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AW BA AE T AT T AHSCHIESE (AR 5%, 1989;
ARICPAZEE, 2002; %2 45, 20075 XIZAHH,
2007; VLJEAE 4, 2011), {HAUH B FE B G BR
PR R BT, HAUm st AR = (F257,
2007; L[, 2007; fRXPFRIZRELE, 2007 ).
cDNA SCJ#J2 BUARWT 58 D RE AL K 41 5 i de A1
WMFBrZz —, W] E$E M cDNA SCHE i i/ B
A B, T T Ak B 3R 35 20 A (Colin et all,
1999; £ 45, 2007; AR 2, 2009 ), FH
SMART $AK ( Switching Mechanism At 5’ end of RNA
Transcript ) #8414 cDNA SCE, ] Prf & B e vk
BEPH, TR A 7 b S BURRE D R B 2 v (ke
AR, 2013), 3R T R IR BTN RE A
AR LUBABC B R, R SMART H A B

Abstract: Taking tomato variety ‘Yingfen No.8’ as test material, this paper used peat and vermiculite as

mixed matrix to study in tidal irrigation and under intelligent greenhouse condition the effects of nutrient supplying

maintaining time and interval time on quality of tomato seedlings raised on trays with central composite rotatable

designs of 2 factors. The results showed when tomato grew 5 leaves and 1 heart, with the increase of nutrient

supplying time, the seedling dry matter and strong seedling index showed first increasing then declining trend.

While along with the interval time extension of nutrient supplying, the seedling dry matter and strong seedling

index showed a declining tendency. The optimal nutrient supplying scheme is in 8—18 min of maintaining time and

198-348 min of interval time. Thus the seedling quality could achieve an ideal situation. We believe under the

experiment condition, this solution is the best water and fertilizer supplying scheme.
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WSR-S M A Y2H # AD-cDNA SCJ%, il
FESCERE BE NS 20232, TFRELPEIE 50 B rafE,
XTI S e S AT 20 A A5 B2 5 #r o 13
PR BE R - P2 HAE R 1 IR R LR T
U5, RSB - e AR B T LA

1 #RE5FZE

1.1 iKgasrt

UL 8 ~ 10 MHHAY AR 1 SHUBIC RS, M
PERT P T EIF (IR EhHRF 1000 4~ - mL7) 2
mL, 73T 12,24 .48 .60, 72 h J5 BURE , W BAAT
FIF RNA $25¢.,

Trizol i3] Bl TRIzon Reagent ( CW0580 ), Il H
Rt ae, SCER T & Make Your Own “Mate
& Plate” Library System User Manual ( 630490 ) I H
Clonetech A F] o
12 XEMHE
121 #/E RNA #9483 R Trizol 3550 L
PR E B SRR 12, 24, 48, 60, 72h J5Ht
A A RNA, BRI 23004 CW0580, FIH]
BN E SRS, [ R AZ R 2 1 ) s A S
&L RNA R BE R4l
1.22 cDNA #4544 L) Total RNA AR,
Z UL 630490, L) CDSII/6 PCR Primer 2845
—4&%, SR)5LL 3" PCR Primer #15" PCR Primer "N
51938 1+ LD-PCR & i ¥4 ¢cDNA., % CHROMA
SPIN+TE-400 ( Clonetech ) 43 &5kt 2% Bk XU&% cDNA
tH 200 bp LA MR R B,

123 L EwHE R EIA pGADT7-Rec 520
fRJE RIBUEE cDNA 4z, SRJE T AT kil 25 i e -
JZ A5 Y187, AT 100 4~ SD/-Leu B 5654,
A2 S B 1 2 100, 1 : 1 000 465 Y187 4
I H B 100 w L 3 SD/-Leu AR |, 8554k
B, 4 d B ERE, BUCE TR EEREE T
YPDA WA, 1RG5 75% W H ML 2 vV 1 ViR
BRI T -80 CUKAS

1.3 cDNA 3R

PEIERETRIR 10 w LA RS 10 000 £5 )5, HUH 50
p L R4 SD/-Leu A, 353% 4d, TR SCFRHE,

3CPE R E (efu s mU7) = 7 e BBy 98 B %K /0.05
mLx 10™

JEAS R = U < BIEA (mL)

FEHLIEEL 50 1T, L pGADT7-Rec A
Em51Y (2 HUiII4S 680490 ) #E17 PCR §74Y,
ZJEMR ( BlE TAY TRARAR ), TEBH
B 2 W 3 Chitp: //peppersequence.genomics.cn )
X S5 R AT LU 50007

2 HER54HH

2.1 AD-cDNA X EHg#E

2.1.1 RNA A Z#m  $EHGE BT RNA & cDNA
SCRERFE RGN R, SR Trizol 1543 B HE BB
REFE S 0N L S i &L RNA, &b e
JRE FL KA T B, PRI 5 SRR L RNA ]
2 %TE MY 288,188 RNA 4571, Se s MR iR 1),
AR U E (2 1), 5 MREMAY S RNA 1
FFE SO ZER . K 5 -5 RNA B 43 31
B 1.0.6.0.5.0.6.0.8 L%, FT cDNA AL,

285
18S

55

B 1 HFWESEFSFHEMMA 2 RNA BRBEKER
1~5: BEAL 1~5 09 RNA,

%1 RNA RE®RT

Ber WGME 1 WLAE 2 e
(ODy/ODygy)  (ODy/ODyyy) g+ pL™

FERL 1 (4R 12h) 1.90 2.01 2.6

FEf 2 (3R 24h) 1.91 2.05 46

FEfh 3 ($F0 48 h) 1.89 1.98 5.0

Fefh 4 (2R 60h) 1.95 2.02 44

b S (HEF72h) 1.89 1.93 32

2.1.2 ¢DNA # 4 m Ll CDSII/6 PCR Primer 5|
Y& 8 cDNA, 153 21 (1 BUEE cDNA 717 52 7R HCIR 3
53554 (Kl 2-a), it & A #FEER, &
CHROMA SPIN+TE-400 # Jg#1: 264k J5 i AUk cDNA
& BETE 400 ~ 3 000 bp (& 2-b), 2k I 5 it &
FIVe B AR B R K
2.2 AD-cDNA XERRELE

R 5 5] V5 21 0 SRR, 5 A LAY cDNA A
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pGADT7-Rec # AL (Ll B Y187 [ AZ A5 4L,
283 SD/-Leu A i 1€, 4 d J5 3K 15 BH M E 41 7

(Kl 3-a), £401t, WEREFALIRRRRE 1 000 155 iR
RS TR TECH 24 TR (B 3-b), 3
FE AL RCR T 4.8 x 10° cfu - pdgfl, B TR
Ko SCPEZ R = 24 (BRNSEIFEREEL) /100 L x
1000x 15% 10° wL=3.6 x 10°cfu, B0 RS
PR 2o it R R T8, BT AR SR R e B 4
W HE R 2% 10% cfu » mL™, IR S EERE XA AE A it 2
(A2 LR T

D
2 dsDNA BKZ&ER
M: 5000 bp DNA ladder; 1: ] CDSII Primer § 5[ dscDNA; 2:
ALY dseDNA

ar MERRBREALIRAT (150 WL« M 7'); by BEREGE AL B
1000 {5534 (100 WL - L"),

FHBE 3 BRE WOAR SO v, IBOISUER B S TR
TR R 10 000 £ 5 A 55 9%, Wik (/&1 4),
T SC % =286 ¢fu/0.05 mL x 107 =5.72 x 10
cfu » mL™',

FEALERE 50 A~k Y5 51T PCR A, Koy

B4 BEFRTETERE

SCPE Y 25 B LA AR A B P24, H 4G
W], A6 MHTERER NP, ORI S 2
K 12% FeAy, HIHAE 88%, i A B R 300 ~
2000 bp, “FIKEEZR 800 bp (&5 ),

2000 bp
750 bp
250 bp

5000 bp
1500 bp
500 bp

5 CEEREHLETE PCR ELiKH& I
W45 25 Blast # DNAMAN Z #5451 Lk,
A 20 N HEEFFHI, FEBRBEEE R W L T
FEHILEXT, A7 20 ALK, Zwid 17 FPE &,
3FAHEA (£2),

x2 XEREUFEER

G5 R B 55 R 1% LA
1 L TR P SRS 98 2
2 AL 99 2
3 SR 4 ity 64 3
4 fLERE 98 3
5 RPZURHIE R it 99 2
6 P FUH il 98 3
7 EI YR S 97 3
8 RENFE 89 2
9 KA 92 2
10 FHEEN 90 2
11 o — HE T 98 4
12 PEBIR 96 2
13 i g R 97 3
14 AR 22 98 1
15 RENFE 99 1
16 A ZE P450 98 1
17 TENERAIR £ B 99 2
18 Nodulin FJEHEH 97 1
19 A4 A 100 2
20 JE R T A 55D 97 3

3 G5

SMART £ AR SCEHAERT L, HARf K
el s . 24 AR RS T mRNA 7850 B aifbmt &k 2k
REf A e AR R E AL IEANERGE cDNA SE i
FEARNEIR L, P T E SRR L, fRIET
cDNA SR 7 PEF 582 (Zhu et al., 2001 ),

BRBCEH AT C a5k, PR AT &
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PRI, R e A B e T 1) i R A A
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BRI T 4.8 x 10° cfu wg ™", SCHERIE N 5.72 x 107
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BRI T 5l i M, oM. . ZRETEEm
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AR E L R BREOE AR SRR L
(FEPR G, A OABCHT it b 431 5 P B Sk
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Construction of AD-cDNA Library for Interaction of Phytophthora capsici and

Pepper in SMART Technology
ZHOU Zhi-guo, MING Yue-mei

( Life Science Department, Langfang City Normal College, Langfang 065000, Hebei, China )

Abstract: In order to identify the Phytophthora capsici stress induced genes of pepper, a double—hybrid

c¢DNA library of Phytophthora capsici infected pepper leaves was constructed using SMART technology. The

results showed that the ¢cDNA library contained 3.6 x 10° independent clones, and the recombination rate was 88%.

Insert fragments ranged from 300 bp to 2 000 bp, and the average length of the library was about 800 bp. These data

demonstrate that the library is qualified, and able to provide important genetic resources for molecular breeding.

Keywords: Phytophthora capsici; SMART technology; Double—hybrid ¢cDNA library



