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Screening of Pti4 Interaction Proteins by Using Yeast Two-hybrid cDNA Library of Tomato
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Abstract RNA was extracted from tomato roots, leaves , flowers and fruits at different development stages to construct yeast two-hybrid library.

(School of Food and Biological Engineering, Hefei University of Technology,

The detection showed 1.1x10” CFU of total capacity of the library,and the positive rate was greater than 95% with average length of inserted
fragments longer than 1 000 bp.According to the coding sequence of tomato disease-resistant Pti4 gene, primers were designed and the recombi-
nant bait vector was constructed , then transformed into yeast to screen the proteins interacting with Pti4.The preliminary screening indicated that

six transcription factors might interact with Pti4,which provided a basis for further investigation on the mechanism of Pt genes in tomato.
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Fig.1 RNA extraction from tomato tissues
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Table 1 Screening of yeast two-hybrid library to obtain transcription factor interacting with Pti4 and its functional prediction
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