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Editorial Note
Oncogenomics is a sub-field of genomics that describes cancer

related qualities. It centers on genomic, epigenetic and record changes
in cancer growth. Cancer growth is a hereditary illness brought about
by aggregation of DNA transformations and epigenetic adjustments
prompting unreasonable cell multiplication and neoplasm
development. The objective of oncogenomics is to distinguish new
oncogenes or tumor silencer qualities that may give new bits of
knowledge into disease finding, foreseeing clinical result of cancer
growths and new focuses for cancer treatments. The achievement of
focused cancer treatments, for example, Gleevec, Herceptin and
Avastin raised the expectation for oncogenomics to explain new
focuses for disease treatment.

Other than understanding the fundamental hereditary instruments
that start or drive disease movement, oncogenomics targets
customized cancer treatment. Cancer creates because of DNA
transformations and epigenetic changes that collect haphazardly.
Recognizing and focusing on the changes in an individual patient may
prompt expanded treatment viability.

The culmination of the Human Genome Project worked with the
field of oncogenomics and expanded the capacities of scientists to
discover oncogenes. Sequencing innovations and worldwide
methylation profiling methods have been applied to the investigation
of oncogenomics.

The genomics time started during the 1990s, with the age of DNA
groupings of numerous living beings. In the 21st century, the
fulfillment of the Human Genome Project empowered the
investigation of useful genomics and analyzing tumor genomes.
Cancer is a fundamental core interest.

The epigenetics time generally started all the more as of late,
around 2000. One significant wellspring of epigenetic change is
modified methylation of CpG at the advertiser locale of qualities.
Various as of late contrived techniques can survey the DNA
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