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The Second gene in the fengycin
synthetase operon, fenD, encodes a
peptide synthetase of 289 kDa, which is
involved in the nonribosomal synthesis of
fengycin. This protein contains two amino
acid activation modules, FenD1 and FenD2.

The adenylation domain of each module was
expressed in Escherichia coli and was
purified by affinity chromatography with a
His-bind column. ATP-PP; exchange assay
revealed that the adenylation domain of
FenD1 activates L-Tyr and the same domain
in FenD2 activates L-Thr, indicating that
FenD activates the third and the fourth
amino acids in fengycin. The studies on the
amino acids activated by FenC, FenD, FenE
and FenB suggest that the genes in the
fengycin synthetase operon are colinear with
the amino acids in fengycin.

Keywords: Fengycin, Peptide synthetase,
Nonribosomal peptide synthesis
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FIG. 3. ATP-PP, exchange activity of CAT-
FenDI with 2 mM L-Tyr in vanious pH
buffers.



