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[Abstract]  Objective To investigate the distribution of hepatitis B virus (HBV ) genotypes in
patients with chronic HBV infection among 11 cities of China. Methods A total of 1214 serum samples
from patients with chronic HBV infection were collected in 11 cities of China, including Beijing, Qingyuan,
Shenzhen, Shijiazhuang, Hanchuan, Nanjing, Changchun, Liaocheng, Jinan, Ningbo and Wenzhou.
Genotypes of the 1214 HBV strains were identified by PCR method with type specific primers. Parts of the
results were confirmed by direct sequencing analysis of PCR products. Results Among the 1214 patients
with chronic HBV infection, 0.7 % (9/1214 ) were genotype A,28.4 % (345/1214)genotype B,58.4 % (709/
1214) genotype C,and 12.4% (151/1214) genotype B and genotype C mixed infection. No other genotypes
were found. Genotype C was predominant in the northern part of China, such as Changchun, Beijing,
Shijiazhuang, while genotype B was more commonly seen in south of China. 71.4% (20/28) for patients
from Qingyuan and 63.6% (70/110) from Shenzhen were infected with genotype B. Conclusion HBV
genotypes had distinct geographic distribution. Genotype B and C the predominant strains in patients with
chronic HBV infection in China. Genotype C was predominantly identified in the northern part of China
versus genotype B the south.
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2. 12 28 A X M. RNAgents® Total RNA
Isolation System & 7l & .DNA 4+ F E 7 & G316A
W B 2 E Promega 2% & , IR (ANTP W H 434
WITFEAT . Gold Tag DNA B-AH (5 Ulpl) 10 %
R M buffer. 25 mmol/L MgClL, 8 B AB A #,
AB-9700 &! PCR #f& 31X, & N & #H & L L K
Sigma 1-15K %Y, % 4 & W 24 3£ H Bio-Rad A #
Mini-Transilluminator, Standard  Electrophoreses

Hood R B4 . PCR R L5| ¥ i b ¥ 5 BR A 42
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3. 804 R M54 PCR 35t HBV DNA # 17 %
B Z 4y B, B K 89 RNAgents® Total RNA
Isolation System i 7 & $# ]t HBV DNA!", HBV
HEESRAL 598 PCR B R 40 pli KR
& & (10X & N buffer 4 pl, ANTP 4 ul, MgCl,
2.4 ul,P1 0.8 pl, 4R 0.8 pl, HBV DNA #i 1
10 pl, Gold TaqE 0.2 ul, H,O 17.8 pl), # 95T,
10 min;95%C, 20 s;55C,20 s;72C, 1 min, # 1T 40
AMEFF,72C ,7 min, B —# PCR =Y 1E AR
HEATEE 40P 3. 40 pl KB4 & (10 X R 1 buffer
4 pl, dNTP 4 pl, MgCl, 2.4 gl, B2 0.8 pul, BAIR
0.8 ul,BBIR 0.8 pul,BCIR 0.8 pl, 8% B2R 0.8 pl,
BD1 0.8 pl,BE1 0.8 pul,BF1 0.8 pul, % —% PCR =
¥15 ul, Gold TaqE 0.4 ul, H,O 21 pl), & 95T,
10 min;95°C ,20 ;65T ,20 s;72C ,30 s, #4740 4~
&3 ,72C ,7 min, RIGE2 plf5 —% PCR =7
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1. HBV 2H B4 & . 8 PCR F=H k)5, W
EHKLAHEHRINHEREKEB, HBV & F &
PCR™#) K /N4 5% : A%I68 bp, BEI281 bp, CHY

&1 HBVEHS AT Y RIFFI

FHEHA EXEEFF L3432
A~F  1st PCR P1:5"-TCA CCA TAT TCT TGG GAA CAA GA-3’ S$4R:5"-AGA AGA TGA GGC ATA GCA GC-3
A 2nd PCR B2:5'-GGC TCM AGT TCM GGA ACA GT-3' BAIR:5'-CTC GCG GAG ATT GAC GAG ATG T-3’
B 2nd PCR B2:5-GGC TCM AGT TCM GGA ACA GT-3' BB1R:5'-CAG GTT GGT GAG TGA CTG GAG A-3'
C 2nd PCR B2:5"-GGC TCM AGT TCM GGA ACA GT-3’ BC1R:5"-GGT CCT AGG AAT CCT GAT GTT G-3’
D 2nd PCR BD1:5'-GCC AAC AAG GTA GGA GCT-3’ B2R:5"-GGA GGC GGA TYT GCT GGC AA-3’
E 2nd PCR BE1:5-CAC CAG AAA TCC AGA TTG GGA CCA-3’ B2R:5"-GGA GGC GGA TYT GCT GGC AA-3’
F 2nd PCR BF1:5’- GYT ACG GTC CAG GGT TCA CA-3’ B2R:5°-GGA GGC GGA TYT GCT GGC AA-3’
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122 bp( B 1), W02 2 Fi7R, 1214 fp i+ A B &
0.7% (9 #),B Bl 528.4% (345 #]),C B 5558.4%
(709 #1),B+C512.4% (151 ), FE#ILE )
HHIAHEEETRENBB+CEABRY., &
M TTE) 386 BIREAR P& BL 9 B A B, H AR R
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M:DNA 4+ T it 45 % ; 1:B+ CiES B (281 bp,122 bp); 2.3.7:
B % (281 bp); 4~6.8:C &I (122 bp); 9: FAHEXS R
E1 HBV 3E2 % PCR ™4y Ik K%

F2 11T HBV @R E+ HBV R B A1
A #* H #
E3 B C B+C A
K& 28.4(19/67)  58.2(39/67)  13.4(9/67)
JE3 20.0024/120)  67.5(81/120)  12.5(15/120)
AFRE 21.2(21/99) 63.6(63/99) 15.2(15/99)
W 8.3(11/133)  90.2(120/133)  1.5(2/133)
wE 5.3(7/132)  87.9(116/132)  6.8(9/132)
W 31.8(7/2)  68.2(15/22) 0
FP 20.0(21/105)  61.9(65/105)  18.1(19/105)
M 35.8(138/386) 47.9(185/386)  14.0(54/386)
MR 58.3(7/12)  41.7(5/12) 0
WiE 71.4(20/28)  7.2(2/28) 21.4(6/28)
WY 63.6(70/110)  16.4(18/110)  20.0(22/110) 0
A3 28.4(345/1214) 58.4(709/1214) 12.4(151/1214) 0.7(9/1214)
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HREBRINFER -8, #—SRIFTHERYE
514 PCREFTH T4 & HBV EE#,
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903); AR HEF ,B.CEFAMEB+ CEA B2
Pk 34.3% (107/311).56.7% (176/311) #19.0%
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E¥ ,HBV CEH A 518 ¥ HBV BRI # I K% 2
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B L i AR R ¥ B (ASC) ;17 35 % AT Y
HCC &, UBEREM K E, #n CERE ™
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BAHE I B A C R A LAY, AES
PR AT R I ) 1214 M IFHEA B+ CIR & B iy
B R12.4% 8 T LR RE, BRSHEF
% K& PCR-RFLP & ¢, % 5 4 51 9 PCR & %)
A (] B R R IR A R A T 7Y RE B R AL

DAFEST HBV 2 FE BB % A X A B, T
BB &5, & iR kT L.
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