
and is considered one of the most common mutations in the world which classified as pathogenic causing deafness
and this mutation location chromosome 13 g arm ( 13q12.11).

Key words: Hereditary deafness — risk factors- Mutations - GJB2 Gene- Connexin 26 protein. rehabilitation cen-
tres -Misurata- Libya.
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