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Table 1 Origins and related information of the samples
Code Location Host plant Collection time GenBank ace. _16S—bgse(}
No. infection
CZSm Cangzhou, Hebei Solanum melongena 2006.08 EF547515 16/16 A
- Cangzhou, Hebei Cucurbita moschata 2006.08 - 19/19 A
HSHa Hengshui, Hebei Helianthus annuus 2007.07 EF547521 4/4 A
HSCs Hengshui, Hebei Cucumis sativus 2006.07 EF547520 8/8 A
- Hengshui, Hebei Acalypha australis 2006.07 - 4/4 A
- Hengshui, Hebei Gossypium herbaceum 2006.07 - 4/4 A
- Hengshui, Hebei Cucurbita pepo 2006.07 - 4/4 A
XTCs Xingtai, Hebei Cucumis sativus 2006.08 EF547519 5/5A
- Xingtai, Hebei Gossypium herbaceum 2007.08 - 5/5 A
BDCm Baoding, Hebei Cucurbita moschata 2006.08 EF547531 4/5 A
BJIb Beijing Ipomoea batatas 2003.07 AF509592 8/8 A
XJEp Shihezi, Xingjiang Euphorbia pulcherrima 2001.01 AY 764383 5/5A
SDLe Qingzhou, Shandong Lycopersicon esculentum 2003.07 AF509594 8/8 A
HNNt Sanya, Hainan Nicotiana tabacum 2002 07 AY 764374 5/5A
ZJGh Hangzhou, Zhejiang Gossypium herbaceum 2004.07 AY 854060 5/5 B+A
GXCm Nanning, Guangxi Cucurbita moschata 2001 09 AF509593 4/20 B+A
GDCv Guangzhou, Guangdong Codiaeum variegatum 2003.07 AY764369 5/5 B+A
FJIb Fuzhou, Fujian Ipomoea batatas 2003.07 AF509595 5/5 B+A
* positive / individual detected and Wolbachia supergroup infected.
1.1.2 2 1.1.3 : PCR
LITTLE
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Table 2 Primers used in this study GENIUS( )
Name of primer Sequence (5'—3") Taq
wsp691R AAAAATTAAACGCTACTCCA Proteinase K Merk .
wsp360R GCTGCACCAACACCAACACC
TW8IF GTTTCCGTAGGTGAACCTGC
Bt5.8r ATCCGCGAGCCGAGTGATCC
16S315f GCATGAGTGAAGAAGGCC
16S628r AGATAGACGCCTTCGCCA
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Fig. 1 Phylogenetic tree of B. tabaci natural populations based on
ITS1-rDNA sequences (NJ tree, Kimura 2-paramter model). Dia-
monds indicate ITS1 sequenced in this study. GenBank acc.nos.
IsraelPyRQ, AY854059; USAA, AF216066; USAB, AF216069;
TurkeyM, AF216062; AustraliaB, AF215991; IndiaH, AF216022;
IndiaG, AF216019; SpainQ, AJ315795.
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Fig. 2 PCR-RFLP analysis of Wolbachia 16S rDNA in B. tabaci .
(Nhel/Vspl, 8% PAGE, Urea). M: Molecular weight standard; 1. XTCs; Wolbachia 168 RFLP
2. CZSm; 3. GDCv; 4. Fllb; 5. ZJGh; 6. GXCm; 7. HSCs; 8. HSHa. PAGE Wolbachia
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Wolbachia extensively harbored by Bemisia tabaci in China

Xiaopeng Guo, Zhengxi Li"

(Department of Entomology, China Agricultural University, Beijing 100094, China)

Abstract: Wolbachia are a group of maternally inherited bacteria harbored by a variety of arthropods and can ma-

nipulate the reproductivity of their hosts. Eighteen populations of whiteflies were collected from Hebei, Xinjiang,

Beijing, Shandong, Zhejiang, Guangxi, Hainan, Guangzhou and Fujian provinces, China. These whiteflies were

molecularly identified using internal transcribed spacer 1 ITS1 rDNA sequences. They were then detected for
Wolbachia infection using Wolbachia-specific primers designed based on 16S rDNA and wsp gene sequences. The
results showed that almost all populations were detected positive for Wolbachia infection. Whiteflies of B / Q

group mainly carried Wolbachia belonging to supergroup A, while non- B / Q whiteflies were commonly detected
for Wolbachia superinfection. This study indicated that the infection rate of Wolbachia in natural populations of B.
tabaci might be much higher than expected, and the threshold of detection methods may be one of the key factors

influencing detection of Wolbachia infection.
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