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Abstract Objective: To explore the relationship betw een mitochondrial DNA mutation and the pathogenesis
of diabetes mellitus. Methods: Mitochondrial DNA in the region encoding (RNA® YR and the adjacent region in a

family with maternally inherited diabetes mellitus w as analyzed by applying polymerase chain reaction (PCR )-re-

striction fragment length polymorphism (RFLP), subcloning and sequencing techniques. Results; A combination
of mtDNA tRNA™ YR gene at nt 3 243 A to G and gene ND 1nt3 365 T to A mutations was found. Con-

clusion: Since the patients in the family had the clinical characteristics of maternal transmission, lower age of

onset, hearing loss and impaired insulin secretion, we suggested that the extent and severity of the diabetes and

deafness in this family could be associated with the additional gene ND 1 mutation.
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