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Table 4 Comparison of fresh potato yields of different potato cultivars

PR R
P24 R S5 Converted Compared
Cultivar name Average yield with CK
kg/hm’ *+%
-5 Zhengshu 7 54.40°" 27 195.15 25.14
FR#E L5 Zhengshu 9 56.36" " 28 177.65 29.66
H1ZE 195 Zhongshu 195 50.50" 25 245.45 13.04
H122 191 Zhongshu 191 44.84 22 420.20 3.17
F00070 42.80 21 395.85 -1.55
08CA9728-04 45.92 22 957.65 5.64
14 3 5 Zhongshu 3(CK) 43.47 21 732.30 —

TE: * FORTE 0.05 K2R LE; + # FIRAE 0.01 K2R B H
Note: * indicated significant differences at 0.05 level jand * #* indicated
extremely significant differences at 0.01 level

3 #ig5itie

TE ST | ) A S AR T LR, 45 AR SR W
LR, T BRSO, AR EaR, SR IR,
Yo & SR RREZ R R SRRV B T 93.28 g, R
#81.11% , TW i &k 21.18% , p= 4 27 195.15 kg/hm’ , Hi %
P, SR A MR RIS . AL MR AR = R4S, i B
Bk, A KRR, AN EDIE , e b 45, 55 WS JRR K, B
FIA IRV, S T 6 117.49 g, B il S5 % 79.57% , T W) it
B 19.92% , P75 28 177.65 kg/hm” , HL IR , 25 A HERAR
R ZWFFTEE R RS A 53X 2 AR
BT AU 5T R e A T T AR, s LR T
i X ARG ORI, AT HEA T R s SRV
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Table 5 Comparison of main diseases situations of different potato cultivars

BEER LT PLRV AEMHE TR TuMV W85 Late blight RSN Early blight
ol gTE iR WCE IR mIbE  RIERE RODE iR
name Diseased Disease Diseased Disease Diseased Disease Diseased Disease
leaf rate // % index leaf rate // % index leaf rate // % index leaf rate // % index
R+ 5 Zhengshu 7 0 0 17.00 9.89 2.00 0.44
FRE S5 Zhengshu 9 0 0 0 0 15.00 8.78 3.00 0.56
H1 2 195 Zhongshu 195 0 0 0 0 16.00 9.56 6.00 1.33
H12% 191 Zhongshu 191 0 0 0 0 26.00 14.67 7.00 1.22
F00070 0 0 0 0 27.00 15.22 4.00 0.67
08CA9728-04 0 0 0 0 19.00 9.89 9.00 2.11
H1 2 3 5 Zhongshu 3( CK) 0 0 0 0 22.00 12.22 12.00 3.11
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