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Fig.1 Evaluation results of field resistance to late blight
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Table 2 Late blight resistance grades and detection of molecular marker

s R4 R W T P RIS RSN | 5 WFER R B s Te s RS M
Number Variety name Late blight resistance Disease index RS gene||Number Variety name Late blight resistance Disease index RS gene
1 TH 255 % 55.6 H 52 HikE 145 i 48.8 2]
2 B2 11 5 kTN 333 H 53 W15 LN 39.2 2]
3 TR RETA 323 H 54 1515 =T 245 H
4 WE75 LRET 443 f 55 HE 165 [SEi 16.8 A
5 TLHT 26 5 GRET 35.7 f 56 1£151 88 LEETN 41.1 &
6 Mg 6 = kTN 31.3 B 57 s 155 LN 344 =]
7 S jamesii kTN 44.7 H 58 Ky [=Ei 223 H
8 WE25 kTN 44.7 H 59 B [ 89.6 2]
9 S.acaule = 8.3 H 60 Bin3s BRET 332 f
10 M2 s 5 LRET 32.6 el 61 =¥ 105 [SE7 9.3 A
11 WEE 125 =N 20.5 f 62 L1 5 LEETN 39.2 A
12 WS EEiN 37.7 B 63 %29 5 K 60.3 2]
13 HE4 5 % 65.9 H 64 M2 5 =13 88.6 2]
14 hE 165 =L 15.3 H 65 =3 506 [=Ei 14.1 H
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23 hEo 5 U 58.5 el 74 =¥ 202 [ 19.7 A
24 HE 47 GRET 353 B 75  S.chacoense G 315 =]
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34 Rn3E GRET 47.7 f 85 B 10 5 [SEi 14.6 A
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42 1E05 34 L 55.7 B 93 K LN 489 =]
43 W= el 78.7 H 94 BR¥ 15 LN 332 2]
44 ZRE1S =P 133 H 95 Epos [=Ei 7.5 2]
45 TE3E =N 19.8 H 96 HRA i 9.8 f
46 LI AR LRET 34.2 f 97 TLHT 19 5 U 523 A
47 =¥ 401 =N 16.4 f 98 RE 105 LEETN 332 A
48 55 kTN 44.6 B 99 TR 135 LN 46.8 2]
49 LH2 5 kTN 37.7 H 100 Atzimba G 44.8 2]
50 B kTN 442 H 101 LA [ 109 2]
51 4 T 90.3 H 102 OH 1S it 48.8 f
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M: DL2000; 1: B¥ 6 5; 2: Sacaule; 3: WiE25; 4: BREST; 5: LE125; 6: LFE15; 7. 7E45; 8: FF16%5; 9:
ZE 135 10: JIIFESS; 11: HE105; 12: BE15; 13: WE75; 14: WE65; 15 KFAEAHE; 16 #HiEi1 5.

M: DL2000 DNA marker; 1: Longshu 6; 2: S.acaule; 3: Lishu 2; 4: Longshu 5; 5: Yanshu 12; 6: Yanshu 1; 7: Zhongshu 4; 8: Zhongshu 16; 9:
Mengshu 13; 10: Chuanyu 85; 11: Yanshu 10; 12: Lingshu 1; 13: Lishu 7; 14: Lishu 6; 15: Datongliwaihuang; 16: Hanwei 1.
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Fig.2 Molecular marker detection of RS gene
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Molecular Marker Screening of Potato Late Blight Resistant
Gene R8 and Evaluation of Field Resistance
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Abstract

caused by Phytophthora infestans is one of the most devastating diseases in potato production, and planting

Potato is an important food crop that plays an important role in global food security. Late blight

broad-spectrum and durable resistant varieties is the most economical, effective and green way to control late
blight. In this study, 102 resources were conduced for RS gene using specific molecular markers, and 84 potato
materials with disease resistance and containing RS gene were selected in combination with field late blight
resistance identification, providing abundant resource materials for selection and breeding of disease resistant
varieties. According to the results of molecular marker and field resistance identification, the molecular marker
resistance compliance was 84.8%, so the R8 molecular marker could be used for marker-assisted selection.

Key words Potato; Late blight; Molecular marker; Field resistance
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