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Abstract: To explore the sequence feature of mitochondrial DNA(mtDNA) control region in human
carcinoma cells, polymerase chain reaction-restriction fragment length polymorphism(PCR-RFLP) and
direct sequence techniques were used to analyze the sequence of mtDNA control region of 6 human
carcinoma cell lines versus white blood cells which from 6 tumor patients and 4 normal adults. The
T to C mutation at np 16 519, A to G mutation at np 16 534, T to G mutation at np 46, and A to C
mutation at np 49 was found in 50% (3/6 cases) of carcinoma cell lines and in 33.3%(2/6 cases) of
tumor patients, but it was not found in normal adults. The C to T mutation at np 16 278 was found
in 50%(3/6 cases) of carcinoma cell lines, it was significantly higher than that of the
polymorphism of normal population. These findings suggest that the typical mutation in the starting
area of heavy—strand replication and the first half of D-loop region might probably be associated
with carcinogenesis or susceptibility of carcinoma
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