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Abstract 

Hepatitis C virus (HCV) infection represents an excellent public health 

care challenge because it affects nearly one hundred seventy million 

people worldwide. Therefore, the deep investigation of the 

mechanisms concerned within the pathologic process of chronic liver 

disease evoked by HCV could be a crucial step within the style of 

novel targeted therapies for the treatment of this condition. However, 

techniques of biological science to characterize HCV proteins will 

suffer of intrinsic limitations thanks to high mutation rates of the virus 

ordering. during this study, we tend to propose a unique strategy to 

synthesize a microorganism cDNA sequence such as the p7 sequence in 

HCV genome-free conditions. Our approach consists of a three-steps 

enzyme chain reactions (PCRs) by employing a set of 4 giant 

overlapping artificial oligonucleotides aimed to one by one amplify 

each 5’ and 3’ ends of the p7 gene; 5’ and 3’ merchandise, 

overlapping themselves, were then used as a templet in a 3rd PCR 

amplification so as to induce a full-length p7 cDNA. Our methodology 

represents a noteworthy proof-of-principle because it permits for the 

safe manipulation of short microorganism genes. Moreover, this new 

technique overcomes the elevated genetic variability of HCV genomes 

while not moving the matter 

microorganism supermolecule. 

characteristics of the reputed 
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INTRODUCTION     

Hepatitis C virus (HCV), a personality's infectious agent moving nearly 

third-dimensional of the world’s population [1], is that the reason 

behind chronic liver diseases that will result in liver disease and 

hepatocarcinoma [2]. Techniques of biological science, like enzyme 

chain reaction (PCR) and ester sequencing, are designed and wide 

accustomed characterize HCV polymer ordering. though these tests ar 

sensitive, the results is also restricted [2] thanks to HCV high mutation 

rates, low quantity of polymer in improperly collected, handled and 

keep samples with a attenuated accuracy of the strategies [3]. 

Therefore, HCV polymer macromolecule preparation (i.e. 

amplification) could be a essential step within the molecular procedure 

[4]. HCV ability to form its molecular design likewise on acquire a high 

genetic nonuniformity represents a challenge for the correct institution 

of molecular biological techniques [5]. Also, to focus on the 

microorganism components accountable for virulence, correct and 

greatly sensitive molecular techniques got to be distributed [5]. p7, 

atiny low integral supermolecule orchestrating HCV particle assembly, 

plays a essential role in package of infectious microorganism relation 

and it's been concerned in ordering replication [6]. many Nuclear 

resonance chemical analysis (NMR) studies, showed totally different 

potential topologies and conformations of p7 [7-10]. above all, it's 

been incontestable  that p7 supermolecule is organized as Associate in 

 

 
Nursing N-terminal alpha-helix with 2 transmembrane phases (TMS1- 

2) connected by a brief deliquescent cytosolic segment [8]. Moreover, 

p7 forms cation-selective pores within the endoplasmic reticulum (ER) 

of the infected cell. p7 is additionally classified as a viroporin, due its 

ability to show ionic channel function; viroporins ar a supermolecule 

family ready to manipulate membrane permeableness to ions 

therefore facilitating virus production [11]. 

Conclusions 

In conclusion, we tend to propose a creative proof-of-principle 

methodology to synthesize, by a 3 steps- enzyme chain reaction, a 

brief microorganism cDNA in a virus-free system supported the 

planning and combination of nucleotides covering the sequence of 

interest. This approach permits the advantage to figure in a secure 

setting and to beat the elevated genetic variability intrinsic to 

microorganism genomes while not moving the matter characteristics of 

the reputed microorganism supermolecule. a lot of specifically, here 

we tend to describe the event of this new approach by with success 

synthesizing a cDNA such as the HCV p7 sequence. Experiments ar 

ongoing in our laboratory to come up with expression vectors carrying 

each wild-type and labelled p7 sequences to be used for the isolation 

of p7-interacting proteins in a proteomic-based approach [20] from 

liver organism cell systems. this can facilitate U.S.A. to shed light- 

weight on the molecular mechanisms governing p7 activity within the 

pathologic process of HCV-driven liver disease. 
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