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The Sequence Analysis of HBV S Gene Isolated from Both HBsAg
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Abstract : In order to investigate HBV genotype and variants from the blood donors positive for both HhsAg and
anti-HBs antibody, 389 sera from HBsAg positive blood donors were tested for anti-HBs antibody with RIA as-
say. The sera positive for both HhsAg and anu-HBs were tested for HBY DNA with polymerase chain reaction
(PCR}. The positive PCR products were cloned and sequenced. The sequences were compared with the repre-
sentative secuences of different HBV genotypes. The results showed that 10/389 sera positive for HBsAg were
positive for anti-HBs. Five of these ten sera were positive for HBV DNA. The sequence analysis showed that all
five sequences belonged to HBV genotype B, four sequences were adw serotype and one was adr serotype.
Amino acids of antigen determinant “a” of two sequences have been changed.
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389 {7 & HBsAg FHYE M 3K W EE FAb 5T IR .
L ER LR CH RS, 3R miE S 4
#E 043  Othro, Abbott, Diasoria 1 Hepanostika HhsAg
EIA 77600, Z5 R 15100 HBsAg B,
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Tag DNA F-588 . EcoRIFR M1 N LIRG . T4 DNA 152
BEH pCEM — T easy SERERRAI A Promegs A F) P54
1.3 3|4

21 . IE m 31 ¥ Pl: 5'-CIGCIGCTG-
GCTCCAGTT3, R ] 5| 49 P2: 5" -CAATACCACAT.
CATCCAT-3’; 5| #7: IEM3| 47 P3.5-CCTGCTCGT-
GTTACAGGG3 '; K M 5l # P4: 5 '-GGCACTAG-
TAAACTGAGC-3 .
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FAE Al BT T AT A P — HBs SR
51 S AR o U A B SR K 389 {7 HBeAg PR M
F LB B R,

1.5 HBV DNA RyiRELE PCR #3

B b g AE N R R/ B AR EE RNA/DNA #i
AN S EA I BRAE A 250pL M IR HBV
DNA,#E 30uL 24k By HBV DNA K. PCR ¥ 1%
B B2 7 R 4 R A - S 7L BT DNA 10pL (N #0314 &
25pmol, 10x PCR buffer SpL, Tag DNA 54 B8 2. 5U,
dNTP( 10mmol/L) 1L, MgCl, ( 25mmel/L) 4pL, £ /5 H
BAAKEREREHE SopL; HRIVEBF A MC
lmin,50C 1min.72°C 1min ¥ 1%, 30 &, $ 58
RN RS A - 3B — %6 /) PCR 35747 1L, 10x
PCR buffer SpL, MgCl, ( 25mmol/L) 4ul. dNTP( 10mmol/
L) 1pL, N 31 445 25pmol, Taq DNA 48 2. 5U,
B AEA K EERERE oL ARMEF R
M°C 1min,50C 1min.72°C Imin, 1% 30 #1835,
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RFI Clasta TW X B 4347 ) 2 B8 5 31 g A7 7 o
LA TR E RS ER, SR EE L A
Treeview [ t ZEIBETLAH ; B Genedoc # i+ H FH
BHEHRFFINEEE. ZEaRmHEHFNA.
HBV A ZEEH X75699.X04820.,Z35717 T X75656

B 3 #A D00329, D00330 1 AF100309; C N E
i X75656. X75665, X7592 1 X75667; D B[N BIF
X75662 ., X75668 , X0296 1 AJ131956; E B B H
X75657 1 X75664; F B R B X75658. X75661 . I
X75663; G EEHEE M74499,
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#& % HBV DNA BAIER

%1 389 9| HBsAg BRI It 3% #E47Hi-HBs Fi{E
N, 55558 10 G PR, FREER 2.5% X 10
{51 % BH 4 5 34T HBV DNA BN, &5 R 10 R E S
i  E, FHPEE R 50% (F 1),

Genolype A Genotype B

[]]]

B 1 HBV EEEE @ RE
Fig.1 TUkvoted tree demorstration. te: relationship of diflesert HEV gerotypes

M1 HBaAg. T - HB= $iEkF HBV DNA 0O M 5 M
Toble 1 The detecting resubts df HRsAg, anti-HBa and HBY DNA

NO HBsAg anti — HBsAg PCR
1 »>25 5.5 +
2 4.3 7.2 +
3 >25 4.3 -
4 >25 4.9 +
5 >25 4.3 +
6 >25 5.0 -
7 >25 4.8 +
8 »>25 2.9 -
9 >25 28.9 -
10 >23 5.2
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74429 -

A4 MR, 3514 adr, adw.ayr F1 ayw,a 5
HREMFRARES dfy 5wl IR EAHER
BRI ERE, a REBMT 124~ 147 U MER;dA y
B 122 (AR BEUE B ER (KON d I_E
B EAMER (RN y SREHE ;w W r H 160 AIHY
BEMRE, FARERKONF w RER, FRH
HRM(R)MA r EfE., B 26 R, HBV1.HBV4,
HBV5
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MLEVC PLIPGSSTTSTGPCKTCT] AT SHTPSCCCTHRESDCNCTCIPI PSSWAFAKYLWEWASVRFSWLSLLY

B2 HBY 5 EH 27~ 178 E M AR RS ik
Fig-2 The alignment of amino acid sequences of HBV S region fram 27-1782a
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M HBV? X adw W B; HBV2? 3 adr &), HBV2,
HBVA M HBV? M) a IR EMB A EA LR, M
HBVI ¥ HBVS I a i R WM E AL T T 5*,
HBVI B9 133 i@ P HE M (M) T AHEMWT:
HBVS £ 129 U 1B & BERE ( QA HEM(R) .
3 itie

HBsAg & HRY MBAE S KU ERE T a
FlHE R E SR EAAHE RN EREE 4y T
w/r XEE AR T HBV B 4 - MiFRY, BP adw.adr.
ayw 7 ayr. a REHEMN T SEEM 124 ~ 147 i EFE
B d fy B 122 fu ) S BB TR s w 1 1 H 160 fir 0
HEMEBFE, AN HERF AR M HBV EHE AR
# 5, Okamoto 1 Norder 2472 % S EE M BT RF P
HIEIR i, ¥ H 5% A B.C.D.E.F # G -t FH
gIlsel Mpy s HENBHEBRFIINER DT 3%,
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2, R TR B R 0 ik [E ef P4 B I 3
JIRER S BREEF PN BEFRR, R R RHE MR
HEER, 7S TUE M R B A
FHEAEEERETH L.

a BLETE M HBsAg L RIFT IR 25, HRi#
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