
 

Mechanism affecting risk of prostate cancer
is found

January 10 2014

A research group at Biocenter Oulu in Finland has identified a
mechanism related to a transcription factor that binds much more
strongly onto a particular SNP variant, thereby initiating a genetic
programme which enhances prostate cancer proliferation and metastasis.
The study opens up an important new direction in investigating the
mechanisms related to the way in which SNP variations cause an
elevated risk of prostate cancer and other human diseases. Published in 
Nature Genetics, the study was partly funded by the Academy of Finland.

Prostate cancer is the most commonly diagnosed malignancy and the
second most common cause of cancer-related deaths in men worldwide.
In Finland, more than 4,000 new cases are diagnosed every year.

The human genome is mainly identical throughout the human population
worldwide. However, millions of small variations or polymorphisms,
often located in a single nucleotide, can be found between individuals.
These variations are known as single nucleotide polymorphisms (SNP).
Using DNA samples from tens of thousands of prostate cancer patients
and healthy men, comparative genetic studies, known as genome-wide
association studies, have identified dozens of SNPs associated with the
risk of prostate cancer. However, because most of these SNPs are not
found in the protein-coding regions of the genome, finding the genes
that contribute to the risk of prostate cancer is difficult. For this reason,
the question of how these single nucleotide genetic variations or SNPs
lead to a risk of prostate cancer has not yet been answered.
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