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Analysis of mMRNA Expression of Maize Inbred Line 118 after Artificial Inoculat-

ing with Setosphaeria Turcica
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( College of Agronomy, Jilin Agricultural University, Changchun 130118, China)

Abstract: A high—sensitivity maize inbred line 118 was artificially inoculated with northern corn leaf blight, and the
leaf phenotype identification showed that the leaf macular degeneration increased and expanded. The results showed
that the number of the expressed genes was different from that of the new genes, and the proportion of new genes in
the expressed genes ranged from 11.95% to 12.87%. A total of 1 401 coexpressed genes, 926 up-regulated genes
and 429 down-regulated genes were detected in inbred lines 118 and treatment 1, 2 and 3. As can be seen from the
Venn diagram, the gene co—expression of corn after inoculation with macular disease was dominated by the above
regulation, showing a trend of induced activation, and a small part of gene expression was inhibited. As the infection
time of macular disease increased, the number of up-regulated genes increased at first and then decreased, and the
number of down-regulated genes showed a trend of increase. The sequence alignment of 8 major databases was con-
ducted by blast software, one down-regulated new gene and five up-regulated genes were founded. After functional
annotation by GO analyzed that 33 370 genes were retrieved and detected, 32 048 annotated genes were obtained by
classification, with the annotation rate reaching 96%.
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