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Table 1 List of 25 random primers and its sucleotide sequence
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S5 GTTTCGCTCC Sa GTCCACACGG
Su AGGGGTCTTG Sn  GAAACGGGTG
Sw  AGCCAGCGAA Ses  TGAGCGGACA
Sa AGCGCCATTG Srs  GACGGATCAG
S5n TGAGTGGGTG Swe GTGCCTGGGTG
Sy GCATGAGACC Sse GGCTCATGTG
Sin ACGGATCCTG Si;a CCTGATCACC
Sy CCCTACCGAC Sis  CTCCTGCCAA
Sue  AAGTCCGCTC Sar  CAGCACTGAC
Sis CCTCTAGACC Siw TGGAGAGCAG
S4:1  CAGTGCTGTG Sias  TGGCGTCCTT
Ses  TCGGCGGTTC S  GTTGCCAGCC
Sw  GTCAGGGCAA
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Fig.1 Agarose gel patterns generated by RAPD amplifications with primers
1—6. Carposina sasakii Matsmura of apple,pear .apricot, wild-jujube. jujube .hawthorn K. Negative control i M. 1 kb molecular weight ladder
a. Primer Syyb. Primer Sy
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6 FrAF UL RARB A B A M HOUE SR
EERRLE 2.,
Ayala™ iRl T R (Drosophila willstoni) TG
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Ep 8 5 BB R D(X +SD)TER BB B, b7 Fh ¥
0.031+0. 007, S 0. 230+0. 016, %RE ¥ 0. 226 &
0. 033, FIfa P 0. 581 +0. 039, BE LR A #
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Table 2 Matrix of genetic identity (below diagonal lines) and genetic distance (above diagonal lines) of

Carposina sasakii Matsmura populations among 6 hosts

L ¥R N B L4
Apple Pear Apricot Wild-jujube Jujube Hawthorn

¥R Apple 0. 627 0. 511 0.533 0.469 7 0.503 9
%! Pear 0. 373 0.689 9 0.704 0.589 5 0.529 8
¥ Apricot 0. 498 0.3101 0.479 0.514 2 0.612 4
M Wild-jujube 0. 467 0. 296 0.521 0 0.426 7 0.455 5
R Jujube 0.530 3 0.4105 0.485 6 0.573 3 0.494
18 Hawthorn 0.496 1 0.470 2 0.387 6 0.544 5 0.506 0
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2.3 AEFEHERBELREI T
RIFMIGIEE, A UPGMA MR T 6 fFE

Boit R0 FREE, A 2,

—— Rk MR Corosina sasakii Matsura of wild- jujube
WM FMR  Carfosina sasakii Matsura of jujube
Bk &R Carfosina sasakii Matsura of hawthorn
R BAE MR Cargosina sasakii Matsura of apple

EPERR  Caorposina sasakii Matsura of apricot

Cartosina sasakii Matsura of pear

B2 6% £ ok R R 5 B B M UPGMA R K
Fig. 2 UPGMA dendrogram for Cargosina sasakii Matsmura of genetic distance matrix among 6 hosts

ME 2 TTUUE H, BBk SRR B S0 B 3k, I
R AT B SR R SE R SR (L Bk SRR, B
Pk SR 4R 5 ki R PR B B .

3 W ®

AR R FEE,RAPD HFETUIBRAEEF
EBERRBEER . XT RAPD BRARYH
BEERMHR, FRUEWRPFEREMRE. HE
B4 RAPD #RiCB R M5 B RBIKH, I S & H
2 T B BT 5 | AL L3 R R H R A 4R
MERBRM, RAPD RN MERETEEARF
FI 551 YA RS RIS PeE ), ¥ el LLFER
ENSBE, B MEAERA RN R REEH
SHERT RAFETMHEH/RTY, 7 PCR P 55145 N
i) DNA # 9 %2 L H b DNA AR 48y, — &
DNA R %A T By #), XA R R
FHES FRBRAOF (EBRMERDEFLFES

He BB RO, T 7E 53 — B 37 o o e A RO 1 45 4 JE
. ES RGP A e FRAB TR SR,
BB Bl 09 5 A H 2 R AT RE LSRRG B4,
EABR LR T H0E TS ORE, TR
ERENRE REBENRED . REFSH I
B B ERRA, XA B R
PRI 2 R AT B2

HM% Y, RAPD-PCR HAR AT RN RARFE
PR QR EROBERTIT, ARTENE
R TFENBAREEN, BERRETHAN
S AL, 55 5 R BUBbEE TR 55 75D R 4R B
B RGRTHEH R T R GRIEEBRA),
BT X B IR S PR T 0 R i R 3 3
R, TTREA R AR | BT L6 T RIS MR R
RIS LR BRI A KT i, ERERF EEY
) BHET — B,



9% FAE R ARB KR (B RBERD ¥ooh
($% 3Tk
[1] # ¥, TXE #hxOoREFGRFFTNRO]. FERB,1990,(2),:35—37.

[2]
(3]
(4]
(s]
fe]

7]

f8]
(9]

(10]

f11]

FEE, ETRXR, KRS, (LER/DRO REWFRFEFRD]. PERER,1993,(1):13—-14.
£ W ERHE REA. FH/MRLRTTRL]. HYPRPF#,1998,25(2) 141~ 144.
£ W.RER RERHRLCROMETRD]. HHRP,1992,18(2),115—17.
% WRERBERFEE: EHXEDFHERROBIRI]. AR KRR, 1993,(2):99—103.
John G K, Willimas A R,Kubelik K J,et al. DNA polymorphism amplified by arbitary primers are useful as genetic markers[J]. Nucleic
Acids Res,1990,18(22),6531—6535.
Nei M,Li W H. Mathematical model for studying genetic variation in terms of restriction endonucleases[]J]. Proc Natl Acad Sci USA,
1979,(76):5269—5273.
Ayala F J. Genetic differentiation during the speciation process[J]. Evol Biol,1975,(8):1—78.
Willimas J G K,Hanafey M K,Rafalski J A,et al. Genetic analysis using random amplified polymorphic DNA markers[]J]. Methods Enzy-
mol,1993,(218):704—740.
Hallden C,Hansen M,Nilsson N O,et al. Competition as a source of errors in RAPD analysis Theor[J]. Appl Genet,1996,(93),:1185—
1192.
Gibbs R A,Nguyen P,Caskey C T. Detectoion of single DNA base-differences by compective noligonucleotide printing[J]. Nucleic Acids
Research, 1989, (17):2437—2448.

RAPD-PCR analysis of genetic variation of Carposina sasakii Matsumura

(Lepidoptera Carposinidae) in different host plants

HAN Qing-mei' ,HUA Lei’
(1 Collage of Animal Sciences and Veterinary Medicine;2 Center of Studying Aried and Semiaried Zone Agriculture,
Northwest Sci-Tech University of Agriculture and Forestry,Yangling ,Shaanzi 712100,China)

Abstract :In this research, RAPD-PCR was adopted to analyse the genomic DNA of Carposina sasakii

Matsumura of 6 host plants (apple,pear,apricot,jujube,wild-jujube ,hawthorn) with 25 random primers.

As a result, 22 of the 25 random primers showed variable polymorphic marks with the polymorphic fre-

quency of 71. 9%. Based on these results,we calculated the genetic distance of 6 populations. The average

genetic distance of 6 populations was 0. 542 6,0f which the most distant is between wild-jujube and pear,

and

the nearest is between jujube and wild-jujube. At the same time, the molecular dendrogram of the 6

populations was constructed with UPGMA method.
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