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Abstract: MiCTR1-interacting proteins in mango were identified, and the molecular mechanism of MiCTR1
regulating the ripening process of mango fruit was preliminarily clarified. Using Tainong No. 1 mango as the material, cDNA
libraries of mango pulp were established. A bait vector was constructed. After the self-activation detection of the bait vector,
MiCTR1-interacting proteins were screened from the cDNA library and analyzed by reverse verification. Their functions
were identified by aligning with sequences on the NCBI website. The primary and secondary cDNA libraries were 5.7x10°
and 1.2x10” CFU/mL, respectively, with a recombination rate of 100% and insert lengths of 1 000 to 2 000 bp, and the bait
vector PGBKT7-MiCTRI had no self-activation. A total of 21 initial positive clones were screened in the yeast two-hybrid
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library, and after rotation verification, 20 MiCTR1-interacting proteins were finally obtained. Their main functions involved

genetic metabolism, biosynthesis of chlorophylls and vitamin E, material transport, material metabolism, cell growth, and

photosynthesis. In summary, the cDNA libraries of mango pulp constructed in this study were of high quality and complete.

MiCTR1-interacting proteins were identified by yeast two-hybrid library screening, and their functions were analyzed. This

study lays a theoretical foundation for further clarifying the molecular mechanism of MiCTR1 regulating the ripening of

mango fruit.
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Fig.1 Extraction of total RNA from mango pulp (a)
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Fig.2 Primary library image (a) and insert length identification image (b)
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Fig.3 Secondary library image (a) and insert length identification image (b)
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Table 1 Screening of CTRI interacting proteins
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Fig.7 Detection of activation of HIS3, ADE2 and MEL1
reporter genes by positive clones in the screening library
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