Single nucleotide polymorphism in cancer research field and treatment
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Abstract



Genetic diversity in the human genome is an emerging opportunity for cancer research, a diverse series of diseases characterized by both environmental and genetic contributions. The number of popular germ-line variants is large, in the order of 10-15 million per human, and represents a remarkable opportunity to study an etiology, inter-individual variations in response and outcomes of specific cancers. The analysis of genetic differences will elucidate important determinants of environmental exposure and disease, which may have future consequences for prevention and early intervention strategies. However, in the early stages of defining the methods for a systematic analysis of genetic contributors to complex disorders, such as cancer. If the hope of the genomic revolution is to be fulfilled, this knowledge must be integrated into emerging policies for the delivery of all public health interventions and, most significantly, the provision of clinical cancer-related treatment.
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