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Table1l Sequencesd primer used in PCR
Primer .
Name 9ze (p) Sppree Reference
A Sense 2 5 GG CAR GG GG ATH GG AARACI A 3 5
Artisense 20 3 CCl CCl RAI GG RAI GA RA 5
B Sene 27 5 GG ATG GG GG GTl GG AAR ACN CAN 3 6
Artisense 20 3 COW RAI GGl RAI CG RAI TTY CAl GAI CCI 5
C Sense 2 5 WSl AAY AAR YTI CAY GG CCl AT 3 7
Artisense pA] 3 CCI CTY TAI GG KCT GTY RAI CG5'
D Sne 20 5 ATG GGA AGC AAG TAT TCC AA 3 8
Artisense 20 3_AGT TTC CACAGC ACA TCA CC§'
*R=A/G, S=GFC, K=T/G, Y=T/C, W=A/T, H=A/T/C, N=A/T/CJ G, | =irodne
Sangon ABI3700 pGEM-T
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BLAST ( : http: //www. nchi. nim. nih. gov) GenBank
, DNAMAN (4. 0) (Nynron
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4|4C  Primer C 4|4 B Primer B 41#D Primer D
X M123456789

19 PCR
1: 93-100-17-1-0 ( ); 2: 93100-1-1 ( ) ; 3: Perennid ( ); 4: O34 ( ); 5:
6: 0 7 ; 8:° Yolo Wonder’ ;9 Cvag

Fig. 1 PCRamplifications with degenerate primers designed from conserved motifs found
in a number of plant resigance genes on 9 different pepper varieties
1: 93-100-17-1-0 (hot pepper) ; 2: 93-100-1-1 (hot pepper) ; 3: Perennid (wild hot pepper) ; 4: SOM334 (wild hot pepper) ;
5: Jiemen sveet pepper; 6: Fudijian hot pepper; 7: Bell sweet pepper; 8:° Yollo Wonder’ sveet pepper; 9: CV98 hot pepper.

2.2 ORF 2
Table 2 The accesson number of RGAs o pepper in GenBank

and the longes ORF

26 i
/
1 ) 1 Length of AA Accesson
Clone/ RGA fragrent (bp)  Thelonges ORF  number
' ’ B41 522 173 AY125911
78 bp 24 pGEM-T B43 525 174 AP513548
, CARDNAtools (6. 0) 5 B54 522 173 AF525136
(B41 B43 B54 B61 B9J) ORF 150  B% 529 % AFS25137
B510 585 119 AF525134
. 4 (B510 C39 C51 B513 528 32 AP525135
D11) ORF 100 , 10 B61 528 175 AF525138
(B56 B62 B72 B92 C82 D66 D61 B 529 % AP525139
B64 559 54 AP525140
D42 D41 D12) ORF 80 100 B72 529 %8 APS5141
, 5 (B513 B64 C22 C36 C41) B2 531 81 AF525142
ORF 80 B93 663 153 AP525143
GerBank | ' ’ 2 425 58 AP525144
C36 380 77 AP525145
2.3 C39 455 111 AF525146
cal 381 77 AF525147
o5l 464 111 AP525148
82 410 93 AF525149
) ORF ) D11 369 111 AF513549
BLAST , 14 D12 545 82 AP525150
B D41 624 ) AP525151
' D42 545 82 AF492473
B56 B510 B513 B6l B62 B64 B72 D61 545 & APS25152
B92 (Solanum D66 546 82 AF525153
tuberosum U60069 U60070 UO08B0 UO081; S.
phurga x S. stenotomun A Y059428) 85 % NBS
(Lycopersicon esculentum AF404416 AF404438 AF404459 AF404459) 8% 87%

NBY LRR ( Theobroma cacao AF402752) 96 % . C
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Amplified Resigance Phytophthora Blight Gene Analogsfrom Capsicum annuum
Genomic DNA

Yi Tuyong'?, Xie Bingyan', Zhang Baoxi', and Geo Bida’
(* Ingtitute of Vegetables and Flovers, Chinese Academy d Agricultural Scences, Bdjing 100081, China; 2Oollege d Pant Protec
tion, Hunan Agricultural University, Changsha 410128, China)

Abstract : Numerous fragments were cloned from 9 different red sant/ susceptible pepper ( Capsicum annuum)
varietiesto Phytophthora blight , usng a PCR agpproach with degenerate primers dedgned from conserved notifs
found in a number of plant resstance genes. After sequencing and horrology analyd's, 8 RGAs anplified by primer
B were high identified with N, RPS2, L6 and belonged to broad- pectrum RGA , 6 RGAs anplified by primer C
were high idertified with 2, 9. 14 RGAs anplified by both primer B and primer C were relative to function of
resgancee to Phytophthora blight. RGASs derived from susceptible lines were a © asociated with function of red s
tant to Phytophthora blight , which was accorded with reported vieapoint that res sant minor QTL s derived from sus-
ceptible parents. These pepper RGAs could be regarded as candidate sequences of di sease red gance genesin Cap-
sicum annuum using cloning res ¢ant genes and nolecular markers.

Key words: Capsicum annuum; Phytophthora blight ; Red gance gene analogs
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Ning Yunye. et al: Studies on Red Flesh Spert from * Red Sun” kiwifruit Using RAPD Marker
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The profile amplified by the 10 primers which produced polymarphic (ragments (The odd number is 86-3.the even is

control: b. The amplification profile of the sport line and  *Red Sun” kiwifruit using primer S107. S84, SI57. AY 17 [A. 86-3. B, 4 years old
erafied plant (rootstock being “Chuanmi |7 ). C. 2 years old grafted plant (rootstock being “Chuanmi 170, 0. 2 years old grafted plant (rovtstock

being wild kiwifruity CK. "Red Sun” kiwiftuit]: ¢. Fruit cross sections of - "Red Sun” Kiwilruit (top ros 1 and 86-3 (middle and lower row).
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Explanation of plate: Amino acid sequences comparison among amplified sequences by primer C and Cf2, Cf9
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