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Proteome Changes in Corn Varieties QI319 and 7922 after
Inoculating Curvularia lunata
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(1. Qingdao Agriculturd University College of Agronomy and plant protection Qingdao 266109 China;
2. Agriculture Bureau of Rushan City Weihai 264500 China; 3. Yantai Entry-Exit Inspection and
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Abstract: The protein of resistant corn variety QI 319 and susceptible variety 7922 was extracted from leaves
and separated using two-limensional polyacrylamid gel electrophoresis( 2-D) at 3d after inoculating prevalent race
QN-O of Curvularia lunata. In QI 319 compared with control with no pathogen inoculation 12 novel proteins were
induced; In 7922 three protein spots of and two protein spots of showed increase and decrease in protein abun-
dance respectively but there were no hovel protein spots induced. Among the 12 hovel protein spots induced in QI
319 six spots were identified using MALDI-TOF-MS and NCBI database searching which were F-box and leucine—
rich repeat protein heavy metal transport/detoxification protein betad 3-glucanase and zinc finger protein.
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A. CK; B. Inoculation treatment( 3 d) . The same as Fig. 2. 2 7922
1 319
Fig.1 Protein profiles in maize of QI319 before and Fig.2 Protein profiles in maize of 7922 before and after
after inoculation with Curvularia lunata inoculation with Curvularia lunata
1 QN40
Tab.1 Protein spots in maize leaves before and after inoculation with Curvularia lunata
2
Total spots of protein Spots of protein that expression level being more than 2 times
Inbred lines
CK Treatments Up-—regulated proteins Down-—regulated proteins ~ Newly induced proteins
319 402 414 8 2 2
7922 390 395 3 2 0
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Tab.2 Identification of differential proteins in B—l 3 < FHox
QI319 five days after inoculation . R (B4 3-
NCBI
Code of Identification NCBI accession Variation 10-12
spots results number trend
1 Endo-84 3-glucanase 1091 50350 1 ° 319
2 Endo-84 3-glucanase gil091 50348 +
3 F-box leucine-rich repeat proteins  gi6912466 1 o F-box
4 B 3-glucanase precursor 24741846 1 N N
5 Zincinger protein 114678826 1 13-16
1. Pl S I .
Note: 1. Means protein up-regulated; | . Means protein down-regula—
ted; + . Means protein newly induced; —. Means no proteins.
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