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AEFhEE X B ( Laodelphax striatellus )
# RAPD % #7

MR, wEL, §FE, LXK
(REAY EARLER BRESHAF ADSHESESTRHEBESTRE, LB 200433)

# ¥: BRAPDEARMT S M AEM K CAMBE RN DNA £EEHIT T W5, B Neighbor-joining A& H
HTEON HER AN FEAR ZEEHI A 2K K1 AEREBLR . BR.BF. AT .0 . L8 .5
HREANK CARE, B AR TEAEAEE RS HEN 2R CARE BREH. FRAAEK CRMRE
FIREEE SR RER L EHXH.

MR K CB( Laodelphax stratellus); RAPD A2 47 ; £ 254
hES R, Qoa9 IR A

EYXAEGRAAKBERAREDET BT CHER, S8 EHNKBRLHHRE (rice stripe
virus, RSV} Wt R FREEFNABESERTEXNRR. RES 0 FRAETIHRAMAKRBELMNH
WLk, ERISEI6 M ERMT. ERTERHE Y. BOIRBMBREES TR, TEELR
BRANMBBEEENSEEFTERFHREART FRAA MERLANEFEEHAZRLAERE
# ARMERCAEARMAFHEENEEERET N AR TRARESAKRZANHEEIXE, N
RERNT IR H B HRE.

BEHLT ¥ £ 254 DNA(random amplified polymorphic DNA,RAPD )R B Williams % B /38 b 9 — &
FTFEWEEARA BB EAEA AR EETNDNALZSER . MBI ZHTREER . ZHXEN
HEBAFAHTRD. Black MAREASTHERANIBES BUBRESREBLEMERIERNN
25N, FEE EHEEANEACRRBERN SR HEOAET -2 T4, IH 3-S5 58
FESEE RAPD FF AT DNA #H FHESHESRBRE ARBRREFES EHER. HESH
I SEBFIAXHHRAPD EAMRK CAAFMBHFERREERMHE.

1 MEfAFE

1.1 B&

HOARKCAHR.HPNRALE . ZE. AXEZOF. 0N TE B2 SHEMEERT(E 536 AR
1). FEREFTEERE.
1.2 #%E DNA MR

¥ $ M Barufii B8 # % CRBBAR DNA. B4R 30 RAEERRE, A 200 pL 5 82 K
{100 mmol/L Tris-HCl pH 9.1, 100 mmol/L NaCl, 200 mmol/L B ,50 mmol/L EDTA,5 g/L SDS &
100 pg/mL BAMK)XEAPE. {EIEE,65 CERETF 30 min, BMA 55 pL 8 mol/L B KAc, X# 30
min R UR, 12 000 r/mmn B4 10 min, WHEEHE, EEBRFNMAHEERIT K, -20CTH

WA, 2001-02-28
XA tPERBESESTESNTHEALREL G2 E McKnight 8 & ¥ B1(14001404)
XMW . A hE(976—) B WL BHE.
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B 2h L3 DNA. 12 000 r/min F#E.O 10 mun, TERE, 0% (FHS B ZBERI K, AERAET 200
pl WA

Ft HERARE
Tab. 1 Nine populations of Laodelphar striatellus  as sources of DNA

=R 4 e Fo N R A | i 5 % ERE FEEH

By = Ry : A 199906 Y THE ¥ e 199906
DJ H#* F il 1997-06 sC M i R 1999-06

FJ wmE =M 2000-05 SH L 1 1998-06
HN MR = 199909 ¥MN EH # 1999-06
LN i b 199905 |

1.3 PCRUREIMERF

A Tag MELRA RBEMSIHHMB L BETAYERLA EMER20 .1, % 2.5 UM Tag B,
SERWEH 0.2 mmol/L # dNTP. 0.5 pmol/L 895/ %, 1050 ng /K K& DNA. PCR RN B F X 94
T,2min, &5 94 C 305,36 C 305,72 C 455, FEH4S W BB T2 CEM 10 min. PCR LN 15
gL HEIEEERA O VEBETFRK4 L ERRENEAEFAR. B4 REEE 2 K.
1.4 WIESH

BE Nei ZUI ML ETEARHBTRES T, X PCRT BB R EEERNE—SSIELEFH
DNAZHRH 1. EAH RO BEEB(GD)=1- G5 HflAE(GS)=2N_,/(N, + N,) *x100% . K7
N B MBSy RENTHERHE N IHG RHNDNA Y EHHE N, IHAy RANDNA
RN HH.

2 HRaW

2.1 MHSIMRERTHER

TEFTERIW 53N EOSI T FEHERHE FFEEHELSHFEN 20 T PRTECAH
RAPD ##7( % 2). i E 115 4% HPEALEHNH 108 &, 52BEHFM93.9%. BA3IHY
WeERME 105 537 WA 2(% 538 B IRR.

£2 HUSIWEATHNHH

Tab. 2 Nucletide sequences of random primers and numbers of their amplified bands

ElL:. el ¥ RE&H 8 F 51 ¥ REEMH
£ (5>3) L I 9 B (5’—=3% M B
S61  TTCGAGCCAG 3 5 X19  TGGCAAGGCA 7 7
S63  GGGGGTCTTT 5 5 M6  CTGGGCAACT 4 3
S64  CCGCATCTAC 4 4 M?  GTCTTGCGGA 8 8
S67  GTCOCGACGA 8 8 M4 AGGGTCGTTC 4 4
S68  TGGACCGGTG 6 6 M15  GACCTACCAC s 5
$69  CTCACCGTCC 5 4 M16  GTAACCAGCC 6 4
570 TGTCTGGGTG 7 7 M17  TCAGTCCGGG 5 4
X1)  COCTAGACTG & 8 M18  CACCATCCGT 7 7
X12  TCGCCAGCCA 4 4 T9  CACCCCTGAG 5 5
X6  CTCTGTTCGG 5 4 T14 AATGCCGCAG 7 6
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Bl ERES THEMEN RAPD I #7851 % Hi%
Fig. 1 RAPD patterns of 9 populations of Laodel phar striatellus
A58 M17 #5 RAPD F5# B /% MI1B 37 RAPD BI3¥ Bl 19 4+ %I 5f KM & BJ, DJ.FJ,HN LN, NX,SC.
SHH YNS PRTEHEHE

2.2 KRXBMEEMHOBEEE

A% Nei ZU MM R HAR. A 20 73880 PCR P A0SR TUHEHK CASTRLE
FREAREES(X3). ARQ)TTUBEH WNHITOR CABREMOREESERN, % 0.355 6.
HWEBAFERK CEMBEAMESTESRA,H0.704 6. FHBEEER N 0.528 8.

23 ZEXETFAEHENBEANREER(ET NG EEN(0n, 5 1) ERF
Tab. 3  Pairwise genetic distances {lower left rrangle of the matrix) and geographic distances {upper right

triangle of the matrix) among 9 populations of Landel phar striatelfus

BJ D] F] HN LN NX sC SH YN
B] 2 300 1 800 2 600 1 00O 700 2 000 1200 2 000
D] 0.466 7 2 600 3 BOO 1 700 3000 3 400 2 000 4 000
F] 0.3737 0.704 6 1250 2400 2 000 1 60 750 1 800
HMN 0.6042 05610 0.444 4 3 400 2 450 1 630 1850 1300
LN 6.6211 0.6456 04524  0.4200 1 650 2 300 1 700 3 000
NX 0.3939 04359 D362 (G 4681 0.5000 200 L 650 1 550
sC 0.5340 0.6829 0.5250 0.4286 0.3556  G.6087 1 550 6350
SH 0.5054 0.6744  0.3000 0.6000 0.3632 0.4884  0.44009 2 000

TN 0.6264  0.6579 G300 05106 06744 05904 0.4943  0.4792

3 3w

BRI RAPD H#REMT 9 M RRMBE B HK KRN DNA B854, W DNA S FATN 9 P RRME
MROERLRETTHR. &E5EH.(1) PAIATARAMK CATLUA N 2B B 1 a58E L
FHERMEEJOT NI LE ZHARNKCEME, B2 aETEARMEFRARBERE 2 HKK
AMR. BEIXAN 22X . —AABFIWKCAHE QR EE.SE . SHANIMKCAHE, 5 — X
EIT AR LEHRHK KAHE. () BFEARSRMK CAMNBSRES K CAMBORERE
BEARE, FHRAEBN0.6036, HERTHERK CAMB M REESNEHME(0.5288). F K
BEHEKAEESENBREYWK CAEEFEAEI NARHK CANBRECEH REHEK LA
BERBRBEH. (3) WEESMTEE(BESB A2, TEHBSARHBER BN RUSTRAH
Ry BAERIE . A B Wolbachiu MM R AT ITHTI N Wolbackia B ¥ T0H B H it b X HI K
KRN KN Woltbackia M!S . XU 2 NHBEE Wolbechic BRBHERE—H M. (4) HBESYTFR
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H B % RARBER) %402

BRACAEEEANERTER, “FAFRFERBMAEXR(EI). THEE. BE. REYWHH
A IR B R BN RGBT R s B A BY R £ ) R SER TR M fEREA. MMM AR T XN
B R AR A L 900 km BT MR KR FE #9815 FE B9 Kk 0.608 7( 3), 82T W )i L e gl # T 88
Bk TR CREWBRIGE . 52T MK FS R X A8 3 b K SR XM ) R, 4 o BB R A
TTESRX K KAR R G RBERIE. ARNEZFERLAREET, THRCANERE UK, T
Hit EMEREIRNE. REAFFREEERELIIR . AAERERBHERA SR E CARHE
MECHEEIFE, B EHX R CEAMBEYRHER ST MR

0.8
0.7
r )} 0.6} :
NX g 0.5} an v-- ' E .
Bl ‘.
_l I LA £ 01
® 0.3
SH - 0.2
HN 0.1
5C %% 0.5 1.0 1.520 25 3.0 3.5 4.0 4.5
F
! WMBEHHE /10 km
B2 KEAOFRAMEMER A3 ELEAAAENHERREER
Neighbor-Joiming % T R & & SaxaEERxRE
Fig. 2 Neighbor-Joining tree for 9 populations Fig. 3  The relationship between of peirwise genetics
Laodelphaz striatelius distances among 9 population of Leodelphar

striatellus
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The Distribution of Wolbachia in the Infected
Laodelphax striatellus

LIAQ Shan., KANG Lin. CHEN Xiac-ai. YE Xin. LI Chang-ben
{ State Kev Laboratary of Genetie Engtineertng . School af Ltfe Sciences ,
Fudan Uneveraty. Shanghar 200433, China)

Abstract; The small brown planthoppers L strrufeiius ) contain Wolbachie that infects insect hosts and causes cy-
toplasmic incompatibility{ CI) berween normal and infrted huests, leading to reproductive advantages for those carrying
the Wolbackie By PCR and Weutern blot, Welbachwe was Iound not only in the gonads of infected planthopper. but
alse in somatic nssues. such as head, thorsx and abdomen efc. The wide distribution of Walbackia in the planthopper
suggests that it may become an ideal mediunr o miroduce and express foreign genes. and to spread the genes in plan-

thopper populations.

Keywords: small brown planthopperl L. straaseline 3 Wolbaukea ;s tissue distribution
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The RAPD Analysis of Laodelphax striatellus Populations

WAN You-zhang, QU Zhi-cai, CAO Qing-yu. SHEN Da-leng
{ Instrtute of Genetics, School of Life Sciences, Ministry of Education Key Laboratory for
Brodiversity und Feological Engineertng . Fudan University, Skenghai 200433, China)

Abstract: Random amplified polymorphic DNA | RAPD) markers were used to measure DNA polymorphisms among
nire populations of Laodelphaz strwarelius A reghbor-joiming tree was generated from RAPD bands. The tree was di-
vided into two clusters. One contaired mest populations from China. i. e Befiing, Fujian. Hanan, Lisoning.
Sichuan. Shanghai, Yunnan: the other thase frem Mingxia and Tolsyo n Japan. This study revealed that the genetic

distanice hetween different pepulations was unrelated to the geographic distance between them.

Keywords; planthopper { Landel phar striaretfus 3 RAPD analysis: polymorphism



