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[ Abstract] Objective: To clone the ferritin synthase Gene5693 from Bacillus brevis strain GZDF3 and
construct its prokaryotic expression vector. Methods ; AntiSMASH software was used to analyze GZDF3
genome sequence to predict secondary metabolites, then basic physicochemical properties of the ferro-
mycin synthase Gene5693 were predicted using ExPASy online analysis. Results: Bioinformatics
analysis revealed that the similarity between the whole genome sequence of Bacillus brevis GZDF3 and
the Petrobactin ferritin gene cluster was 83% , and the similarity between Gene5693-encoded protein

and Petrobactin ferritin-encoded AsbE protein was 51. 06% . Gene5693-encoded protein contains 327
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amino acids,and its molecular weight is 39. 05 KDa, and its isoelectric point (pl) is 4.94,so0 it is

acidic hydrophobic. Predicted Gene5693 gene fragment was successfully amplified by PCR. The size of

amplified Gene5693 fragment was verified using colony PCR. Double enzyme digestion showed the clo-

ning of the amplified Gene5693 fragment into prokaryotic expression vector was correct. SDS-PAGE a-

nalysis showed that the amplified Gene5693 fragment was expressed and its size was the same as pre-

dicted one. Conclusion ; Gene5693 was successfully amplified, cloned and expressed in prokaryotes.
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