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Abstract
lyptus leaves of 24 h after being harmed by Lepiocybe invasa were selected ,and the iTRAQ quantitative proteomics technique was used to study

(Forestry College, Fujian Agriculture and Forestry University, Fuzhou, Fujian
In order to explore serum differential proteins in Eucalyptus leaves after Leptocybe invasa infestation using iTRAQ technology. Euca-

the subject. A total of 1 687 proteins were identified in uniprot_Quercus. The differentially expressed proteins were screened according to the
standard of expression fold change of 1.2 times or more (upregulation of more than 1.2 times or down—regulation of less than 0. 83 times ) and
P< 0.05. Among them, there were 110 differentially expressed proteins in the C_vs_T group and 92 differentially expressed proteins. After
KEGG enrichment analysis , the differentially expressed proteins were enriched in seven pathways: Phenylpropanoid biosynthesis, Ribosome,

Monobactam biosynthesis, Selenocompound metabolism, Pyruvate metabolism, Fatty acid elongation, and Propanoate metabolism.
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Table 1 Protein information of six samples
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Fig.1 SDS-PAGE analytical electrophoresis pattern of six sam-
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Table 2 Pathway analysis of diffcrential expressed proteins of C-VS-T
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Fig.2 Enrichment analysis of KEGG pathway in C_vs_T group
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