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Sequencing of CP and 2b G ene of CucumberM osaic Virus
Infecting Pepper n Guangdong Province

XU Dong lin ZHOU Guo hui SONG X iao b ng
(Lab ofPlant Vimbgy South Chia Agric Univ, Guangzou 510642 China)

Abstract The aiam ber mosaic vius (CMV ) infecting pepper in Yangxi county Guangdong Pwovince
(CMV-gd) was confimed as a subgroup [ member by sequencing its coat pwtein(CP) gene and 2b
gene The results showed that CMV-gd shared CP gene nucleotide ilentities of 90 94-93 8% and
76. 1%-76 9% ( deduced an no acid dentities 0f92. 7%6-97. 7% and 72 4% 78 1% ) can pared w ith
same CMV strains of subgoup I and II respectivels whik 2b gene nucleotile identities of 83 9%4-9Q

2% and 64 005-67 7% ( deduced anino acid iden tities of 79 3% 83 7% and 50 50453 5% ) respec
tivel. Furthemomw a 102 bp highly conserved sequence in CP gene and 54bp n 2b gene of CMV sub-
group Imemberwere found Itwas suggested that theywoull povide useful infornation for the antiCM'V

strategy via transgene- nduced plant post transcriptional gene silencing( PTGS).
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GenBank CMV , 1(7)(5)8&1;:

( coat protein CP) 500 bp —»
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Fig 1 RT PCR amplificatbn of CP and 2b gene of (MV ifec

ting peppers from Y angxi county
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Tab. 1 Identities of CP and 2b gene nucleotide sequences and deduced am ino acid sequences betveen CM V- gd and som e
MYV strains
cp LCP gene 2b 2b gene
1) 1)
b . nucleotide an no acid b . nucleotide am ino aci
subg roup stram U bg oup stramn
iden tity 4 identity /4 ' identity /4 iden tity ¥4
I A (X 77855) 93 0 9% 8 I As(AF033667) 89. 9 85 7
ABI( L36525) 930 9%. 8 B(U59740) 84 4 80 2
B2( AB069971) 936 9. 8 Ca( AY 429433) 88 7 83 0
C(D00462) 925 95 4 D8( AB179765) 89. 3 85 7
Ca( AY 429432) 92 7 9 8 Fny( D00355) 85 0 8L 1
CS( D28489) 92 8 9%. 3 kora( U20218) 89. 9 84 7
Fny(U20668) 93 0 9% 8 Kor( U66287) 85 3 8L 1
Ko L36251) 90 9 92 7 M B(AF150731) 90 2 84 8
M f(AJ276481) 932 97. 3 M B-8( D86613) 84. 7 80 2
NT9(D28780) 93 8 97. 3 M f{ A 276480) 83 9 79. 5
P(X89652) 932 9. 8 NTI(D28779) 86 8 8L 1
Rs(A 517802) 932 9% 8 Pepo( AB124835) 84 1 79. 3
SD( AB008777) 93 8 97. 7 PRC (AF314188) 89. 9 84 8
Th( Y16926) 93 8 97. 17 R{ AB096214) 85 0 82 0
Y( D12499) 9217 95 9 Rs(AJ517801) 8. 0 8L 1
Ixora( U20219) 93 6 9%. 3 D( US6330) 89. 6 84. 8
il Q( J02059) 76 9 72 4 Th( Y16925) 86 8 8l 1
Sn(U22822) 76 9 78 1 Y(D12538) 85 3 80 2
Tk7( L15336) 76 1 76 7 1I ALS(AJ276588) 67. 7 50. 5
W L(D00463) 767 78 1 Q(Z21863) 67. 3 5L 5
TN(AB176848) 67. 7 505
Trk7( A J007934) 64 0 535
LY BT B9 AR B 513 KB G enBank
Csa) R(USA)
Fny(USA) Rs((Hungary)
B " Rs(Hungary) Fny(USA)
Mf(South Korea) Y(Japan)
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Y(Japan) Kor(South Korea)
r NT9(China, Taiwan) Mf(South Korea)
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WL(USA) . ALS(Netherlands)
— Sn(Australia) Q(Australia)
Q(Australia) L Trk7(Hungary)
15.7 T T T T 1 27.8 T T T T 1
14 12 10 2 0 20 15 10 5 0
nucleotide substitutions/( X 100) nucleotide substitutions/( X 100)
A:CP3#H A:CPgene B:2b 3£[A B:2b gene
2 MV CP (A) 2b
Fig 2 Phylogenetic tree of nucleotide sequences of he CP gene(A) and 2b gene( B) of sane CMV stains
CMV I 2h . CP 102 bp
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