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Abstract

A preliminary study on optimising reaction conditions to amplify the 3’UTR gene of the hepatitis C virus
Anusorn Kiattanaphon*, Duangkamol Kunthalert*, Yaovaluk Vipsoongnern**, Anchalee Sistayanarain*
* Department of Microbiology and Parasitology, Faculty of Medical Science, Naresuan University

** Blood testing section, Thai Red Cross society

Corresponding author: Anchalee Sistayanarain Department of Microbiology and Parasitology, Faculty of Medical Science, Naresuan University,

Phitsanulok 65000, Thailand. Phone: 055-964627; E-mail address: sisaya@rocketmail.com

Introduction: The hepatitis C virus (HCV) is a major cause of hepatitis, cirrhosis and hepatocellular carcinoma. HCV is
classified into 6 major genotypes and its detection is important for the diagnosis, therapy and for screening
blood donors. Most nucleic acid detection methods for HCV use the conserved region of the 5’UTR gene.
However, the 5’UTR may not be the best target for the nucleic acid detection because of the complex
secondary structures. This study aimed to optimize the conditions which best amplifies the 3’'UTR gene
of HCV using reverse transcription-nested polymerase chain reaction (RT-nested PCR).

Method: cDNA was synthesized from HCV RNA by reverse transcription (RT) and nested PCR was performed
using six protocols (I-VI).

Result: We detected amplified products from only two protocols, V and VI.

Discussion and  The protocols VI produced the highest yield of 3’'UTR gene of HCV. However, testing should be done

Conclusion: by using HCV infected clinical specimens.

Key words: Hepatitis C virus, Nested PCR, 3'UTR






