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Regulations of gene expressions by microRNAs (miRNAs);
[bookmark: _GoBack]MicroRNAs is the noun given to a family of molecules that aids cells in controlling the types of protein they manufacture or make. In most cases, cells use MicroRNA to help regulate gene expression. On the other, microRNA is the small non-coding RNA molecules present in plants, animals and some viruses, that usually perform the duty of silencing and post-transcriptional regulation of gene expression in RNA. MiRNAs usually work best via base-pairing with the complementary sequences within the mRNA molecules (Yao et al., 2019). MicroRNA are located explicitly in cells and bloodstreams.
As stated above, microRNAs, are short non-coding RNAs that help in regulating gene expression post-transcriptionally. They mostly combine or bind to the 3’-UTR of their primary target, which is mRNAs and repress protein production by destabilizing the mRNA and translational silencing. MiRNAs are essential cytoplasmic regulators of gene expression (Gulyaeva & Kushlinskiy, 2016). They generally act as post-transcriptional regulators of their messenger RNA targets via mRNA degradation and translational repression. Based on various studies, it’s also, evident that miRNAs perform a specific function in the nuclear. Also, the most vital step in gene expression is the initiation of the transcription. Thus, this means that without initiation transcription and the subsequent transcription of the gene into mRNA by the actions of RNA polymerase, will make the phenotype controlled by the gene not to be visible. 
MicroRNAs are always in small molecules ranging from 18 to 22 nucleotides that act as the essential regulators of the gene expression at the post-transcriptional level. MiRNAs has several mechanisms that it applies in the gene expressions; one of them involves the interaction of their “seed” sequences primarily with 3’-end and rarely with 5’-end, of mRNA transcribed from target genes (Yao et al., 2019). MiRNAs are also, endogenous, non-coding 22- nucleotide RNA molecules that are responsible for post-transcriptional regulators of cognate target gene expression. Based on the existing evidence, many mammalian miRNAs are in a tissue-specific manner, which is a phenomenon that has resulted in transcriptional regulation. 
The reduction of a specific amount of miRNA is a very vital outcome of the molecular event. Hence through this, miRs plays an important role, since they act as primary regulatory molecules in many biological processes. Besides, many studies are in a position to confirm the quantitative and qualitative analysis of miRNA expression, and the outcome displayed are the considerable changes in their expression profiles in various diseases. From multiple studies outcomes, shows the profiling of miRNA expression as an essential tool for diagnostics and treatment of diseases. However, the impacts of changes in miRNA expression still minimal (Treiber et al., 2019). By understanding of molecular mechanisms regulating miRNA expression will give a clear explanation of the variations in the name of protein-coding genes. Therefore, a generalized scheme of both the transcriptional and post-transcriptional regulation of microRNA expression, hence this is due to transcriptional regulation comprises changes in the expression of the host gene and hypermethylation of the promoter of host or microRNA genes. Finally, post-transcriptional mechanisms show changes in miRNA processing and stability. Besides, the effects of endogenous like hormones and cytokines and exogenous (xenobiotic) compounds on the expression of miRNAs are always given a chance in process of regulation of genes.
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