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Screening Test of New Potato Strains

ZHAO Hai-hong

(Scientific Observing and Experimental Station of Crop Pests of Jiamusi/Jiamusi Branch of

Heilongjiang Academy of Agricultural Sciences,]Jiamusi, Heilongjiang 154007)

Abstract; In order to breed new potato varities with high qulity and high yield that suitable for Heilongjiang

province, the trial comparatively studied from strains plant, potato tuber character, main disease and yield were

conducted. The results showed that, the yield of Dongnong 09-33069, Longke 200701-7 and Da 200401-19 were

significantly higher than control in the early group, the yield of Dongnong 03-1 was no significant difference

with control, but increased 0. 34%. In the late group, the yield of Xinkeshu 1 and Da 200010-2 increased
24.94% and 9. 32% than control, the yield of Ke 200401-73 and Dongnong DD412 were lower than control. In
high starch group.the yield of Ke 200809-90 was significantly higher than control, Hu H99-9 increased 6. 43 %

than control in production.
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Table 1 Orthoronal design for PCR and score
%5 B DNA/ng dNTP/ Mg*"/ 514/ mmol- L Taq B/U LY
No. Template DNA mmolsL! mmole ! Primers Taq polymerase Mean score
1 25 1.5 37.5 2 4 0.67
2 25 2.0 50.0 4 6 1.66
3 25 2.5 62.5 6 8 4. 00
4 25 3.0 75.0 8 10 3.66
5 50 1.5 50.0 6 10 3. 66
6 50 2.0 37.5 8 8 4. 33
7 50 2.5 75.0 2 6 2.33
8 50 3.0 62.5 4 4 0. 00
9 75 1.5 62.5 8 6 3.33
10 75 2.0 75.0 6 4 0.33
11 75 2.5 37.5 4 10 3.66
12 75 3.0 50.0 2 8 2.00
13 100 1.5 75.0 | 8 3.33
14 100 2.0 62.5 2 10 1. 00
15 100 2.5 50.0 8 4 2.00
16 100 3.0 37.5 6 6 0. 00
1.2.3 ISSR-PCR # 4 B o 4k & 89 33E K Y 8 mmol-L",Taq i 8 U), LA 8 X5 9% v &

E b i ISSR-PCR J i 1k & (B4 DNA 50 ng.,
dNTPs 2. 0 mmol+L"' Mg’ 37.5 mmol+L"' . 5]

%% 3 %5 MRS (19 DNA #EAT P73 oK 563 1% 4k & 19
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Fig. 1 Electrophoresis of ISSR-PCR products

M:DNA marker|l] ;1~16:Number of reaction products,as the same case as Table 1.
2.2 BEAZEMAREKTFER ISSR-PCR #9308 v T4 0 AR e 3 3T ) G ] A A T
M 2 F il Tag B 519 K ANTPs (B fea 0 B b B 6 SEACFl & 1 2% B &R 1 et
Xf PCR B2 2 W] 0 5 TRBLRR DNA Al Mg®™ ik kP,
JE . P A BURARBEE S A Tag T B9
R2 FHEABESMERESNT

Table 2 Sum of the amplified bands range analysis

T H it DNA/ng dNTP/ Mg®*/ 514 /mmol- 1! Taq /U
Item Template DNA mmoleL! mmolsL! Primers Tag polymerase
K1 23 33 26 18 9

K2 31 22 28 26 23

K3 27 36 25 24 41

K4 19 17 29 40 36

R 4 19 4 22 32

EKi R BN HERER—KETHREEZMGE=1,2.3.4) ;R ZRW2E.

Note:Ki represent the sum of value at the same level of each factor(i=1,2,3,4) ;R represent the range.
2.3 ISSR-PCR [z Rz f& 2 Ky 56 iiE VKRN 45 R R W BEAZ 4 1 ) LB M Y 2Rl . 2
M 2 W] DU s R Z B 5 40 19 ISSR- S W bR F 5 . nl LLisE— 25 i FH 1 1] H % ISSR
PCR [ WA Z 54 8 4~ ISSR 519, 20 B iR bl . A FARIC I 4EE .
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Optimization of ISSR-PCR System for
Sunflower Based on Orthogonal Design

LIANG Chun-bo
(Industrail Crops Insititute of Heilongjiang Academy of Agricultural Sciences, Harbin, Hei-

longjiang 150086)

Abstract; The development of sunflower industry plays an important role to adjust the structure of planting in-

dustry,use the middle and low yield fields and increase income of farmers. In order to promote sunflower mo-

lecular marker and molecular breeding, the orthogonal design was used to optimize ISSR-PCR amplification sys-

tem at four levels of five factors in sunflower (template DNA, dNTPs, Mg*" , primer and Taqg DNA polymer-

ase). The most suitable ISSR-PCR reaction system for sunflower was total 20 pL. containing 50 ng template
DNA.,2.0 mmol*L*dNTP,37. 5 mmolsL*Mg*" ,8 mmol+L" primer and 8 U Taq polymerase.
Key words: sunflower;orthogonal design; ISSR-PCR;reaction system;optimization
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