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Abstract :Twenty four field strains of newcastl e disease viruses (NDV) I1solated fromdifferent geograph-
lcal locations In Chinainthe last 10 years were characterized genetically. Apair of priners specific to
NDV gene F 3' end was desi gned according to the known sequences from (enBank, and was used to am
plify the NDV cDNA gene F 3' end by RT-PCR fromtotal RNA which was 450 bp in length. Anal ysis of
the F gene sequence reveal ed that 20 strains bel onged to the genetype M|, whose amno aci d seqguences
of the cleavage site region (112-117 ) were simlar to that of all other virulent strains. The results con-
firmed that the majority of epidemc strains of NDV in China recently are virul ent.
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Tab.1 Source of NDV 24 isolates used for molecular characterization
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strain name place of isolation date of 1solation strain name place of isolation date of isolation
GD-94 ™% 1994-04 NH-03 ] ﬁ*  2003-03
FS-98 [ R L 1998-06 HB-1Z-03 BT 2003-03
GD-99 I 1999-12 | HB-YM-03 WL =% 2003-03
SD-99 I 75 4 1999-12 JF-03 J N L 2003-07
SJ-00 M AH 2000-01 DH-04 B E 2004-02
ZLT-00 [ ek vEE 2000-04 DL-04 [E2bi ] 2004-02
DG-01 "R 2001-04 DT-04 H 355 K I 2004-02
SZ-01 IR 2001-05 LC-04 J RBHN 2004-02
JM-02 [ HRIL]] 2002-12 HN-04 e 2004-02
SZ-03 I HREY 2003-01 HD-04 I~ ZRIEER 2004-11
HY-03 I~ 25 ) I 2003-01 GD-05-1 7 2005-04
MM-03 [ HREA 2003-02 GD-05-2 =% 2005-05

1.2 NDV mRNA 32EBX
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Z7% GenBank /071 & FK K NDV XERFH,
F|FH DNASTAR( VersionS. 07 ) 1 Primer Premier( Ver-
sion5. 0) 783K, £ F 2 [A 3"yl B AHXTR T X,
FHAEMXBEGT 1 X519, L5 |95 0:5'-CAA
ATT AGA AAA AAC ACG-3'; FtB | FEF K.5-
GCA ACC CCA AGC GC-3' ,lj L BB YH AR
PR 2> 72 A
1.4 RT-PCR

FERK RT-PCR Yy SR AXEFZEY 7
(TaKaRa) f) RT-PCR # 7 & 18 #47.
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MegAlign 343 RB F VRS2 BN F T 317 F
BHEHE , Z2H Y RE AT H4W, FERIIT
%I, [RlE, B MegAlign 3K A7 F 2R 44
AIX 112 ~ 117 REREBRFFIERE".
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(FEF] B Y19012) . IT129-88 ( /& 5l & AF218131) .
SG4H-65 ( FF %] & AF136786) . herts’ 33 ( JF 5l &
M24702) . Australia-Victoria ( F£ 512 M21881) . F48E9
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Fig.1 Phylogenetic tree of NDV strains according to the F gene

sequence ( 1-374 bp)

2.2 FERABESX(112 ~117) FEBRFSIELR

24 B NDV i) F BB RN S X (112 ~117 ) &
ERRE 5 B 3R A HN-04 783% X IR 1) 51 R
"*Gly-Lys-Gln-Gly-Arg-Leu'’ , 5 H 4h & 3 B # 47
NDV 55 F#k 40 Que-66 5E2—, SIRUESS TR La
Sota, B1-47 8, RF 113 LA, & T 5554 ; IM-
02.SZ-01 F1 GD-94 FEi% X 3 i) FF 51 W "2 Arg-Arg-
Gln-Arg-Arg-Phe'’ |, H 4 9 35 ' Arg-Arg-Gln-Lys-
Arg-Phe'’ | 52444 NDV SBFEMR UM Australia-Victoria.,
FA8E9 .herts'33 K IT129-88 27 1Z X 8 1 E XK R F
FVFFIE(R 2).
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Tab.2 Comparison of sequence in the cleavage site region
(112-117) among the NDV strains
HEBRFINLR
FEHE strain positions of amino acid sequences
112 113 114 115 116 117
La Sota Gly Arg Gln Gly Arg Len
B1-47 Gly Arg Gln Gly Arg lLeu
Que-66 Gly Lys Gln Gly Arg Leu
HN-04 Gly Lys Gln Gly Arg Len
Australia-Victoria Arg Arg Gln Lys Arg Phe
F48E9 Arg Arg Gln Lys Arg Phe
NV Arg Arg Gln Lys Arg Phe
herts'33 Arg Arg Gin Arg Arg Phe
IT129-88 Arg Arg Gln Arg Arg Phe
JM-02 Arg Arg Gln Arg Arg Phe
SZ-01 Arg Arg Gln Arg Arg Phe
GD-94 Arg Arg Gln Arg Arg Phe

1)“N”" & 4% 7 IM02.SZ-01 NH-04,GD-94 »% 5} #5 20 A
##k : Lasota, B147 #= Que-66 & -T 55 & #& ; Australia-Victoria,
FASE9 , herts’33 #= IT129-88 & T 3% &4
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