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Abstract: The heat shock transcription factor MeHsfB3b is important in regulating the resistance to cassava bacterial
blight. In the previous study, the candidate interaction protein MeFKBP20 of MeHsfB3b was obtained by the yeast
two-hybrid technology, which belongs to the FKBP-type peptide prolyl cis-trans isomerase gene family. In this study,
the full-length MeFKBP20 gene was cloned to be 561 bp, encoding 186 amino acids, with a molecular weight of 19.99 kDa
and a FKPB_C domain. The expression pattern analysis showed that MeFKBP20 was highly expressed in mature leaves
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duction of pathogen XpmCHN11 and maintain a high expression abundance, suggesting that it is involved in response to
pathogen infection. The interaction between MeHsfB3b protein and MeFKBP20 protein through 201-241 aa region was
proved by the yeast two-hybrid point-to-point and bimolecular fluorescence complementation experiments. The results
of this study are helpful to further analyze the mechanism of MeHsfB3b gene regulating cassava resistance to cassava
bacterial blight.
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Fig. 2 Multiple sequence alignment analysis of MeFKBP20 protein in different species
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X-0-Gal : Tryptophan, Leucine, Histidine, Adenine deficient medium containing 20 pg/mL X-o-Gal.
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Fig. 4 Detection of toxicity and self-activation activity of bait vectors pGBKT7-MeFKBP20
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Fig. 5 Verification of the interaction between MeHsfB3b protein and MeFKBP20
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A: Amino acid sequence analysis of MeHsfB3b protein; B: The truncated diagram of MeHsfB3b protein.
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Fig. 6 Amino acid sequence analysis and truncation diagram of MeHsfB3b protein
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Fig. 7 Verification of the interaction between different regions of MeHsfB3b protein and MeFKBP20 protein
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Fig. 8 BiFC verified the interaction of MeHsfB3b with MeFKBP20
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