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Abstract:

Aim: The advancement of new advances, for example, Next 
Generation equencing (NGS), and techniques to improve the 
capacities of this innovation has been an unrest for the investi-
gation of genomics and transcriptomics. NGS opens entryways 
for progress in an assortment of natural fields, including biomed-
ical examination. NGS permits the sequencing of the entire ge-
nome and transcriptome in a gigantic scope, available cost, and 
it isn’t restricted to past information. Genome sequencing has 
been applied for the improvement of an assortment of research 
zones, for example, portrayal of antiquated genomes , sequenc-
ing of various species , hazard evaluation of hereditary sicknesses 
, sub-atomic analysis of different sicknesses including malignant 
growth among other, prompting a street for customized medica-
tion. With NGS, definite investigations of the transcriptome have 
been made conceivable. Definite data about courier RNA, yet in 
addition ribosomal RNA, move RNA, little RNAs are presently 
available. Due to the way that this innovation needs no past in-
formation about the frameworks being contemplated contrasted 
with other high-throughput innovations (for example oligo-mi-
croarrays), NGS takes into account novel records to be found. 
Accordingly, elective joining, novel microRNAs, and non-coding 
districts which produce long non-coding RNAs (lncRNAs) would 
now be able to be investigated. Non-coding areas of the genome 
were initially portrayed as garbage, or a result of messy transcrip-
tional apparatus. It was not until the ENCODE project that these 

Utilization of Next Generation Sequencing in the Identification of Long 
Non-Coding RNAs as Potential Players in Breast Cancer Prevention
Hudson ME
The Irma H. Russo, MD, Breast Cancer Research Laboratory, Fox Chase Cancer Center- Temple University Health Sys-
tem, Philadelphia, PA, USA

noncoding areas were demonstrated to be practical pieces of the 
genome. In fact, they have been appeared to have significant parts 
in quality guideline LncRNAs have been named RNAs which are 
longer than 200 nucleotides (a length which was set self-assertively 
to recognize them from little RNAs) and don’t seem to code for a 
protein (for example have no altogether huge open understanding 
casing) . Notwithstanding compensating for most of the human 
genome, just under 180 lncRNAs have been clarified and the 
comprehension of their organic job is still a matter for dynamic 
exploration. LncRNAs have been depicted as significant central 
participants in cell separation and cell change. Nonetheless, up 
to this point, very few lncRNAs have been straightforwardly con-
nected to bosom malignancy; H19 and HOTAIR are some of ln-
cRNAs over communicated in bosom malignancy .
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