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Abstract:

Smoking is a bad habit that has harmful effects on health, and one of
its most important components responsible for addiction is nicotine,
which is dangerous to health in general and to genetic material in
particular, as it causes genetic changes and leads to diseases that can be
inherited across generations. Among these changes is the occurrence of a
genetic mutation in the OPRM1 gene. This gene gives instructions for
making a protein called opioid receptors, “which is considered the
internal body system that causes addiction”. Materials and methods: 22
samples were collected, and all the cases were male, ages ranging from
15 to 40 years. Most of them had smoked early age. The DNA genetic
material was extracted from the samples using the QIGEN Kit, and the
concentration of the extracted genetic material was measured and
transferred onto a gel, then a polymerase chain reaction (PCR) was
performed after designing the appropriate primer to replicate the target
region for the study. The samples were sent outside the country for
sequence analysis. Result: The sequence analysis revealed the presence
of the 118A>G mutation in 3 samples among the samples studied. The
test also revealed the presence of several other mutations in various
samples.
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