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B — 0 BXEBE , PRI TR AR ) 2 A0 52 v 1 1 HH i
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2% 28 B PR TR 3 B A PR 85 cDNA R B, AT
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HREARET —8. ZJ5F 8N IR K5 T4k
IR B R A 8 T i 4 AT TR — 42 3k i AR H B F )
B IR K 7 AR AL T S A R G R TR S 22
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B AR BOWEE cDNA, #2234k . 45 4F 0t 72 1)
By (2) R AT LUK B A mRNA 153 D
T 1000 f5M9 &4, sl TR mRNA R
G 0 By ) A5 (3D R SR . — ¥k SSH L
EILR AR R L2 EE A2 RRIK
B cDNA F Bt COBBHMAE RGO AR FIH 2 4
F38 K 2 Y PCRH 40P 823k J5 AR FE 7 19 cDNA
R BOE Lk e S5/ AR Y 1S, DR UE T FE 5 cD-
NA F B WA R 5 My 38, #4564 &3 North-
ern FAR A HPERILEF] 9400,

SSH AR fY Bl 55 . (1) 328 56 44 8 hy B 6% 16 &R
il s (2) Ty BRI — 8 W mRNA (— g
ML) L WE mRNA &4 2 L R 7T B A 2]
fRFE 257 2RI AT cDNA, X T 5 26 5 5k b
FHR 5 35— B 19 mRNA; (3) K 2% 9 %
1) cDNA J& 28 5o BR il B I 16 19 cDNA B, I
BERURAT AR B 0 5 DR A i 2 5 N B AR
R R B 0 8 cDNA 3C 5k | RACE (Rapid
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(D 5E4TC Rsa 1 BgUI AL 85 09 Fr B ol il U] 4 5538
DL 75 22 5/ R B LA B R
SR RAR s RN A I AR
2 SSH Ei AR FEA D B

SSH HEAR#AES 5 ML IRILE 1, (1408
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5 b Tester 1 Driver, fff H I i K B /N F
500 bpfJ cDNA K Bt ; (3)%f Tester cDNA 43 i, 2
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id i1y Driver ¢DNA 5 (3) h 2 fy % A #: 3 1
Tester cDNA #E4T 2 Y4 5C 5 (5) 2 T i ;2
i A5 C PCR #£47 2 ¥k PCR [, i 22 5 & ik
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5 dm . aq .
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3 I — 5 Althogh there is a primer binding secpence an both

- ark of the type e mleadles the shorter overall
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appressin KR effect-exagt for very dort moleaules
See Aoendix a for more detalis on srmression KR
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W H

T 27 AR 4 o — 2R R R A W,
AR W AE L B R e 5 F AW BAE A R P
A B EAE L AR L AR A R 4 T ML
TOEERAR KA RN EEE., Gao B
VIR SSH Hi AR 43 8 K T M %8 48 B (Hetero-
dera glycines) TE 75 242 By B £ 38 B 40 it K i 91X
e # B M, 454 Southern blots F1 5 {i
ZeAC R B A7 ks I Y 8 A 4 B A B B
A A DTEL RN &8 R AR 7 Rk — M TE
VB T A B b R S v R GR L 3 A TE i R
SRR T (%) 20 MO A% B AL T A0 i 5T Y
W 4 i) A I £ AR A A% RT S B T B A A
#ik, Huang G G FIHZ B AR @ T 8 AR
ZEZR 1 (Meloidogyne incognita) £ 18 if 20 i i) 22
I cDNA SCEE, N 3 B FLEE 38 T 2 o3 LIRAZ
L (CMD) J A, 43 3 45 44 N Mi-cm-1 1 Mi-cm-
2 R P AL A AT AR 2 I AR W AR A A
F18) 3 4% 5 R T B AR AT ) o AR R A A E R . il

2238 B8 Mi-cm-1 F1 Mi-cm-2 W) SEAETE T
MRA5 L Y 2 > 7 £ 0 i 40 e v s e i SR A
Grenier %5 R FHIL J7 I LR T S 4% S 1 4k LY
2 NEEIK G. Pallida 1 G. “mexicana’ ¥ 35 1Y
KL R Rk 22 57 R I E AT Z 8] 22 AR/, I HAg
BT —-ANFRERHM AW E T a8 AN
GPLICS, b Bt 5 AL8 BUR I+ — 8. Sii ik )1l
ZEERO) Gt L 0 T S oK 2% 58 R g 2 R IR R 2 58 A
W TR 454 i (Meloidog yne incognita )5
S N R FFRKILM EST HH LKL, KED
MW BTEA DG EST 68 4>, 43 85 1 4 i NBS-
LRR Z5# iy hr e A A A 2E LRR $i ik 8 By ik
PR, 540 AR OC 1 28 1 2F R (GLP) HSR203] 2
IV IR 8 AL e 7 3K Ik e WRKY ,ERFBP 45 #%
SRR, G5 R R, N ERE A T 09 H 3R
IR 3 VS O R U B S T A =
B IRAE 3R G2 3R A5 1 DU DL K A8 W 240 i Ok 47 Bl
il % 2 4~ J7 I, Sivananda V'] I 45 037 3 A
AP 2 A R (Arachis hypogaea)
W T AR 454 i (Meloidogyne arenaria ) 3%
Fffs L A R N SRR 25 . WP R IE ) 960
ESTs ZEMACHE A 20 3458 22 5 K1k, 70
AN ESTs @ K T 7 RINAEIX . Wil S B AR L #%e
SRR LA BT BRI U | 2 L A AR R
EARMIIGEEM.

4 SSH £ AR ALY bl 2k B BF 55 b 1)

Wi H

F 1999 4F SSH 4 AR 15 2] 5 W fi FH LA L 7E
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SN ¥l cDNA Fl SSH-cDNA 3, 4%
RS 505 1EH A8 i 0 A 0 44 1 45
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L B 235 A 1 i R e i o7 A0 R OC 4 ALY L 1)
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Application of LTR-retrotransposons in Plant Genomes

GUO Yu-shuang' ,CHEN Jing' ,ZHANG Jian-hua’, LI Xiang-yu’ , HU Zhong-yi' , REN Xue-liang'

(1. Guizhou Tobacco Research Institute, Guiyang, Guizhou 550081; 2. Environment and Re-
sources Science College of Zhejiang University, Hangzhou, Zhejiang 310058;3. Crop Breeding
Institute of Heilongjiang Academy of Agricultural Sciences, Harbin, Heilongjiang 150086)

Abstract; Long terminal repeat(LTR)-retrotransposons are genetic elements and important for the plant genom-
ic organization. This review described the structure,genomic organization, expression, regulation,and discusses
their contributions to plant genomic research.

Key words: plant genome; L TR-retrotransposons; regulation; genomic research
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Application of the Suppression Subtractive
Hybridization Technique in Plant-Diseases

WANG Fang
(Qigihar Branch of Heilongjiang Academy of Agricultural Sciences, Qiqgihar, Heilongjiang
161006)

Abstract; Based on the suppression PCR and subtractive hybridization, suppression subtractive hybridization
(SSH)is a powerful technique that enables researchers to compare two populations of mRNA and obtain clones
of genes that are expressed in one population but not in the other. SSH has become an efficient method that
segregates and clone genes with the characteristics of high sensitivity, reliability and simplicity. The article in-
troduced the principle and characteristics of SSH. The application on the study of plant-parasitic nematode and
plant resistant-disease mechanism were reviewed.

Key words: suppression subtractive hybridization(SSH) ; PCR; genes; plant
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