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WE FAERT-PCREAKETHRIES I HERMRBE GD/PL BB F, AL LKL 884 bp Y
FZE cDNA B 3 HWET] pGEM - T Easy B F , KIG TEHABK T- pPMV - F- I, BB F
P EF AR KA S H R SR FE IR BBk FyeEo 0 HER/33 48 B K3 A R IR 23 Bl K 87.5%
1 88.19% , 5 H WA HHETIF Mk LaSota 1 B BRMEIHE 510 83.83%F 84.15% . KWEF, W
PR S EERLT SN Arg- Arg Gln-Lys-Arg-Phe-Tle-Gly-Ala. X7ESF/KF LIER HBEHREEAT
FiR A R R

X I UNSAKRS FREE; D TFTRE, FRSH
HESHEE  5$855.3

88 ] Mg Ea S A —F A RR, A FMLERBRANBRE . ZRETHRH
it Bl 5 #7447 (Ballouh et al, 1985) , 3 B R 5 (BB, 1996; (EH 7 4F,1998) . 65 T B &y
B 3E HE DY A 4 A5 19 2 Rh AR 3 1 ( Millar et al, 1988; Chambers et al,1986) , Bf F EH (B &
M, fusion protein) F1 HN & B (11 % - 2 & B4 B8 , hemagglutin-neuraminidase protein) , H: H F
BEORUIEEMATR(F)EREE, SN A N M R2MFERE, A RE R B B
I, TREXMELNHHEEEFES FEONMUSANEERABMFINEENXRER (BRE
%,1997). B, EEN M E BRGKN [ B BRNME FERRABR(E P REAS)HT
TR R G TP A

1 #MRER®

1.1 &8 98 . /A TARM

8 T RIS BRI GD/PL AX Bk T 7R 8 SRS R FEAS w40 BS, JF EAT T 52 s K #F
B DH Sof g R A 8RB 77 B 44E; RNA S EBURAF & % B. M. A 8] 7= §h ; pGEM-T Easy [
FLEL A K Promega 2+ 7l = & ; RT-PCR System {E4 &% GIBCO BRL 24 8] 7= #; T, DNA B 4
Promega 73 B] /= fith s EcoR | B MR A P dh .
1.2 3|¥Migit 58K

REEISD L FROHM | EAMEERN FEREZERTFY)(Toyoda et al, 1989)ik it L. F
W5 & — 4k, KI5 1849 884 bp, B 118 Sangon S TR S .
1.3 FHEOEHE WERKE

TR BT O R R R A T A% (1998) ik 4T
1.4 55 RNA pUiREX

BUE B 28 LR A L A5 35808, B 88 B.M A rX M &30 R 8 RNA.
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1.5 %53 FEEK B RT-PCR 718

£ GIBCO BRI, 2 711 SuperScript One-Step™ RT-PCR System {#f U BA# 4T T B AT . R
RIRRINTF 2% AR phil 25 pl, #58 RNA B 8 pl, £ T #5(% 1.5 (L(40 pmol/pl),
RT/PCR IR S M | L, 3 K BB K SR TN 50 pL. RERITH T RAEF 50 € 30 min,
94 C 2 min,94 C 155,55 C 305,72 € | min, 30 THF B/ 72 CHEH 10 min. B S ul. PCR
R 10 o/ LI EER (& 0.5 pg/mL E.B. )Lk K #ll .
1.6 7%% FEE DNA FEBRITEHE

54 4 J7 89 F 3618 ¢DNA PCR #5488 (kR pGEM-T Easy T 4 CUl &% BB~ 7%
P2 A E. coli DH Sa, 8 R Sambrook % (1989) /7 ¥ .
1.7 BERHNRKRYILEE

& BB Sambrook %5 ( 1989) 4 /7 $: 4R BURUBL DNA, Fl EcoR T 5086 417, 1 1L PH tE S0l
1.8 EEFA PCRETE

B 226 1) S50 0 PH P 8% JORE , 5 SRR AT PCR I8, B &R (5] 1.5, [R) A is a7 LLAR
PR M B PCR PAMERT B8 . RSG5 ul PCR PP A 10 g/L SR ESERE (3 0.5 pg/mlL E.
B. ) e kKl
19 BMERANFIIRERLLESHF

FiY AMI377 U & [ 30700 17 4, 3 485 4 8 00 60 fb o) BT 3 B o A BR300 R I
DNASIS S 874K {4 A7 3k 240958 [ BB RDESHE CD/P1 3 F EEIFIS | & & 8 8 1
U Ee sk —— MR A4 B ()38 8 Bk FgEy HER/33 #0095 % #F LaSota B, ¥ F B B #H 1 00 X B (3
B GENBANK) fILE % . [E]nf5r 87 B Fo (Y S BEMF .
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210 BIEKIKFEGO/PIEFRE
B F B #Y RT-PCR #7718
LAgg T & BIK % 8 CD/P1 BREN M A B C D
£ RNA A 8RB 8 73w 333
¥ .8 RT-PCR Y M — K8 84

bp YR E(E 1),
22 BINKEHKHE GD/PLEFE 1543bp
B DNA FENEREET 994bp

WOs [ UREIRASTE CD/PI K F B giepn

H <DNA A EX % U ¥ pGEM-T Easy Ffi ¥L
OME T T-pPMV-F-1 & #1 5E $, 3 &
JRE A FoR T L&D, A5 1 U1 884
bp ZE A 8 H 69 F B A 3 000 bp &4 M08 M:DNA 5 FHUBBENE  A: ¥ K6 1 BUT) RT-PCR ™ # B: T-pP-
ﬂ”"‘fa 2EM(E | ). RIE MY EE N MV-F s B PCR ™40, C.T-pPMV-F-L TEH IR €2 Full )

—— , B0 pCEM-T20 MU 23 BeoR | M4 53
Mt BORGATT PCR S5E, U M 884 by @ o | BT GD/PL# F B 6) RTICR

EAMFRAME(E ). £ 5 B 0 9 P BL T-pPMV-F-1 % 53 44 5
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2.3 8] BEBIHFE GD/PL& FEEZBMFILLRR F, HBA ML EEEF S

as I B AR E GD/P1 % F EE A BREBRITY 5 HIZ R EF R K Fyky .HER/33
FMFFE I LaSota B, BRAHM EE FFFILLE G5 R E L, 538 E #k FEe M HER/33 #[R] IR £ 23 51
1 87.5%F1 88.19% , i 15 55 B Hk LaSota 1 B, ¥k K [FIHE 53515 83.83% 1 84.15% .

RIERS I HEERRE CD/PIL B FERFBRERTY, ESEHMNEERFI, K F
WAL ST EFEBMIT IR Arg-Arg-Gln-Lys-Arg-Phe-Ile-Gly-Ala.

3 itig

BEEIIEZNESERRET F EZEBEBF I (Toyoda et al, 1989) , it &M T —Xf5I
Y, RT-PCR TV HE THH AN S bp) S I BRI EEFERAFR, EEET
SERM Fy RELLEEER | B 4% cDNA F BN FRIERFFIME, S I & &
KR E CD/Pl KSR EBERRERZ RIMHEXREE T HEA .

Z< Bt 3% i SuperScript One-StepTM RT-PCR System #7348 | I B RIK R E FEE R B, X
HRMT YR NER —RNERANST, B TRELE, AR ERETRTETT L
50 CR¥FEF A E R RNA “REMIT R RN, BB RFERHNE; Tog DNA REBES
Yy WHORE BEEME, XN FEEAMNTRERFIWE R T RIE .

B BRFEFINFER, 88 | HEEKRE CD/PI M5 REREHRATEHRN F &
HRAEO SRR TS RIEEE 80% ~ 0% 28, AR5 BERMEFBHERER, A
HEWT,GD/P1 A Bk S RMAFBERERNBHEUREES .

Fo EER FEANNE, KRB ANEERABANFISE [HRRRENENET
PVIXR,BERN F, EONBOASAESEBREERM S A —XT @t &K, B Arg-Arg-Cln-
Lys 3% Arg-Phe 3 Arg-Ile-Gly-Ala; il 55 Btk #) MR AL S B EBEEWIM R A — X K2R,
B Gly-Arg B Lys-Gln-Gly-Arg-Leu-Tle( Gorman et al,1990) . 83X Z 87 1 B & BIKL#5E GD/P1
B ¥, BE BN S M EEBFFI A Arg-Arg-Gln-Lys- Arg-Phe-Tle-Gly-Ala, X 558 B4R ) Fy &
E NN S FE R H AT PR, ATOZE S FKF LIEB S T BB RIHKE CD/P1L H9
SREH, XXM ] MARMREROGHEARESZENL .
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Cloning and Sequencing of F Gene from the Pigeon’
Avian Paramyxovirus- |

Chen Jinding  Liao Ming  Xin Chao’ an
(Dept. of Veterinary Medicine, South China Agric. Univ. , Guangzhou,510642)

Abstract In this study, a 884 bp cDNA fragment encoding the cleavage site of Fy protein, from a pi-
geon-derived avian paramyxovirus- | isolate called strain GD/P1, was got by using RT-PCR. The frag-
ment was cloned into pGEM-T FEasy vector. Yielding the recombinant plasmid-T-pPMV-F-1 . After se-
quencing, it was found that the nucleotide sequence showed 87.5%, 84.15% , 83.83% and 84.15%
homology with the newcastle disease virus (NDV) vrulent strains (FygEg and HER/33) and avirulent
strains (LaSota and B;) respectively. The dedveted amino acid sequence at the cleavage site of Fy protein
was Arg-Arg-Gln-Lys-Arg-Phe-Ile-Gly-Ala. It concluded that this virus was closly related to the NDV vir-

ulent strains.
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