1997 4 24 (1)

mE ¥ F A R 227 -

FEERFRFES(HGY) EEASHE SRR BEMESH

AEHR' EHE MEX

R B

FHE' B wE

ABE MR T PEARRFRARE(HGV)NE RS S RRE HOV B f 2 3 R A
i B BRI R R HGVOI) B 2 1B M B R WS M REN B M ARMAENE R
WA, 5 WA —136Tp MEEEK, ¥ SERBX NI M TR ZRAFGHC 5 D%,
bk S E AMGER =t HGV I8, Bi1FRRRIBRAE S 820% ~ 862%, HEMFBIRAHKT
0%, MEEBBROFEEABETOSTRTAFHRAXN,. ERELT. BRI EVPEHRE
WE thfefE HGV B, HCV QR RE h, HGV RNA #EEY 6.7% HC $5 A, HGV RNA |
BN 96% JEF—IERAIF R AD, HGV RNA R Y 50%. X HEH, AREHGV @RaH

I, A X A T R R

XA ST RFE, cDNAFFS), RERESMERE. BN

BRI AT S9N B R 1995 E T LRI &2 Bl
MAKBUF £457. 2 HE, RBAERFRTH
BT ERMEANKFEEN L BHA
10% ~ 20% MHRBEFRAETE. BiTH
FHAERTRARERFERVTRRE. &
EFXEHAPRLHRARIREBRNTFHRH
B BT, 1995 4 Simmons & F G
BTSRRI, MiTHAREERM
HEAPCRERAMNEL GBHEFHBERS
e K h TR bR RNA . #h R L7
wEE, ENSEKFEEXAEY. 5 HCY
MR, 5A%K. AE8. EEEAXET
B/ DNA 2 ALl e, Xk B
A s 4% GBV—A #1 GBV-B!, Simmons?
&M GBY 4% [ 7 # ELISA B T
% B JE A3 2 HNA—E 56 A LS e 4,
Hh—f|FdE B &4 - GBV - A #i5ii— GBV - B
¥, B RAD HAP H—E 322bp HEN
KB Leany™ 7 ER H S ME T KW
#(GBV —C, GenBank 2 HGU36380) i) 4=
A, Linnen™ F[Al4E X sE @AW E T HGV 1y

3 [H( GenBank £ HGU44402 i1 HGU45966)
3. Leary M A GBV —C $k#5 % Linnen
R E HGY W EBAEERFIRES
5134 85% #0 95%. ERTIARZF HERAF R
HEN AR k. BIEMBIFIA. GBV-A
#IGBV-B A R EAXKHFLAHEE.
REEXGBEHNRED S50, & B
353 A B K R i 5 I s AR A P SR
HGV g3 4 % 1Y, ELREFE HGV &
g,

HEVLEARBE KN HGV 2l Tk R
P — PR BB HG e di. RATEEMEE
THEAREBF£REHGY)2ZXRE, Hxf
RE X B AT T 4 FRTRY
MR, HR|EWT.

I FEE SR MBATRETAI L 100071)
2 s EBEAE AT 10001)

3. EERKEHEHRE(ET  50027)

EEE N AE S EEG TN LR LS E RS
1996 — 10— 15 ¥ #8

© PEBFREREVT RIS HELS http://journals. im. ac. cn



B - ' W OE W ¥ E

1 HES5HE

11 HGVE=ERMEMEE DNA FFINE
HilSy A SR L KRR 52

B R RSN ik 0L CHRIT) 57 F1Y Kumey -

WRERFH RACEEY, HEASEBMTF: AW
BEHL51 ¥ A SuperScriptll /2 ¥ F 8§ ( Gibco /
BRL) & H. % —#& cDNA, A PCR Purfication
Kit {QIAGEN) #i{k /5, # ¥, 5’ /3’ RACE
Kit (Boehringer Mannheim) #2 {ftf#y 5t 7 & 72 15
#4T Poly(A)fiiE2", 1 Oligo d(T)—anchor 2]
# 5" ~ GACCACGCGTATCGATGTCGACTT-
ITTTTTTITITITIT-3" f45%3 |4 SPI(729 -
749)5’ —CTGATACAGTGGCCAGCATTG -3’
0 anchor 5{# 5 — GACCACGOGTATCGATG
TCGAC-3" Rt 5514 SP2 (161-182) 57 —
AGACCCAGCTATAGTGGCTACC -3 7 3 47
“RATPCRY K, HREMMVEEERLR. 37
AU R B RT-PCR" %, #|F Poly(A)
# R R Giboo /BRL) 7E# U i RNA fi1 Poly
(A) B. 3 A Oligotex (QIAGEN) % Poly(A) *
mRNA M & RNA thig 4, B Oligo d(T)—
anchor 5| ¥ & B 55— % ¢cDNA, H F anchor
514 R 54 SP3 (8231 -8255) 5 —TGCT-
CGACCTGCTACATCAAAGTG -3’ fi557 3|
¥y SP4 (9024 —9046) 5’ — AGTCGCTGGCOGGT-
GGTTGGGGTT-3" #47“} X "PCR, &
RN ERRB. KRGS MY EEAKR
S RE K SRk 7 kA
1.2 HGV BB H AR
PRMBREAERE: HHAER L
MR R RERMA. HCV B E.
- HC B AFIEEF — B A IS4 A4 Fi 47

WEWA, A RT-PCR 4 M #5472k

HGV RNA: #3(4#: Pl(sense)S’ —CGCTCAA
GCOCAGCCTAAGCA -3’ ; P2(antisense} 5' —
CAATACCTCTCACCGACGGG-3’. P 8]
#1: P3 (sense) § — GGACTTCCGGATAGCTGA
(A /G) AAGCT-3’ ; Pdlantisense) 5’ — GCGT-
CCACACAGATGGCGCA—3' . ML ¥4 %&

1997 &% 24 (1)

P RNA, FIBAYLT| 452 5% % 5 cDNA 54
38: F R MDNA 5u fEEHR, pl /p2 %005
um /L, 94 C 180 sHs#f5, 94 T 405,52 C
405, 72°C 505, 257MFF. %535 BEE-4EPCR
P 3ut ERUR, p3 /p4 43 51 0.05um /L,
94 180s 5. 94T 40s, 55 40s, 72°C 50s,
NAFEF. BEZRY 100 F 1.0% Bk
BEBLB A MERES R, 48 Bx 4y 170bp.
13 FEEHMHTERE

X RS SR i HGV #4355
X BeEfT cDNA FF 5082, 43 H7 3L [ 78
BA TS -
14 FHSHAE ‘

MESH E¥H¥B Goldkey #1417 4
#r.

2 7F R

2.1 shBEXREBRAIAT I 58 HGVOI6) o B
SEo kS

%t 45 ER LR AR A TR W, Hooh— 4
PCR ff#. PCR 4544 % 170bp, @lifk)55 T
B ERR LR WE T B S, FF)
S5®E4b sk 3 % HGV Xt i B &9 4 3 B )
BRESFE 88% LU EY, Wi 5 H EAH M R Wt
KT 45%. LLZBIRAR 56 0 70 0 A i i
HGV &RE, &I ERFSREPH
BRHGVCOI64) . HALHFS4 K 9128 B HF
B Wt KER BN EERBRENS
B 7k # B (W GenBank U75356% 3 it [7).
5 Bt —4 36Top MIEBIRR. 3 BAEEE
Ky 147 ZH8. EEAP G+C & 59.9%
(G 31.5%, C 5 274%), A % 18.6%, T
224%., pE R A 5 5 F HGVOI64 # 5
E 4 Bk HGU4402, HGU45966 1 HGU36380

(GenBank ¥ ) Hode, H57F M 51 [ 36 ¢

7 840%. 86.2% 1 82.0%, HEBFF
FE#EHKT 0%,
22 ARMEEHARE HGY RNA Mt

. HCm A RIER — 3185 A bR 43 5 4 R
B b e B A s A — BB A

© hERZRMEMH KRBT EHIEL http://journals. im. ac. cn



1997 &£ 24
%1 hE HGVHGVOW) 5253%M

Mo W ¥ E # -9 -
R G AR AR PR B0 5 —HCY [

FREERSHNER #. HGV RNA [t R4 R B 3.
HEL2E T EHEX Y EBERR SEME %3 BETREASD HGV RNA FEEHE( %)
(m) (mt) (nt) 7 (59( 2a) Wik  HCVEiE®E  HCOmA NA-NEgA

HGVCY6d 9128 367 147 2870 oy 10.0(4 /40)  6.72 /30)
HGU680 9125 an 61 2006 k¥ 8% /12 330 /30
HGUAM0? 9393 438 315 73 i 6.74 /60)
HGU45966 9103 25 2 210 iy 2.1 45)
GBV-A 94 7 35 27 24 221 45 6.4 /60) 965 152) 5003 /60)
GBV_-B 9143 a45 0 - 2864

%2 HGV PEEHGVOM) SENGEHR

IR aERFTIREELE S
HGUa42 HGU36380 HGU45966
nt aa at aa nt aa
HGVO964 840 549 820 910 8.2 952
HGUA444(02 . 850 947 888 98O
HGU36380 81.2 910

R, T HOV BRI 4 — K

23 T RGEHNER
A HGV g sUAI JE 8RR 3 ¥ 7 B 5 50
TTHR. BkEREEHERD 93.79%, 5EH
AR R B 345U HGU44402 ) 7868 —8032nt
F#4 HGV BAHKI S EHESE AN E

#5) FEFIRIRAELEER( %)
) A ST Bk HGU44402 HGU45966 HGU36380
bop( R 9.79 86.00 §7.88 89.09
3783 89.09 92.12 87.27
i) BRI L 4.

HBGYw 4%  GGACTTCCUGATAGCTGAAAAGCTAATCCTGGGAGACCCGGGGAGAGTGGOCAAAGCG

HOUA440Z  ....ooveiienianannn. CoToevvoo ACCE A ... 6.
HGUA5966  .................. 6. T CG....... G..
HGU36380 C.T C.6.T.A.G.C
HOVA Rtk ... ... R Covrinn c
GTCTTCG0H0GACATTACGOCTTCCAGTACACCCCAAACCAGOGAGTTAAGGAGATGATGAGACTGTGGG
TR 6CC. ..o L CAG A ...
............ 60 e TG
BTGT B0 Covene G AMG......
BIET T PRSI Coovnnn A...

AGNAAAGAAGAOOOGGT‘GNOGAMNGMX}C

Bl 1 HGV [ b5y cDNA JF4I( 165bp) 52 % = HGV 575 LLH

3 it

HGV N &M EH RNA %, BELKY
9.1 ~ 9.4kb, A — KIS B AR A Mk
BAERR. RN R W E
B, BRER IR, S KN 2 AR
(8. RNA #elifi RNA fkisi RNA 4%

RERF. BEIMCHRE T =% HGY B2 £H
R, RATEEME RN HGV £ EH/F5H
EE X HGY ¥MFE5]. aakmES5E
Ahpk g, HEf s S AR Y
84% 1 91% L k. XFEH HGV R B F 4
B, BEMMELEBEIET. ETEAR
ERAEARMBIERL EA F ALK HGV i

O PERFRMEVFRTATRKSHES http

journals. im. ac.cn



30 - oty

o SRR — 4 MBS

A VIR K], HGV B R M4 i T
B. % HGV R RMBMRHREWERT &
. TR R e B ORI 2 SO
W%, BH0. BE. WAHE. HEREE
FRRHER AN B ER EH HGV IRy
. REILT RIS R SAETE RN A
HRBR. RONFREY, REET LK
(B 18) Ry T BRBHIK tuf 4 HGV
Bl XKW, R HGV B 4115,
IR 49 ] REAEAE SR . R
RN RBRE, 1Ak 3 AT R AR BE
WOVEEBAEE, WAL EEA S, 0
B % Bl A R AL A S X 15
. Wit 5 HCV B+, HGV Bips
R R SR T JORE £,

ALK LI F1 4R AR R L5 ML o
BEMPTRE bk, MR A2 A NEER I A5 A Wb
i T M S S e
[ #hgk HGU44402, HGU45966 Bkl GBV —C
HIR X B 5 [F] 3544 3 86.06% ~ 92.12%,
BUR M T RS 9 HGV #k 5 41 B 60 A B9
HGV Hhl —EM %R, B T ENK R
o B A e 5 A1 U 2 S
Wi, REFERRADERY, BEH-5H
B,

BRI 96 S L4 L A2 3 S 04

¥ OE M

1997 s 24 Q)

ARPERF £, 76 HCV f1 HBV BRI K 49 A
B HGV B/, Gl R RS %
X, ABo4t—GBV ftER ik 19.9%0259 /
1300), M 259 B4t — GBV [tk 47 1 42 )
KW HGV RNA, 780 M¥E. £E 40066

AERD, 796 B ALT IE eyt sk, HGY

RNA £ % 1.7%: 709 4 ALT 5 % 04 i
RPN 15%. RIMMT K. AR
L HOV BRE M b4, HCV ARG
#d, HGY RNA BI#EE Y 6.7% HCH% A
HGV RNA 30 9.6%: # L& %k i 5
H HGV RNA ftEs#4 225%. K £8, &
ER LR AR D HOV BB, £—+
AE BRI RE, |

5 £ x &

Muerhoff § A, Leary T P, Pilot—Matias T J, ef of. J
Virol, 1995, 699): 5621 ~ 5630, '

Simmons J N, Pilot—Matias T J, Leary T P, &f . Proc
Natl Acad Sd. USA 1995, 92, 301,

Leary T P, Muethoff S A, Simons J N, e of. J Med
Virol, 1996, 48 60. _

Linnen J, Jr Wages J, Zhang—Keck Z Y, et al. Science,
1996, 271 05 ~ S08.

Schlauder G G, Pilot —Matias T J, Gabid G S, ef o,
Lancet, 1995, 346 447 ~ 448,

BER. LEH, BHEES ERELHERETL
1996, 2002): 160.

WEH Bl BREYE. FRELHERBRT. 19%.
2004): 249 ~ 253,

(1]
(2]
[3]
[4]
[51]
[6]

[7]

GENOMIC ORGANIZATION OF CHINESE HEPATITIS G VIRUS
(HGV) AND DISTRIBUTION OF HGV INFECTION IN CHINA

Zhou Yusen* Wang Haitao* He Yuxian** Zhao Huiliu
Wang Huaichun* Chen Wei* Xu Jiag*
(* Institude ‘of Microbioloy and Epiderniology, Beijing, 100071)
(** Research Center of Beijing Ditan Hospital, Beijing, 100011)

Abstract  The full HGV genome from Chinese was cloned and sequenced from the serum of a
blood donor in Hebei province of China. The sequence of 9128bp indicated that it contains a con-
tinvous open reading -frame (ORF) which could encode a viral polyprotein of 2870 amino acids.
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The 5' and 3’ untranslated regions are 367bp and 147bp, respectively. Compared with published
HGV -sequences, Chinese HGV shows 84% ~ 89% identity at the nucleotide, and 91% ~ 94% at
the amino acid, levels.

In order to understand the distdbution of HGV infections and molecular characteristics of
HGV isolates from China, serum samples were detected by RT—PCR for HGY RNA and the PCR prod-
ucts were sequenced. The scrum samples were collected from Hebel province, Nanjing, Guangxi and
Shanghai city, respectively. The results showed that HGV infection existed ‘both in northern and
southern China. The positive rate of HGV RNA in population with HCV infection was about
6.7%, the positive rate in patients with hepatitis C was 9.6% and the positive rate in blood donors
was 2.2%. The nucleotide identity between the two isolates (Nanjing and Hebei isolate} is 93.7%.,
while the two isolates showed 86.06 ~ 92.12% nucleotide identity- over the corresponding region of
isolates in America.
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