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Analysis of Corn Gray Leaf Spot Resistance Related Genes with DDRT-PCR
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Abstract: In order to investigate the resistant molecular mechanism of corns against gray leaf spot, resistant in-
bred 78599—-1, OH43H!N and susceptible inbred Ye478, K12 were used to screen differential expression gene
through DDRT-PCR when 6 leaf stages inoculated. The differential expression genes were tested by RT—Northern
and the positive clones were sequenced. Results showed that there were 6.5.5 and 3 positive genes in 78599-1,
OH43HiN and Ye478, K12, respectively. The 6 differential expression genes were selected as candidate genes
through the blast analysis of the 19 differential expression genes. The homology research indicated that candidate
genes were highly homological to Zea mays MTN3, CONS, TANS-CO5, abscisic acid receptor (PYL) and CoA
with 97%, 99%, 97% and 100% identity, respectively. The two unknown candidate genes were highly homological
to Zea mays hypothetical protein with 99% identity. This study would provide some useful information for molecu-
lar breeding resistant to gray leaf spot.
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1.3.5 DDRT-PCR

DLW S A 0 55 — 5% cDNA S BIAR , LAl
FEGIYABENLG ) (WLER 1) R 519 xF #E47 PCR ™
B FEA 7 B £ 2 10XPCR Buffer (5 Mg® ) 2.5uL,
ANTP 10 mmol/L. 2.0nL, 4 & 51 % 10 mmol/L
2.0uL, FEHL 51 % 10 mmol/L 2.0uL, 50 ng/pL cD-
NA 2.0nL, Taq B 0.3wL, WK E 25pL, K
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94°C7E 4 30 s,47°C 2 min, 72°CZE{#H 1 min, B & 35
AEER 5 72°CHEAH 10 min, 2f AP HEIR R 00
85— 20 PCR Y 7= W) i B 5 A5 0 AR B Al , HAth
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min ; 94°CZ5 1 30 s, 54°C 1 min, 72°CHEf 1 min, &
52 35 ME 5 72°CIEH 10 min,

&1 mRNAZRETRHETAMEES MANBENS

o BRLSI A FE FAI(5'-3") HESI#(5'-3")
1 B0303 CTTTCTACCC  AAGCTTTTTTTTTTTG
2 B0310 GGTACATTGG
3 BO311 TACCTAAGCG
4 B0313 GTTTTCGCAG
5 B0314 GATCAAGTCC
6 B0316 GATCACGTAC
7 B0318 GATCTCAGAC
8 B0319 GATCATAGCC
9 B0323 GATCTGACTG
10 B0324 GATCATGGTC
11 B0325 GATCATAGCG
12 B0326 GATCTAAGGC
13 B0323 GATCATGGTC  AAGCTTTTTTTTTTTC
14 B0324 GATCATGGTC
15 B0325 GATCATAGCG
16 B0326 GATCTAAGGC
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B, 4 A B0 R EST Bt 2 80k B A A 14 3k
A BE L B AE U R 78599174 478 4 K& L &
K Tt i 56 R i 1 3 TR, 7 OH43HiN/R 478 34 %
MO T E AR BRI B R BE
GenBank 15 T HI5E PR E A7 [A] 5 M B X 20 B
6 /s 1k R, HoH 7R i 478 L K12, 78599-1 Al
OH43HN ™ 43 Jill 3k 1% 5 7E £ K MTN3 . CONS

TANS-COS5 F R 0 3 A B 8 58 PR ORD it 2
fitg A 25 & & S W 5 5908 97% . 99% . 99%
H1100% 1) 3 R B 5 76 #K 478 F1 OH43HN ¥ k&
BT 5 R R 52 A DR Y B[R SR 97 %
B L R B 7R3 478 F178599-1 i /r B4R T 5
AN FE A RN N 99% 3L R A BE (R 2) o

®2 ERRIEFIIH Blast b3 R

751 1K (bp) [vi] 57 51 — &
EST-1 (4 478) 336 I o A5 4 %52 2K MTNB[ B R 1 (NM_001155615.1) 1 422 bp 97%
EST-2(K12) 359 CONTANS-COS5 Z & 3 [ £ K 1 (NM_001154207.1) 1 364 bp 99%
EST-3(78599-1) 418 15 58 H 11 2L [ 2K 1 (XM_008678232.1) 1 664 bp 99%
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