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(8 E] B8 THEHsOLKEE AR R %57 (hepatitis C virus, HOV ) % WL R4 75 4%
S FiE AU IR RIS T ISR R 198 -HCV PRYETR B AR L #E4F HCV RNA Ko,
% B4R A 42 B8 Simmonds 43778 , SR FR 5'3E 4 1< (5'NCR) 1.2 .3 . 1b RIS B #1347 PCR 3~
14 547 RN AT A RIZRIR A AR RIS ¢ E AR B2 R, &8 198 B,
A 168 3 2 HCV RNA fHM:, B—HE A Y5 77.4% , Hp 1b TR 106 £y (63.1% ) ,2 & 15 {3
(8.9%),3% 9 4 (5.4%); B EHA 5 20.2% , H & 1b/2 R 25 {3 (14.8% ), 1b/3 B 5 ff
(3.0%),2/3 B 4 43(2. 4% ) ; RHFFLEE 4 (2. 4% ) . BRI IR AR HCV HEA 475
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0.018, P>0.05), it RsT XL ARE HCV R A 1b 8% £, HAb SRR R4, S5
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[ Abstract] Objective To investigate the genotype distribution of HCV in drug users in Nanjing, China.
Methods 198 anti-HCV positive sera samples from drug users were obtained from Nanjing Compulsory De-
toxification Centers. HCV RNA detection was performed and the genotype of HCV was conducted on the pos-
itive samples using type specific primers deduced from the 5’ NCR region of HCV by RT-PCR. Genotypes
distribution was investigated in drug users with different drug-type. Results Of total 198 samples, 168 were
HCV RNA positive. 77.4% samples were single genotype, in which 106 samples were genotype 1b (106/
168, 63.1% ), 15 samples were genotype 2 (15/168, 8.9% ),9 samples were genotype 3 (9/168,5.
4% ). 20.2% samples were mixture genotype, in which 25 samples were genotype 1b/2 (25/168, 14.
8% ), 5 samples were genotype 1b/3 (5/168, 3.0% ) ,4 samples were genotype 2/3 (4/168, 2.4% ),
and genotype could not be determined in 4 samples (4/168, 2.4% ). No significant difference was found in
the distribution between intravenous drug users (IVDUs) and Non-IVDUs ()’ =3.614,P >0.05). Also
there was no statistics difference on the infection distribution between the single genotype and commixture
genotype(y” =0.018, P>0.05). Conclusion The predominant genotype of HCV in drug users of Nanjing
is 1b, with other genotypes coexisting. The genotype distribution lies between the North and South China.
Combining with other similar studies, we suggested that the genotype of HCV has significant relationship with
region, but has little relationship with the drug using method. In our study, genotype 1b/3 and indeterminate
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type were only found in intravenous drug users, but further study is needed for the cases of Non-IVDUs in-

cluded in the present study is deficient.
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1.1 #mrzstg 198 fiHi-HCV PHE R 3 A 5L
¥ g A T 98 iR B BT 2006 ~ 2007 PR (&
bR A Y B R R B BE B A E B HCV
FriRG AR SR ) o WA R 20 ~50 &,
-35(33.63 £6.28) %, K B#EATIA] 0. 17 ~ 16. 67 4,
FH(7.05 £4.17) 5, HP##kRERE(&HEE
AHEHREHmBRBRET) 156 A, EBKRES
(AFEOR. A% ARR . BR HMAARES)
2 A,
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1.2.1 HCV RNA %l (DHCV RNA $#2E . B -
HCV PRI 250 wl, SR 5 5 SRR A — 25 35 R B
RNA 3% F 20 pl DEPC /Ko ; @¥ié% 3 | LR
RNA 5 pl, R MBI A& RT i &, 5196 RS
RABENLE Y, HEATH 5 %3R8 <DNA;QHCV RNA
R P9 40 38 F 51 9 8L K PCR 3K45 (99 ~ 296
nt) 171 bp B9, RAEME Ik %€ o

1.2.2 HCV #H4r&l K Simmonds 43+ &I 48
#% 5'NCR 378 5, % HCV RNA PR #4524 #E4T
PCR 5151419 4%, FRVEE R N5 1 R LS
IRy 1%, NTRBERAREZY,2. 5% 58
W e TR BRI AR ST OB E5 R, MW R R B,
1.2.3 3|t EAXERRERERBFRRE
FLI1.2.3 0 1b BIAES ™ MARSERAT
1.2.3.1b B RME5 |4, SBICE(3], 1R GEN-
BANK $2ftf# HCV1a.1b.2 3 I 5'NCR £EHFF L
Xtg , Wit R ~F X @319 (P1. P2 . P3 . P4) Fu &Y
FeRMESIY(PS P6 PT.P8) . FIHIFFIREL,

A& 1 HCV RNA 5 3| #8553 8 55

X B 5| ¥ & RR FHI(5'-3") RO B (nt)

5'NCR PL(SMNE XB19) 5’ - GCCATGGCGTTAGTAYGAGT - 3 82 ~ 101
P2(SM L XF14) 5’ = TTTCGCRACCCAACRCTACT -3’ 257 ~ 276
P3(MIEX514) 5’ = AGTGTCRTRCAGCCTCCAGG -3’ 99 ~118
PA( R LE1H) 5’ — ACCCAACRCTACTMGGCTAG -3’ 250 ~ 269
PS(HRXE141) 5’ - GGGGCACGCCCAAATCTCCA -3/ 220 ~239
P6( N LE|#2) 5' = CAAATGACCGGRCATAGAGT -3’ 210 ~229
PI{AR X514 3) 5’ - GCACGCCCAAATTTCTGGGT -3’ 217 ~236
PR(H X B9 1b) 5' = ACTACTCGGCTAGCAGTCTC -3’ 243 ~262

(Y=CET,R=G B A)

L3 ##tfkA &R 519H LEEEAYA R
A1, RNA £ BR 7] & TRI reagent BD i MRC =
i, 0% % RT {50 & . DNA R4&H5 . INTP % 5K
My MBI = &,

L4 %it#a® HEFOHA X KK Fisher X5
WRE, P <0.05 ARIT#E L,

2 & R

2.1 HCVARA il 198 347 HCV [ M1,
Hvh HCV RNA FHiERRA K 168 17, FHIE R 84. 8%,
FESRIZEE 1b WA 106 43 (63.1%) ,2 & 15 453
(8.9%),3 # 9 ¥ (5.4%), 1b/2 # 25 {3
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(14.8% ), 1b/3 % 5 4 (3.0%),2/3 & 4 %
(2.4% ) , KHEBE 4 4(2.4%) .
2.2 HEIEBKAFZABRHCV FLEARY S
WE2, Bk S5IEEKRE AR HCV XA A
WHHERILLEIHEE X (X =3.614,P >0.05),
P AN BELL 1b #UOh F(63.6% \61. 1% ) , KN
1b/2 8 (14.4% .16.7% ) .2 %1 (8.3% .11.1%),3
#(4.5% 8.3%),2/3 B(2.3% 2.8%) , &K%
ANBEP A E 1b/3 RoRE 2 ER, mEf KR
BEPREME, HXHHAARR—-EXENMES
HHRRP A 22 RIP LG8 L (¢ =0.018,
P>0.05),
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HCV EARMPY A HAHEN X EZR, B
Wl 1b WAL 5 90% LA L, AL R B/ I, Wk 5
WA LA 1b BIG £, {H 2a WRIBHTH £, 5 46% ~
70% 0, AHYERB R, B 5UHL X R AR HCY
HRFEFEB AL 1b R S HH (3 1b/2
1b/3 B, 5 81%),2 B Hlk 2 (£ 1b/2.2/3
R, 526.2%) ,IREHFER Y 20.2% . RHAMAHS
H R S e B R 4 A5 BE R B O i A X, X5
AR, XA R R A TRE S,
AR R SRS

2007 43R & KM 104 {51 B 5T S MR i 5
HCV %% 1b . 2a .6 % & 3a/3b Fl 1b/2a B &
B, HAP 8 ZRFHT 1b R4 A 2a fl13a/3b B
2 Ao 2004 SE3KKFEES KM 76 BITLIR X (RS
VEM HERH N HLIX ) HCV EH AR 1a,1b.2a,
3b.6a Y, HH 1a 3b 6a B VL b X By IR HH,
6a BI{Y | GIAEKRER, ABFKE b 1b/2,
1b/3 .2 .2/3 3 ®4 Hieh 1b/3 . 2/3 B kK
B, BEFHREA L 20.2% . o] LG H R X RE
ANBfHCV R EHERIR G 2 BEHE, X AT REE K
FARZEXRANE =M, SBARZ B ERBG.
HAE YT, XAWERIATT LA BB A Bt i+ ok
WRH M, ARKFEE U BRI HE, 7T R
SF AW RIS, W HURE Z A HCV R H A
EFEr BN

HAT LB 5T 45 51 B/, o B i #h IX 8 Bk I
FHF HCV RE B W RATIE O S E# AR REA—
B, HABARIE B R F KR E T HOV R TR K
BT G H il A5 IE A BE AR —2 . B4R HCY

ARG RAE R T AU H R # Ak AR &
B ABAKR B 5T R, T X Dk S A e
NBERY HCV 5 DLEE DR B 5 7 DA K B — 2 (R R AR
A RENBUBR AR AL, AT RELR/R HCV EERHY
ik SRETXXRAKR, MESHIBEXRED . 7
SR IRBIESE R AL B Bk B A P A U B 0 & 1b/3
BURIAR T E R B, Wi AE#E BK IR 3 A AP RAG I B,
R SRR AR A B OE K, T PR
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