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The role of viral genomic prediction and epigenomic regulation.

Eldamartinez Martinez*

Department of Primary and Community Care, Radboud University Medical Center, Nijmegen, Netherlands

Abstract

The necessity of a health equality agenda in genomics research has been highlighted in recent
studies. A health equity agenda must go beyond research studies in order to guarantee that
genomic discoveries may enhance health outcomes for all segments of the population. Numerous
evidence-based applications that can lower morbidity and mortality for millions of people have
been made possible by advancements in genomics and precision medicine Studies have shown
that racial and ethnic minority groups, rural communities, uninsured or underinsured people
and those with lower education and income have lower implementation rates for specific disease.
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Introduction

The use of genomic medicine in clinical care is rapidly
evolving, moving from research discovery to clinical
practice, providing patients with the possibility of timely
and accurate diagnosis and personalized treatment planning.
Complex healthcare systems are critical due in part to the
interdisciplinary and coordinated approach required by
different healthcare team’s laboratory technicians, clinical
geneticists, genetic consultants, data analysts etc. Challenges
will be presented. It arises to enable effective and sustainable
translation and implementation of genomics research into
clinical care [1,2].

Since the establishment of the Central Dogma of Molecular
Biology we have an increasing complexity of molecules that
enable life-sustaining specific gene expression programs
based on this core process. I'm surprised at that. After the
discovery of non-coding RNA, transfer RNA, and ribosomal
RNA messenger (m) RNA identified in the provided a
template for protein synthesis. The ncRNA family grew with
the identification of nucleolar RNA and nucleolar RNA in the
but in the nucleolar RNA. Did not grow until was discovered,
and small interferants [3].

Health inequalities defined as everyone who has the opportunity
to live as healthy as possible, have long been a public health
priority. Attention to disparities in health outcomes during the
COVID-19 pandemic fuels interest in public health behavior
to promote health equity health inequalities affect length and
quality of life. Morbidity, disability and mortality; severity of
illness; access to health care and treatment. Health fairness
in genomic medicine can be viewed as "global applicability
of genomic knowledge, fair and equal access to genomic
services such as testing and counseling, and fair practice of
genomic medicine."

Use an evidence-based structured approach to support the
changes you actually need. Theories, frameworks, and or
models guide the process regardless of whether it guides the
entire implementation process, identifies potential causal
mechanisms and relationships, or provides a schematic plan
to follow. If the use of evidence-based structured approaches
is not properly considered and integrated, the success of
implementation work will be limited, leading to resource
waste, ineffective communication processes, and potential
errors in translation studies. All of which limit the impact on
public health [4].

The use evidence-based approach provides the best support,
especially for successful implementations of genomic
medicine, with the interdisciplinary and coordinated approach
needed across different healthcare teams. First, the taxonomy
described by Nilsen understands and or explains the structured
implementation approach outlined in the study, whose purpose
is to describe guide the implementation process, and to affect
implementation results. Categorize according to whether it is to
evaluate the implementation. Identifying objectives guides the
proper selection and application of specific structured approaches
to implementation and or implementation science and facilitates
interdisciplinary communication between researchers.

Here we review advances over the last years in understanding
the function of IncRNAs as regulators of gene expression
and cellular function. The basis of protein-mediated gene
expression, which regulates mRNA production, turnover, and
regulates transcriptional and post-transcriptional processes
that affect translation, using several selected examples
primarily from the mammalian world [5].

Conclusion

Presents a new image with targeted and basic genomic
control. Layered on top of this layer is an epigenome program
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that modifies genomic regulation by altering DNA chemistry,
RNA chemistry, and chromatin composition. IncRNA
proposes to create an additional dimension of regulation that
overlaps the genomic and epigenome layers. In this dimension,
IncRNAs form scaffolds, organize regions of DNA, regulate
transcription, recruit RNA and cytoplasmic factors to sites of
post-transcriptional control, and assemble an operably linked
multiprotein complex. Expression program and cell fat.
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