DOT :10. 134717j. crki. j. an. yat “sen. wiv fred. sci ). 1999. 0017

(Acad J SUMS), 1999, 20(1): 61 ~ 64 61

BERURT 4 5 5 R LRI AR S S0 X
FE 5 025 53 1 93 1

1 1 2 1 3 4
(1 ; . 510630 2 ;
3 . 4 , )
( . . ) (AGV) 5 (NCR)
: (RT-PCR) . 2 . 1. 3 6 HGV
HGV 5 NCR DN A . 238 bp, PCR . : HGV s
NCR 92 93% ~97. 98%, . 86 36% ~91. 92%. : HGV !
NCR . ; , sHGV

R 512 6

Diversity Analysis of 5' NCR Sequence of Hepatitis G Virus
from Different Geographical Regions

Li Gang Yao Jilu Liao Jiajie Yao Chunlan Liang Yingjie Tang Wenhui

(Department of Infectious Diseases Sun Yatsen University of Medical Sciences Guangzhouw 510630)

Abstract Objective: To explore the nucleotide sequence variation of 5 non-coding region (5' NCR) of
hepatitis G virus (HGV) strains from different districts in China (including Guangdong province, Yunnan
provinces Hongkong). Methods: HGV RNAs derived from the plasmas of two patients with hepatitis non-A to
E and one patient with hepatocellular carcinoma in Guangdong province, and an intravenous drug user in Yun-
nan province, and three patients with post-trans-plantation of bone marrow in Hongkong, totally b patients ,
were converted to ¢cDNA by reverse transcription and subsequently amplified by poly merase chain reaction using
5 NCR primers. The products with 238 bp were purified and then directly sequenced. Results: The nucleotide
homology of HGV 5' NCR was 92. 93% ~97.98% among strains isolated in China, and was 86.36% ~ 91.
92% between strains from China and several reported isolates from abroad. Conclusions: The homology was
higher among strains isolated from China than that between strains from China and isolates from abroad. Nu-
cleotide differences were distributed throughout the sequence, but striking diversity region was observed. Our
results suggest that the nucleotide variation of HGV is associated with geographical factor.
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Fig.2 Comparison of HGV 5'NCR ¢DNA sequences from different strains
Small letter stands for sequence of primers; Dot indicated identity with sequence of HGV-GD; HGV-GD, HGV-GDCA: HGV
Guangdong strains; HGV-YN: HGV Yunnan strain; HGV-H10, HGV-H8, HGV-H120: HGV Hongkong strains; PNF 2 161,
R 10291, GBV-C: HGV strains from abroad
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Table 1 Homology analysis of HGV 5NCR cDNA sequences from different strains %)
HGV-GDCA HGV-YN HGV-H10 HGV-H8 HGV-HI120 PNF2161 R10291 GBV-C
HGV-GD 95. 45 896. 97 97. 98 96.97 93.94 90. 40 89.39 86. 87
HGV-GDCA 94. 44 96. 46 97. 47 94.44 90. 40 89.39 87. 37
HGV-YN 96. 97 95.96 92.93 90. 91 89.90 86. 36
HGV-H10 97. 98 94.44 89. 90 88. 89 87. 37
HG V-H8 96. 46 91. 92 90.91 88. 89
HGV-H120 89. 39 88.38 86. 36
PNF2161 97.98 87. 37
R10291 85. 86
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