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Abstract

Greensickness is an incurable disease, which can cause huge economic losses every year. Using a
series of biological experiments to develop resistant plants and get more interaction gene is un-
realistic. In order to dig more reliable genes under the premise of only having very few interaction
gene, the paper mainly uses bio-IT, such as statistical techniques of Canonical Correlation Analysis
and data mining techniques of Semi-Supervised Learning to study the related gene and gets the pre-
diction of the interaction gene at the end. The result of the study can effectively guide the direction of
the greensickness research, narrow the scope of the research and improve the research speed.
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Figure 2. The confidence value of gene
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Figure 3. The result of initial label
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Figure 4. Final study result
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Table 1. The coverage rate of result
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