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Abstract

molecular mechanism of tomato transcription factor MYB102 and screen the protein interacting with it, a tomato yeast two-hybrid ¢cDNA library

(College of Plant Science and Technology, Beijing Agricultural University, Beijing
MYB102 transcription factor plays an important role in tomato response to low temperature stress. In order to further explore the

was constructed in yeast Y187 by SMART technology. The Russian tomato variety Bolgogragsky was used to construct the yeast two-hybrid
¢DNA library. The total RNA was extracted from tomato root, stem, leaf, flower, fruit and sepal tissue, and was used as template to synthe-
size double stranded ¢cDNA. After purification, it was transformed into yeast Y187 receptive cells together with vector pGADT7-Rec to con-
struct yeast two-hybrid ¢cDNA library. The test showed that the library capacity was 2. 31x10” CFU, the ¢DNA library conversion efficiency
was 7.02x10° CFU/pg, and the library titer was 2. 5%10° CFU/mL. The recombination rate was 97% , and the length of the inserted double
stranded ¢DNA fragments was mainly distributed in 250-2 000 bp. The results showed that the constructed tomato ¢cDNA library met the re-

quirements of yeast two-hybrid library and could be used to screen MYB102 interaction proteins.
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