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HCV -HB( ); HCV —T( ); HGV -1( ); HCV-J, HCV -BK HC-J6, HC-J8( ).
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MOLECULAR CLONING AND SEQUENCING
OF HCV 5 NCR ¢DNA

Li Gang Yao Jilu Peng Wenwei Wang Bin Luling

(Department of Infectious Diseases, Sun Yat—sen University of M edical Sciences, Guangzhou, 510630)

HCV RN A derived from the serum of a patient with chronic hepatitis C was extracted before it was con-
verted to cDN A by reverse transcription using random primers. Polymerase chain reaction (PCR) was per—
formed with primers specific for HCV SNCR  Amplified product with 302 bp was subsequently filled in 3~
recessed ends, isolated, purified and inserted into pU C19 plasmid vector. The recombinant plasmid p UN ob-
tained was sequenced by dideoxy nucleotide chain termination method- A comparison of the nucleotide se—
quence of HCV 5 N CR with several previously reported strains showed the homology to be 92. 6% ~ 100
and most identical to strains belong to genotypell . The sequence of the HCV 5N CR determined in this re—
port was useful for the selection of primers. The ¢cDNA clone constructed can be used as effective positive
control template for PCR, which will be helpful in eliminating falsenegative results and evaluating the quali—
ty of reagents.
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