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Abstract: The screening of protein interactions with our target protein MdHBI1 in apples provides clues and ev-
idences to the study of molecular network in growth and development. This experiment used ‘Royal Gala’ as
the testing material and SMART technology was used to construct the yeast two-hybrid cDNA library. We ana-
lyzed that MdHBI protein had obvious self-activation activity, while the N-terminus of MdHB1 (excluding
with transcription activity of CS2 structure domain) had no self-activation activity and toxicity. The quality of
the library was tested and used for subsequent screening. Finally, we screened 9 positive dots using pGB-
KT7-MdHBI1-N. Function annotation showed that these candidate interacting proteins were related to photo-
synthesis, defense reaction and resistance.
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Fig.1 Electrophoresis detection of total RNA (A) and LD-PCR ¢cDNA (B)
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Fig.4 The screened positive clones of MdHBI interaction proteins
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