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Abstract 

Background: Epothilone B is a natural product that stabilizes microtubules, similar to paclitaxel (Taxol); therefore, 
epothilone B and several derivatives have shown obvious antitumour activities. Some of these products are in clinical 
trials, and one (ixabepilone, BMS) is already on the market, having been approved by the FDA in 2007. The terminal 
step in epothilone B biosynthesis is catalysed by the cytochrome P450 enzyme EpoK (CYP167A1), which catalyses the 
epoxidation of the C12–C13 double bond (in epothilone C and D) to form epothilone A and B, respectively. Although 
redox partners from different sources support the catalytic activity of EpoK in vitro, the conversion rates are low, and 
these redox partners are not applied to produce epothilone B in heterologous hosts.

Results: Schlegelella brevitalea DSM 7029 contains electron transport partners that efficiently support the cata-
lytic activity of EpoK. We screened and identified one ferredoxin, Fdx_0135, by overexpressing putative ferredoxin 
genes in vivo and identified two ferredoxin reductases, FdR_0130 and FdR_7100, by whole-cell biotransformation of 
epothilone C to effectively support the catalytic activity of EpoK. In addition, we obtained strain H7029-3, with a high 
epothilone B yield and found that the proportion of epothilone A + B produced by this strain was 90.93%. Moreover, 
the whole-cell bioconversion strain 7029-10 was obtained; this strain exhibited an epothilone C conversion rate of 
100% in 12 h. Further RT-qPCR experiments were performed to analyse the overexpression levels of the target genes. 
Gene knock-out experiments showed that the selected ferredoxin (Fdx_0135) and its reductases (FdR_0130 and 
FdR_7100) might participate in critical physiological processes in DSM 7029.

Conclusion: Gene overexpression and whole-cell biotransformation were effective methods for identifying the 
electron transport partners of the P450 enzyme EpoK. In addition, we obtained an epothilone B high-yield strain and 
developed a robust whole-cell biotransformation system. This strain and system hold promise for the industrial pro-
duction of epothilone B and its derivatives.
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Introduction
Epothilones are microtubule-stabilizing antitumour 
compounds with a mechanism similar to that of pacli-
taxel; they were initially discovered to be produced by 
the myxobacterium Sorangium cellulosum approximately 
30 years ago [1]. Epothilone A and epothilone B were the 
first two isolated metabolites. Due to its higher binding 
affinity for tubulin, epothilone B was proven to be more 
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active than epothilone A and even paclitaxel [2]. More-
over, this series of compounds has the advantages of 
increased water solubility and the capacity for large-scale 
production through bacterial fermentation [3]. Currently, 
epothilone B and its derivatives are undergoing multi-
ple clinical trials for the treatment of malignant tumours 
[4], and ixabepilone, a lactam derivative of epothilone B, 
was approved by the FDA for the clinical treatment of 
advanced breast cancer in 2007 [5]. Recently, some stud-
ies of epothilone B have focused on neurological diseases 
because epothilones have a strong ability to stabilize 
microtubules and penetrate the blood-brain barrier [6]. 
Epothilone B can promote axon regeneration after spi-
nal cord injury, protect nigral dopaminergic neurons in 
the mouse lesion model of Parkinson’s disease induced 
by 6-hydroxydopamine, and accelerate corneal nerve 
regrowth and functional recovery. These studies indicate 
that epothilone B hold promise for clinical use in some 
neurological diseases [7–9].

The production of epothilone has historically been a 
limiting factor in its application. The original producer S. 
cellulosum is used for industrial synthesis of epothilone B, 
but this strain has many disadvantages. Since its discov-
ery, epothilone B has been synthesized by total synthe-
sis, semisynthesis, and chemical modification strategies 
because its chemical structure is relatively simple [10]. 
However, because of their multi-step reaction sequences, 
low yield, and high cost, these strategies cannot meet the 
needs of industrial production. Several different sources 
of epothilone biosynthetic gene clusters have been 
sequenced and identified [2, 11, 12]. Epothilone synthe-
sis via transformation of the epothilone gene cluster into 
Myxococcus xanthus, Escherichia coli, Streptomyces coeli-
color, Streptomyces venezuelae, Pseudomonas putida, and 
Schlegelella brevitalea (DSM 7029) has been attempted 
over the past few years [13–18].

In most heterologous epothilone expression systems, 
EpoK, a cytochrome P450 enzyme responsible for the 
conversion of epothilone C/D to epothilone A/B, respec-
tively, by C12–C13 epoxidation, is deleted or inactivated. 
These systems cannot produce epothilone B but instead 
produce its precursor epothilone D [2, 13–16]. In 2003, 
the crystal structure of EpoK was analysed; it exhib-
its a typical triangular prism-shaped P450 fold similar 
to that of other P450s (Additional file 1: Figure S1) [19]. 
Cytochrome P450 enzymes catalyse monooxygenation 
reactions by inserting one oxygen atom from  O2 into spe-
cific substrates, and this process requires the consecu-
tive delivery of two electrons derived from NAD(P)H via 
redox partner proteins to the ferric P450 [20]. Most bac-
terial cytochrome P450 systems are class I P450 systems, 
and class I cytochrome P450 enzymes often use ferre-
doxin reductases and ferredoxins as electron mediators 

[21]. In summary, we inferred that EpoK most likely 
uses the class I electron transfer system, which normally 
consists of an iron-sulfur ferredoxin and an NAD(P)
H-dependent ferredoxin reductase.

The identification of autologous natural redox part-
ners of EpoK is relatively complicated because the genes 
encoding potential redox partners are not located near 
the epothilone gene cluster, and the genome of S. cellulo-
sum encodes many oxidoreductases. Therefore, surrogate 
redox partners are employed to reconstitute the cata-
lytic activity of EpoK in vitro. In 2000, Bryan Julien et al. 
observed a conversion rate of epothilone D to epothilone 
B of 82% with an epothilone D concentration of 100 mM 
using the redox proteins from spinach [2], but Kern et al. 
failed to replicate these results. They investigated homo- 
and heterologous electron transport systems for the 
in  vitro conversion of epothilone D by EpoK and found 
that the hybrid redox system containing ferredoxin from 
Synechocystis and ferredoxin-NADP+ reductase (FNR) 
from Chlamydomonas reinhardtii (EpoK:Fdx:FNR ratio 
1:20:3) showed the fastest conversion rate, and the uti-
lization of the homologous redox partners Fdx8/FdR_B 
from S. cellulosum So ce56 for EpoK production resulted 
in the highest conversion rate of epothilone D (74.4%) 
[22]. These surrogate redox partners have not been 
applied in the heterologous expression system for the 
production of epothilone B, and whether they can deliver 
electrons efficiently in vivo is still unknown.

In our previous work, we reported the high-yield pro-
duction of epothilone C and D in the heterologous host 
DSM 7029 [23]. Based on this heterologous expres-
sion platform, we found that there were redox partners 
from DSM 7029 to support the activity of EpoK. We 
also screened and identified two pairs of EpoK-support-
ing ferredoxin/ferredoxin reductase from DSM 7029 
by the overexpression of putative ferredoxin genes and 
whole-cell biotransformation of epothilone C. There-
fore, through a one-step fermentation process with strain 
H7029-3, we obtained a high yield of epothilone B, with 
a proportion of epothilone A + B as high as 90.93% (the 
yield of epothilone B was 35.787 mg L−1). In addition, an 
epothilone C whole-cell biotransformation system was 
constructed, and the maximum conversion rate of 100% 
was attained in 12 h.

Results
A large amount of epothilone A and epothilone 
B was detected when epoK was overexpressed 
in the epothilone C/D high‑yield strain H7029‑1
In our previous study, when the entire epothilone clus-
ter of S. cellulosum So0157-2 or So ce90 was introduced 
into S. brevitalea DSM 7029 by transposition, the result-
ing strains MMR1001 and G32 produced small amounts 
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of epothilone A and epothilone B [18, 23]. Furthermore, 
we constructed the epoK-overexpressing strain H7029-
2, which contained the plasmid oriV-trfA-Aprar-Pkan-
epoK with the constitutive Tn5-kan promoter  (Pkan) 
from the previously reported epothilone C/D high-yield 
strain H7029-1 (epothilone C + epothilone D = 46  mg 
 L−1). Epothilone A and epothilone B were detected 
in the fermentation products of H7029-2 (epothilone 
A + epothilone B = 33.857 ± 4.636 mg L−1), and the pro-
portion of epothilone A + B was 56.87 ± 3.23% (Fig.  1a, 
b), whereas the EpoK-deficient strain H7029-1 did not 
produce either epothilone A or epothilone B. These 
results indicated that DSM 7029 did not express a P450 
enzyme capable of epoxidizing epothilone C or D but did 
express suitable redox partners to support the catalytic 
activity of EpoK (Fig. 1c).

Screening and identification of effective ferredoxins 
for EpoK by overexpressing the putative ferredoxin genes 
from DSM 7029
Searching the genome of strain DSM 7029 for possi-
ble electron transport partners of EpoK revealed six 

putative ferredoxin genes and two putative ferredoxin 
reductase genes. All ferredoxin genes were scattered on 
the chromosome and were not located near any of the 
putative ferredoxin reductase genes or either of the two 
cytochrome P450 genes in DSM 7029, except the ferre-
doxin gene fdx_0135, which was adjacent to the ferre-
doxin reductase gene fdr_0130 (Additional file 1: Figure 
S2). Analysis of the sequences and structures of these 
proteins indicated that ferredoxins Fdx_2170, Fdx_4560, 
and Fdx_6105 were [2Fe-2S] ferredoxins, Fdx_0135 was 
a hybrid [3Fe-4S]/[4Fe-4S] ferredoxin, and Fdx_2730 and 
Fdx_5185 were [4Fe-4S] ferredoxins (Table 1). The ferre-
doxin reductases FdR_0130 and FdR_7100 were ferre-
doxin-NADP reductases (Table 2). Previously, Kern et al. 
demonstrated that the EpoK/Fdx8/FdR_B system from 
S. cellulosum So ce56 efficiently converted epothilone 
D in  vitro [22]. Sequence analysis of FdR_B and Fdx_8 
revealed high identity (92.7% and 78.2%) to the putative 
ferredoxin reductase fdr_S2240 and the ferredoxin fdx_
S4580 from S. cellulosum So0157-2, respectively. In this 
study, our EpoK was encoded in the genome of S. cellulo-
sum So0157-2, and analysis of the amino acid sequences 

Fig. 1 Highly efficient redox proteins support the catalytic activity of EpoK in DSM 7029. a Epothilone yield of strain H7029-2 with epoK expression. 
The data are presented as the means ± standard deviations of the values from three independent experiments (n = 3). b HPLC analysis of the 
standard sample (25 mg  L−1) and the extracts from the parental strain H7029-1 and the mutant strain H7029-2. A, epothilone A; B, epothilone B; 
C, epothilone C; D, epothilone D. c Schematic diagram: EpoK efficiently catalysed the conversion of epothilone C and D to epothilone A and B, 
respectively, in the epothilone C/D high-yield strain H7029-1. The epothilone gene cluster from S. cellulosum So0157-2 was transposed into the 
genome of the heterologous host DSM 7029



Page 4 of 13Liang et al. Microb Cell Fact          (2020) 19:180 

of EpoK from these three sources showed differences in 
seven amino acids (Additional file  1: Figure S3). There-
fore, fdx_S4580 and fdr_S2240 were also investigated. 
The general characteristics of the related components are 
listed in Table 1 and Table 2.

To isolate and identify highly efficient electron trans-
port partners of EpoK, all ferredoxin and ferredoxin 
reductase genes were overexpressed under the control of 
the  Pkan promoter, and their sequences were cloned into 
the plasmid oriV-trfA-Aprar-Pkan-epoK-Pkan-fdx/fdr (to 
generate pEOK103 to pEOK116). Then, these plasmids 
were transformed into H7029-1 by electroporation, and 
colony PCR was used to check the colonies grown on the 
selection plate to verify these transformants (Additional 
file  1: Figure S4). These engineered strains of H7029-1 
are listed in Table  3. The fermentation products were 
detected by high-performance liquid chromatography 
(HPLC), and all strains overexpressing ferredoxins or 
ferredoxin reductases produced epothilone A, B, C and 
D. Among the strains overexpressing putative ferredoxin 

genes, H7029-3 and H7029-9 exhibited obviously higher 
conversion rates than H7029-2, producing proportions of 
epothilone A + B of 86.91% ± 3.62% and 78.05% ± 2.52%, 
respectively (Additional file  1: Table  S1). In contrast, 
the conversion rate of the other strains with overex-
pression of the other five ferredoxin genes was barely 
increased. Coincidentally, the two effective ferredoxins, 
fdx_0135 and fdx_S4580, were hybrid [3Fe-4S]/[4Fe-4S] 
ferredoxins. In addition, we tested fdx_A6445 from the 
Aquabacterium olei strain NBRC 110486, which shared 
87.46% nucleic acid identity with fdx_0135 and was also 
predicted to be a hybrid [3Fe-4S]/[4Fe-4S] ferredoxin 
(Additional file  1: Figure S5). Strain H7029-10 with the 
overexpression of fdx_A6445 also produced a greatly 
increased proportion of epothilone A + B (Fig. 2a, b). 

When the three ferredoxin reductase genes were sep-
arately overexpressed in H7029-2, all three resulting 
strains, H7029-11, H7029-12, and H7029-13, had slightly 
higher conversion rates than H7029-2 (71.71% ± 0.79%, 
64.33% ± 4.69%, and 64.66% ± 5.18%, respectively) 

Table 1 Detailed information on the selected ferredoxins

Gene locus_tag Gene name Origin Genome annotation UniProt entry No. 
of amino 
acids

Fe‑S cluster type Conserved motif

AAW51_RS10135 fdx_0135 S. brevitalea
DSM 7029

Ferredoxin family 
protein

A0A0G3BH78 107 Fe7S8 CX7C and 
 CX2CX2CX3CP

AAW51_RS22170 fdx_2170 S. brevitalea
DSM 7029

Rieske 2Fe-2S 
domain-containing 
protein

A0A0G3BNW5 128 Fe2S2 Not conserved

AAW51_RS22730 fdx_2730 S. brevitalea
DSM 7029

Ferredoxin family 
protein

A0A0G3BTB5 80 Fe4S4 CX2CX2CXnCP

AAW51_RS04560 fdx_4560 S. brevitalea
DSM 7029

(2Fe-2S) ferredoxin A0A0G3BJP5 108 Fe2S2 Not conserved

AAW51_RS05185 fdx_5185 S. brevitalea
DSM 7029

YfhL family 4Fe-4S 
dicluster ferredoxin

A0A0G3BME9 109 Fe4S4 CX2CX2CXnCP

AAW51_RS16105 fdx_6105 S. brevitalea
DSM 7029

ISC system 2Fe-2S 
type ferredoxin

A0A0G3BPK5 112 Fe2S2 CX5CX2CX35-37C

SCE1572_RS34580 fdx_S4580 S. cellulosum So0157-
2

4Fe-4S dicluster 
domain-containing 
protein

None 102 Fe7S8 CX7C and 
 CX2CX2CX3CP

DEH84_S06445 fdx_A6445 A. olei NBRC 110486 Ferredoxin A0A2U8FPX2 107 Fe7S8 CX7C and 
 CX2CX2CX3CP

Table 2 Detailed information on the selected ferredoxin reductases

Gene locus_tag Gene name Origin Genome annotation UniProt entry No. 
of amino 
acids

Classification

AAW51_RS10130 fdr_0130 S. brevitalea
DSM 7029

NAD(P)/FAD-dependent oxidoreductase A0A0G3BMU8 372 Bacterial-type

AAW51_RS27100 fdr_7100 S. brevitalea
DSM 7029

Ferredoxin-NADP reductase A0A0G3BRU1 257 Bacterial-type

SCE1572_RS32240 fdr_S2240 S. cellulosum So0157-2 Ferredoxin family protein A0A0G3BTB5 245 Bacterial-type
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(Fig.  2c, d; Additional file  1: Table  S1). Further experi-
ments were conducted by co-expressing the effective 
gene fdx_0135 with fdr_0130 or fdr_7100 and co-express-
ing the other effective gene fdx_S4580 together with the 
endogenous fdr_S2240. The proportions of epothilone 
A + B produced by these three strains (H7029-14, H7029-
15, and H7029-16) did not significantly exceed the pro-
portions produced by strains H7029-3 and H7029-9 
(Fig.  2c, d; Additional file  1: Table  S1). HPLC analysis 
results of the extracts from strains H7029-2, H7029-
3, H7029-12, and H7029-15 clearly showed changes in 

the epothilone products when the ferredoxin or ferre-
doxin reductase genes were overexpressed (Fig.  2e). In 
summary, we successfully screened two ferredoxins to 
support the catalytic activity of EpoK by overexpress-
ing putative ferredoxin genes in the epothilone C/D 
high-yield strain H7029-1, but when the putative ferre-
doxin reductase genes were overexpressed separately or 
co-overexpressed with the effective ferredoxin genes by 
the same method, the proportion of epothilone A + B 
was not apparently increased. We hypothesized that the 
ferredoxin reductase was saturated under this condition.

Table 3 List of engineered strains of DSM 7029 used in this study

Classification Strain Relevant genotype/property Source

Redox gene overexpression H7029-1 Epothilone C/D high-yield strain This study

H7029-2 H7029-1-epoK This study

H7029-3 H7029-1-epoK-fdx_0135 This study

H7029-4 H7029-1-epoK-fdx_2170 This study

H7029-5 H7029-1-epoK-fdx_2730 This study

H7029-6 H7029-1-epoK-fdx_4560 This study

H7029-7 H7029-1-epoK-fdx_5185 This study

H7029-8 H7029-1-epoK-fdx_6105 This study

H7029-9 H7029-1-epoK-fdx_S4580 This study

H7029-10 H7029-1-epoK-fdx_A6445 This study

H7029-11 H7029-1-epoK-fdr_0130 This study

H7029-12 H7029-1-epoK-fdr_7100 This study

H7029-13 H7029-1-epoK-fdr_S2240 This study

H7029-14 H7029-1-epoK-fdx_0135-fdr_0130 This study

H7029-15 H7029-1-epoK-fdx_0135-fdr_7100 This study

H7029-16 H7029-1-epoK-fdx_S4580-fdr_S2240 This study

Whole-cell biotransformation 7029-1 DSM 7029 derivate, harbouring pEOK101,
DSM 7029-empty vector

This study

7029-2 DSM 7029 derivate, harbouring pEOK102,
DSM 7029-epoK

This study

7029-3 DSM 7029 derivate, harbouring pEOK10,
DSM 7029-epoK-fdx_0135

This study

7029-4 DSM 7029 derivate, harbouring pEOK109,
DSM 7029-epoK-fdx_S4580

This study

7029-5 DSM 7029 derivate, harbouring pEOK11,
DSM 7029-epoK-fdr_0130

This study

7029-6 DSM 7029 derivate, harbouring pEOK112,
DSM 7029-epoK-fdr_7100

This study

7029-7 DSM 7029 derivate, harbouring pEOK113,
DSM 7029-epoK-fdr_S2240

This study

7029-8 DSM 7029 derivate, harbouring pEOK114,
DSM 7029-epoK-fdx_0135-fdr_0130

This study

7029-9 DSM 7029 derivate, harbouring pEOK115,
DSM 7029-epoK-fdx_0135-fdr_7100

This study

7029-10 DSM 7029 derivate, harbouring pEOK116,
DSM 7029-epoK-fdx_S4580-fdr_S2240

This study

Redox gene knock-out JH01 H7029-14 derivate, fdx_0135 knock-out This study

JH02 H7029-14 derivate, fdr_0130 knock-out This study

JH03 H7029-12 derivate, fdr_7100 knock-out This study
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Fig. 2 Screening and identification of EpoK-supporting redox partners through the overexpression of putative ferredoxin and ferredoxin reductase 
genes. a Epothilone A + B and the total production of the parental strain H7029-1, H7029-2 strain expressing epoK, and strains H7029-3 to H7029-10 
overexpressing eight other selected ferredoxin genes. b Comparison of the epothilone A + B proportions in the strains overexpressing the putative 
ferredoxin genes. c Epothilone A + B and the total production of the parental strain H7029-1, the H7029-2 strain expressing epoK, and strains 
H7029-11 to H7029-16 overexpressing three other putative ferredoxin reductase genes alone or in combination with fdx_0135 or fdx_S4580. d 
Comparison of the epothilone A + B proportions in the strains overexpressing the putative ferredoxin reductase genes alone or in combination with 
fdx_0135 or fdx_S4580. e HPLC analysis of the extracts from strains H7029-2, H7029-3, H7029-12, and H7029-15. The changes in the composition 
of epothilone clearly represented the results of overexpressing ferredoxin and ferredoxin reductase genes. A, epothilone A; B, epothilone B; C, 
epothilone C; D, epothilone D. All strains above were analysed in triplicate, and the data are presented as the means ± standard deviations of the 
values from three independent experiments (n = 3)
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Identification of ferredoxin reductases for EpoK 
by epothilone C whole‑cell biotransformation
In the heterologous expression system H7029-2 with 
epoK expression, epothilone C and D were gradually 
synthesized and then epoxidated by EpoK to produce 
epothilones A and B, respectively. Under these condi-
tions, the catalytic potential of EpoK was only partially 
utilized; thus, there was little demand for electron 
transport partners, especially ferredoxin reductase. To 
evaluate the catalytic activity of EpoK with identified 
ferredoxins and putative ferredoxin reductases in the 
presence of high substrate concentrations, we designed 
an EpoK whole-cell biocatalyst based on the wild-type 
strain DSM 7029 and applied it for epothilone C con-
version (a large amount of epothilone C crude extract 
was prepared in our laboratory; Additional file 1: Figure 
S6). Furthermore, we sought to determine whether we 
could use this whole-cell biocatalyst system to identify 

effective ferredoxin reductases to support the catalytic 
activity of EpoK (Fig. 3a).

Ten mutants (7029-1 to 7029-10, Table  3) were con-
structed by transformation of the corresponding plas-
mids, and colony PCR was used to check the resistant 
colonies to confirm these transformants (Additional 
file 1: Figure S7). Then, we added epothilone C to a con-
centration of 40  mg  L−1 in the 50-mL whole-cell bio-
catalyst system when these mutants were in the late 
mid-exponential growth phase at approximately 24  h. 
Surprisingly, all whole-cell systems were able to convert 
epothilone C to epothilone A in simple CYMG medium. 
However, the epoK-expressing strain 7029-2 converted 
only approximately 35.18% ± 8.19% of epothilone C after 
30  h. Two strains overexpressing effective ferredoxin 
genes, 7029-3 and 7029-4, converted approximately 
79.20% ± 9.32% and 100%, respectively, after 30 h, which 
were much higher percentages than converted by 7029-
2. These two ferredoxins were proven again to efficiently 

Fig. 3 Whole-cell biotransformation of epothilone C with engineered DSM 7029 to screen for EpoK-supporting ferredoxin reductases. a Schematic 
diagram: the whole-cell biotransformation system catalysed the conversion of epothilone C to epothilone A. b Epothilone C conversion rates of the 
fdx_0135 and fdx_S4580 overexpression strains at different reaction times (6 h, 12 h, 18 h, 24 h, and 30 h). Strain 7029-1 is DSM 7029 transformed 
with empty vector; strain H7029-2 is DSM 7029 with epoK expression. c Epothilone C conversion rates of strains overexpressing three ferredoxin 
reductase genes at different reaction times (6 h, 12 h, 18 h, 24 h, and 30 h). d Epothilone C conversion rates of strains overexpressing ferredoxin 
genes or ferredoxin reductase genes alone or in combination at different reaction times (6 h, 12 h, 18 h, 24 h, and 30 h). All strains above were 
analysed in triplicate, and the data are presented as the means ± standard deviations of the values from three independent experiments (n = 3)
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support the activity of EpoK, but under these conditions, 
Fdx_S4580 was more efficient than Fdx_0135, unlike 
in the previous experiment (Fig.  3b). Surprisingly, the 
overexpression of fdr_0130 and fdr_7100 promoted the 
conversion of epothilone C, and the conversion rates of 
strains 7029-5 and 7029-6 were higher than that of strain 
7029-2. However, strain 7029-7 with fdr_S2240 over-
expression, did not have a higher conversion rate than 
strain 7029-2; thus, we inferred that DSM 7029 did not 
express a ferredoxin that interacted with FdR_S2240 
to transfer electrons for EpoK (Fig.  3c). Further results 
of fdx_0135/fdr_0130, fdx_0135/fdr_7100, and fdx_
S4580/fdr_S2240 co-overexpression demonstrated that 
FdR_0130 and FdR_7100 delivered electrons to Fdx_0135 
and that electrons were then transferred to EpoK to com-
plete the catalytic reaction; the conversion rates of strains 
7029-8 and 7029-9 were much higher than those of 7029-
3, 7029-5, and 7029-6. Surprisingly, the conversion rate of 
strain 7029-8 was 96.73% in 30 h, and the conversion rate 
of strain 7029-9 was 100% in 24 h. Moreover, FdR_S2240 
delivered electrons to Fdx_S4580, and the conversion rate 
of strain 7029-10, with fdx_S4580/fdr_S2240 overexpres-
sion, was 100% in 12 h (Fig. 3d). In summary, three pairs 
of electron transfer partners were screened and identi-
fied, two of which were from DSM 7029.

Validation of the transcription levels of fdx_0135, fdr_0130, 
and fdr_7100 by quantitative reverse transcription–
polymerase chain reaction (RT‑qPCR)
The above results indicated that fdx_0135, fdr_0130, and 
fdr_7100 overexpression obviously promoted the cata-
lytic activity of EpoK. To understand the relationship 
between the increase in the transformation efficiency of 
EpoK and the changes in the transcription levels of these 
three genes, we used RT-qPCR to analyse the transcrip-
tion levels of these three genes. Total RNA was extracted 
from the seven targeted strains harvested in mid-expo-
nential phase, at approximately 18 h, using a total RNA 
extraction kit. cDNA was then prepared for qPCR. 
Compared with the corresponding genes in the control 
strain, fdx_0135 and fdr_7100 expressed by plasmids 
under the control of the  Pkan promoter were upregulated 
approximately 25- and 47-fold, respectively, whether 
overexpressed alone or together. When fdr_0130 was 
overexpressed alone under the control of the  Pkan pro-
moter, it was upregulated approximately 44-fold. How-
ever, when fdr_0130 was co-overexpressed with fdx_0135 
in an operon under the control of a single  Pkan promoter, 
similar to its configuration in the genome, its expression 
level was 26-fold higher than that in the control strain 
(Fig.  4). The above RT-qPCR analysis indicated that the 
transcription levels of fdx_0135, fdr_0130, and fdr_7100 

were significantly increased, and the catalytic activity of 
EpoK was thus promoted.

Knock‑out of the fdx_0135, fdr_0130, and fdr_7100 genes 
via plasmid‑mediated complementation
Knocking out redox protein genes is a common strat-
egy to identify natural electron transport partners of a 
cytochrome P450 enzyme. Therefore, we tried to knock 
out fdx_0135, fdr_0130, and fdr_7100 in strain H7029-1 
to confirm whether only these three genes were involved 
in the epoxidase activity of EpoK. Knock-out plasmids 
were constructed by homologous recombination, and 
knock-out mutants were obtained by positive selection 
with antibiotic resistance genes and negative selection 
with the sacB gene, as described by Lei et al. [24]. How-
ever, no colonies were obtained. The two-step double-
crossover homologous recombination method showed 
that these three genes could not be knocked out, con-
sidering fdx_0135 as an example (Additional file  1: Fig-
ure S8). Further knock-out experiments were conducted 
in H7029-14 and H7029-12. These two strains contain 
plasmids expressing fdx_0135, fdr_0130 or fdr_7100, 
which proved that fdx_0135 and fdr_0130 were able to 
be deleted from the genome of strain H7029-14 and that 
fdr_7100 was deleted from the genome of strain H7029-
12 (Fig.  5a, b). In addition, three knock-out mutants 
(JH01, JH02 and JH03) were fermented to measure the 
proportion of epothilone A + B, but no obvious dif-
ferences were seen compared with the respective con-
trol strains (Fig. 5c). This result was consistent with the 
results of RT-qPCR because the transcription levels of 
fdx_0135, fdr_0130, and fdr_7100 increased significantly 
when these genes were overexpressed on plasmids. By 
comparing the loss rate of plasmid pEOK114 in strains 

Fig. 4 RT-qPCR analysis of the transcription levels of fdx_0135, 
fdr_0130, and fdr_7100 
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JH01 and H7029-14, it was shown that after knocking out 
the gene fdx_0135 from the chromosome, the plasmid 
was no longer lost (Additional file  1: Figure S9). These 
findings indicated that fdx_0135 might be involved in 
the essential physiological functions of DSM 7029, and 
the other two genes fdr_0130 and fdr_7100 had the same 
speculation as fdx_0135. In summary, although these 
experiments did not confirm whether only these three 
genes are involved in the epoxidase activity of EpoK, our 
observations indicate that these three genes perform crit-
ical functions in DSM 7029.

Discussion
Research progress in the pharmacology of epothilones 
has continuously promoted the development of 
epothilone synthetic techniques. In particular, the bio-
synthesis of epothilones in different heterologous hosts 
has been carried out since the epothilone biosynthetic 
gene cluster was first characterized and sequenced from 
S. cellulosum. Strain DSM 7029 has a fast growth cycle, 
and its ease of genetic manipulation shows enormous 
potential for high-yield epothilone production [18, 
25]. However, the epoxidase EpoK, which is the final 

Fig. 5 Verification of fdx_0135, fdr_0130 and fdr_7100 knock-out. a Schematic diagram: PCR verification of the knock-out of three redox protein 
genes. The control strains contained the plasmid expressing each target gene. Knock-out of each target gene was confirmed based on positive 
and negative PCR verification. The upstream and downstream fragments flanking the left and right homologous arms of the knock-out gene were 
successfully amplified from the knock-out strains, but the internal fragments near the upstream and downstream homologous arms were amplified 
from only the control strains  (upa, upstream homologous arm;  downa, downstream homologous arm; up, the upstream fragments flanking the 
upstream homologous arm; down, the downstream fragments flanking the downstream homologous arm; in-up, internal validation sequence 
near the upstream homologous arm; in-down, internal validation sequence near the downstream homologous arm). b One-step selection method 
for knock-out of the three target genes. Hygromycin and sucrose were added to the electroporation plate for sacB-mediated negative selection. 
Positive PCR verification was conducted by successfully amplifying the up and down fragments of each gene in the knock-out strains; negative 
PCR verification was conducted by successfully amplifying the in-up and in-down fragments of each gene in the control strains. For fdx_0135: up, 
2705 bp; down, 2319 bp; in-up, 931 bp; in-down, 1613 bp. For fdr_0130: up, 2490 bp; down, 2434 bp; in-up, 2334 bp; in-down, 936 bp. For fdr_7100: 
up, 2174 bp; down, 2106 bp; in-up, 665 bp; in-down, 797 bp. (in-u, in-up; in-d, in-down. PCR fragments from positive PCR verification are marked 
with solid red arrows; PCR fragments from negative PCR verification are marked with unfilled red arrows). c Epothilone A + B production, total 
production, and epothilone A + B proportion of the strains with fdx_0135, fdr_0130, and fdr_7100 knock-out compared with the respective control 
strains. Each strain was analysed in triplicate, and the data are presented as the means ± standard deviations of the values from three independent 
experiments (n = 3)
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component encoded by the epothilone biosynthetic gene 
cluster, loses its normal activity in most heterologous sys-
tems due to the lack of high-efficiency redox partners. 
Although Kern and co-workers obtained an epothilone 
D conversion rate of 74.4% with the homologous redox 
partners Fdx8/FdR_B from S. cellulosum So ce56 in vitro 
[22], this pair of redox partners was not tested in  vivo, 
and the high cost of enzyme purification and cofactors, 
low operational stability, and sensitivity of enzymes to 
reaction conditions were multiple factors limiting the 
use of this enzymatic conversion system in  vitro for 
industrial applications [26]. Furthermore, there might 
be better redox partners to support the activity of EpoK 
to obtain a higher conversion rate. Inadvertently, we dis-
covered that DSM 7029 expresses efficient redox partners 
to support EpoK. In this study, six ferredoxin genes and 
two ferredoxin reductase genes from DSM 7029 and the 
fdx8/fdR_B homologue fdx_S4580/fdr_S2240 from S. cel-
lulosum So0157-2 were investigated to find new efficient 
redox partners that support the catalytic activity of EpoK.

We found obvious effects of the high expression of the 
ferredoxin Fdx_0135 from DSM 7029 and the ferredoxin 
Fdx_S4580 from S. cellulosum So0157-2, both of which 
are hybrid [3Fe-4S]/[4Fe-4S] ferredoxins. In addition, 
the overexpression of fdx_A6445 from the Aquabacte-
rium olei strain NBRC 110486, which is highly homolo-
gous to fdx_0135, greatly increased the proportion of 
epothilone A + B. Previous studies revealed that redox 
partner-mediated electron transfer is often the rate-lim-
iting event in a P450 catalytic cycle and that ferredoxin 
is a key protein that directly interacts with P450 [27]. 
Typical surrogate redox partners, such as Pseudomonas 
putida putidaredoxin (Pdx)/putidaredoxin reductase 
(PdR), spinach ferredoxin/ferredoxin reductase, and 
bovine adrenodoxin (Adx)/adrenodoxin reductase (AdR), 
are not good redox partners for EpoK; all of these are 
[2Fe-2S] ferredoxins [22]. Moreover, the [2Fe-2S] ferre-
doxins Fdx_2170, Fdx_4560, and Fdx_6105 and the [4Fe-
4S] dicluster ferredoxins Fdx_2730 and Fdx_5185 were 
unsuccessful in this study. Altogether, these results indi-
cated that EpoK might preferentially interact with hybrid 
[3Fe-4S]/[4Fe-4S] ferredoxins. These ferredoxins have 
strong electrostatic interactions between the negatively 
charged amino acids on the iron–sulfur side and the 
positively charged residues located on the EpoK proximal 
side. In addition, the distance between the iron–sulfur 
cluster and the haeme iron is appropriate.

The other influencing protein, ferredoxin reductase, 
accepts a hydride from NAD(P)H, in turn reducing two 
equivalents of ferredoxin; these proteins exhibit a simi-
lar interaction with P450/ferredoxin [27]. In this study, 
by the whole-cell biotransformation of epothilone C, we 
identified three ferredoxin reductases that support the 

catalytic activity of EpoK. FdR_0130 and FdR_7100 deliv-
ered electrons to Fdx_0135, but FdR_S2240 could not 
deliver electrons to the ferredoxins from DSM 7029 and 
interacted with only Fdx_S4580 to support the activity of 
EpoK.

Initially, we sought to confirm whether only Fdx_0135, 
FdR_0130, and FdR_7100 support the catalytic activity of 
EpoK by knocking out their genes in DSM 7029. How-
ever, these three redox genes could not be deleted with-
out plasmid-mediated complementation in H7029-14 
and H7029-12. Ferredoxins and ferredoxin reductases are 
electron carriers that shuttle electrons, which are linked 
to biochemical pathways for energy transduction, nutri-
ent assimilation, and primary metabolism in organisms 
[28]. We found that fdr_0130 is adjacent to fdx_0135 in 
the bacterial strain DSM 7029 and that these two genes 
are located in the same operon as some genes related to 
sulfur metabolism. The sulfur metabolism pathways of 
strain DSM 7029 predicted by KEGG revealed that four 
genes in this operon are involved in sulfate reduction and 
assimilation (Additional file 1: Figure S10). Therefore, we 
concluded that Fdx_0135 and FdR_0130 may constitute a 
pair of electron transfer partners that deliver electrons to 
sulfite reductase and that FdR_7100 may be a prevalent 
redox protein supporting the physiological function of 
DSM 7029 [29].

Conclusion
In conclusion, our results demonstrated that the redox 
pairs Fdx_0135/FdR_0130 and Fdx_0135/FdR_7100 from 
DSM 7029 efficiently supported the catalytic activity of 
EpoK with a potential approaching that of the redox pair 
Fdx_S4580/FdR_S2240 from S. cellulosum So0157-2. In 
addition, the overexpression of redox protein genes was 
a simple and effective approach to screen for electron 
transfer partners to support the P450 EpoK. This strat-
egy could be used to screen and identify the electron 
transport partners supporting other P450 enzymes. The 
engineered DSM 7029 strain had a high epothilone epox-
idation conversion rate, providing substantial potential 
for future in vivo studies of P450s and industrial biosyn-
thesis of epoxy-epothilones.

Materials and methods
Materials
High-fidelity DNA polymerase was purchased from 
TSINGKE Biological Technology (Beijing, China), a One-
step PCR Cloning Kit was purchased from Novoprotein 
Scientific (Shanghai, China), restriction endonucleases 
were purchased from Thermo Fisher Scientific (Mas-
sachusetts, United States), and the kits used for plasmid 
and RNA extraction were obtained from Generay Bio-
tech (Shanghai, China). Other chemicals were purchased 
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as follows: epothilone standard samples, Meilun Biotech-
nology (Dalian, China); methanol (MACLIN, China), 
acetonitrile (Sinopharm Chemical, China) and Amber-
lite™ XAD-16 resin (Mosu, Shanghai, China). The prim-
ers used in this study were synthesized by TSINGKE 
Biological Technology and Generay Biotech, and the 
genes were sequenced by TSINGKE Biological Technol-
ogy and GENEWIZ (Suzhou, China).

Bacterial strains and culture conditions
All DSM 7029 mutants used in this study are listed in 
Table  3. E. coli DH10B was employed for cloning and 
was cultured in LB medium. Schlegelella brevitalea DSM 
7029 mutants were cultured on CYMG medium as previ-
ously described by Lei et al. [24] at 30 °C, and 1.5% agar 
was added to the solid medium. Suitable precursor com-
pounds were added to CYMG liquid medium for fermen-
tation as previously described by Bian et al. [18], except 
the concentration of methylmalonic acid was changed 
to 200 mg L−1 and 2% XAD-16 resin was used. Fermen-
tation was conducted at 30  °C and 200  rpm for 6  days. 
Whole-cell biotransformation was conducted in 50  mL 
of CYMG medium. Appropriate concentrations of anti-
biotics were used to maintain the plasmids: 100 μg mL−1 
ampicillin, 50  μg  mL−1 kanamycin, 5  μg  mL−1 gen-
tamicin, 50 μg mL−1 apramycin, 150 μg mL−1 hygromy-
cin B for DSM 7029, and 200 μg mL−1 hygromycin B for 
DH10B.

Plasmids and strains construction
The plasmids used in this study are described in Addi-
tional file 1: Table S2, and the primers used in this study 
are listed in Additional file 1: Table S3. All six ferredoxin 
genes and two ferredoxin reductase genes were cloned 
from the genome of DSM 7029 by PCR. fdx_A6445 was 
amplified from the synthetic plasmid pEOK202. Then, 
these genes were ligated to P15A-Ampr-Pkan (vector 1, 
PCR amplified from pEOK001) using In-Fusion Clon-
ing products to obtain pEOK002 to pEOK011. The Tn5-
kan promoter was fused to all ferredoxin or ferredoxin 
reductase genes. Then, to express epoK and overexpress 
ferredoxin or ferredoxin reductase genes, oriV-trfA deri-
vate-Aprar (vector 2) was cloned by PCR from pEOK117 
and ligated to all  Pkan-fdx/fdr constructs, including the 
synthetic fragments Pkan-fdx_S4580, Pkan-fdr_S2240, 
and Pkan-fdx_S4580-Pkan-fdr_S2240, by In-Fusion Clon-
ing or BioBrick restriction digestion and ligation; in 
this manner, pEOK101 to pEOK116 were successfully 
constructed. These resulting plasmids were verified by 
resistance selection, restriction digestion analysis, and 
sequencing. pEOK102 to pEOK116 were transformed 
into the epothilone C/D high-yield strain H7029-1 to 
obtain strains H7029-2 to H7029-116, sequentially. To 

establish the DSM 7029 whole-cell biotransformation 
systems, ten plasmids (pEOK101, pEOK102, pEOK103, 
pEOK109, and pEOK111 to pEOK116) were transformed 
into the wild-type strain DSM 7029 to obtain strains 
7029-1 to 7029-10, sequentially. Test primers specific for 
the functional genes were used to screen for the correct 
single colony.

Fermentation, extraction, and analysis of epothilones
After fermentation in a 500 mL volume for 6 days, stand-
ard sieves (100 mesh) were used to collect the XAD-16 
resins and were washed several times using deionized 
water. Then, after drying at 30  °C, the resins were incu-
bated with 100 mL of ethyl acetate at 30 °C and 200 rpm 
for 24 h. The extract liquor was filtered through a 0.22 μm 
organic filter membrane, centrifuged at 13,000  rpm for 
10  min, diluted 5- or 10-fold, and analysed by HPLC. 
HPLC was performed in a 1260 Infinity system (Agi-
lent Technologies, Santa Clara, USA) with an Ultimate 
XBC18 column (4.6 × 250  mm, 5-μm particle diameter; 
Welch, Shanghai, China). Test samples were separated at 
a flow rate of 1 mL min−1 and a temperature of 30 °C. The 
injection volume was set at 10 μL each time, and the sam-
ple was monitored at 249 nm. After equilibration of the 
column with 35% solution A (ultrapure water with 0.2% 
acetic acid) and 65% solution C (methanol), the samples 
were separated on a gradient starting at 65% solution 
C for 5  min, increasing to 75% at 15  min, increasing to 
80% at 25 min, and ending at 40 min. Standard samples 
of 2.5 mg  L−1, 5 mg  L−1, 7.5 mg  L−1, 12.5 mg  L−1, 15 mg 
 L−1, 20 mg  L−1, and 25 mg  L−1 were also analysed to gen-
erate the standard curve (Additional file 1: Figure S11).

Whole‑cell biotransformation of epothilone C 
in the engineered DSM 7029 strains
We used a rotary evaporator to prepare a large amount 
of epothilone C crude product, which was dissolved in 
DMSO (Additional file  1: Figure S6). In this study, we 
measured the whole-cell conversion of epothilone C to 
epothilone A. Strains 7029-1 to 7029-10 were cultured 
in 50 mL of CYMG for 24 h, and the mouth of the cul-
ture bottle was sealed with gauze to attain a higher  O2 
concentration  (OD600 = 6.0 ± 1.0). At this time point, 
epothilone C was added to the 50-mL conversion system 
to a concentration of 40 mg  L−1. After continued culture 
for different durations (6 h, 12 h, 18 h, 24 h, and 30 h), 
an equal volume of ethyl acetate was added to extract 
fermentation products at 30  °C and 200  rpm for 24  h. 
After extraction, the samples were shaken again, and the 
supernatant was removed immediately and centrifuged at 
13,000 rpm for 10 min. The supernatant was then filtered 
for HPLC analysis.
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Gene overexpression analysis by RT‑qPCR
DSM 7029 mutant cells were harvested at an  OD600 value 
of approximately 4.3 ± 0.5, at approximately 18  h. RNA 
extraction was carried out with an RNAprep Pure Cell/
Bacteria Kit (TIANGEN, China) according to the man-
ufacturer’s instructions. Genomic DNA was removed 
by using DNA Eraser supplied in the 1st Strand cDNA 
Synthesis Kit (Takara), and its removal was confirmed 
by PCR. cDNA was synthesized using  HiScriptR III RT 
SuperMix for qPCR (+ gDNA wiper) (Vazyme Biotech, 
China) for RT-PCR with 800  ng of total RNA. Gene 
expression was analysed using real-time RT-PCR with 
ChamQ™ Universal  SYBRR qPCR Master Mix (Vazyme 
Biotech, China). PCR was conducted in a BIO-RAD Real-
Time System with the following thermal cycling program: 
30 s at 95 °C, followed by 40 cycles of 10 s at 95 °C and 
30 s at 60 °C. The mraW gene was used as the normali-
zation signal. The amplification primers used for each 
gene are listed in Additional file  1: Table  S3. The tran-
scription levels of fdx_0135, fdr_0130, and fdr_7100 were 
measured.

Supplementary information
Supplementary information accompanies this paper at https ://doi.
org/10.1186/s1293 4-020-01439 -5.

Additional file 1: Figure S1. Alignment of the tertiary structures of P450cam 
and EpoK. Figure S2. Visual representation of the location of the six 
selected ferredoxin genes and two selected ferredoxin reductase genes. 
Figure S3. Multiple sequence alignment of EpoK from three sources. Figure 
S4. Results of colony PCR to verify the transformation of plasmids pEOK102 
to pEOK116 into H7029-1. Table S1. Yields and component proportion 
of epothilones in mutants of strain H7029-1. Figure S5. Comparison of 
the protein sequence and structural alignment between Fdx_0135 and 
Fdx_A6445. Figure S6. HPLC results of epothilone C crude extracts. Figure 
S7. Results of colony PCR to verify the transformation of the correspond-
ing plasmids into the wild-type strain DSM 7029. Figure S8. Verification 
of fdx_0135 knock-out by two-step homologous recombination in strain 
H7029-1. Figure S9. Comparison of the loss rate of plasmid pEOK114 
(oriV-trfA-Aprar-Pkan-epoK-Pkan-fdx_0135-Pkan-fdr_0130) in strains JH01 and 
H7029-14. Figure S10. Sulfur metabolism network in strain DSM 7029, as 
predicted by KEGG. Table S2. List of plasmids used in this study. Table S3. 
List of primers used in this study. Figure S11. Epothilone standard sample 
curves calculated by the peak areas at different concentrations (2.5 mg 
 L−1, 5 mg  L−1, 7.5 mg  L−1, 12.5 mg  L−1, 15 mg  L−1, 20 mg  L−1, and 25 mg 
 L−1).

Acknowledgements
Not applicable.

Authors’ contributions
XD, JL and HW designed the research; JL and HW conducted biological experi-
ments; JL, HW, XB, YZ, GZ and XD analysed the data; JL wrote and XD and HW 
revised the paper. All authors read and approved the final manuscript.

Funding
This work was financially supported by grants from the National Key R&D 
Program of China (2016YFA0500600 and 2018YFC0310600), the Basic Research 
Project of Science and Technology Commission of Shanghai Municipal-
ity (17JC1401800), and the National Natural Science Foundation of China 
(31970049, 31670098, and 31670097).

Availability of data and materials
The dataset(s) supporting the conclusions of this article is (are) included 
within the article [and its additional file(s)].

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Collaborative Innovation Center for Genetics and Development, State Key 
Laboratory of Genetic Engineering, Department of Microbiology, School 
of Life Sciences, Fudan University, Shanghai 200438, People’s Republic 
of China. 2 Shandong University-Helmholtz Institute of Biotechnology, State 
Key Laboratory of Microbial Technology, School of Life Sciences, Shandong 
University, Qingdao, Shandong, People’s Republic of China. 3 CAS Key Labora-
tory of Synthetic Biology, Institute of Plant Physiology and Ecology, Shanghai 
Institutes for Biological Sciences, Chinese Academy of Sciences, Shanghai, 
People’s Republic of China. 

Received: 5 June 2020   Accepted: 10 September 2020

References
 1. Mulzer J, Altmann K, Höfle G, Müller R, Prantz K. Epothilones–a fasci-

nating family of microtubule stabilizing antitumor agents. CR CHIM. 
2008;11(11–12):1336–68.

 2. Julien B, Shah S, Ziermann R, Goldman R, Katz L, Khosla C. Isolation and 
characterization of the epothilone biosynthetic gene cluster from Soran-
gium cellulosum. Gene. 2000;249(1–2):153–60.

 3. Varidaki A, Hong Y, Coffey ET. Repositioning microtubule stabilizing drugs 
for brain disorders. Front Cell Neurosci. 2018;12:226.

 4. Gao H, Huang G. Synthesis, anticancer activity and cytotoxicity of galac-
tosylated epothilone B. Bioorgan Med Chem. 2018;26(20):5578–81.

 5. Thomas ES, Gomez HL, Li RK, Chung HC, Fein LE, Chan VF, Jassem J, Pivot 
XB, Klimovsky JV, de Mendoza FH, et al. Ixabepilone plus capecitabine 
for metastatic breast cancer progressing after anthracycline and taxane 
treatment. J Clin Oncol. 2007;25(33):5210–7.

 6. Ballatore C, Brunden KR, Huryn DM, Trojanowski JQ, Lee VM, Smith AR. 
Microtubule stabilizing agents as potential treatment for Alzheimer’s 
disease and related neurodegenerative tauopathies. J Med Chem. 
2012;55(21):8979–96.

 7. Ruschel J, Hellal F, Flynn KC, Dupraz S, Elliott DA, Tedeschi A, Bates M, 
Sliwinski C, Brook G, Dobrindt K, et al. Axonal regeneration. Systemic 
administration of epothilone B promotes axon regeneration after spinal 
cord injury. Science. 2015;348(6232):347–52.

 8. Yu Z, Yang L, Yang Y, Chen S, Sun D, Xu H, Fan X. Epothilone B benefits 
nigral dopaminergic neurons by attenuating microglia activation in the 
6-hydroxydopamine lesion mouse model of Parkinson’s disease. Front 
Cell Neurosci. 2018;12:324.

 9. Wang H, Xiao C, Dong D, Lin C, Xue Y, Liu J, Wu M, He J, Fu T, Pan H, et al. 
Epothilone B speeds corneal nerve regrowth and functional recovery 
through microtubule stabilization and increased nerve beading. Sci Rep. 
2018;8(1):2647.

 10. Cheng H, Huang H, Huang G. Synthesis and antitumor activity of 
epothilone B. Eur J Med Chem. 2018;157:925–34.

 11. Molnar I, Schupp T, Ono M, Zirkle R, Milnamow M, Nowak-Thompson 
B, Engel N, Toupet C, Stratmann A, Cyr DD, et al. The biosynthetic gene 
cluster for the microtubule-stabilizing agents epothilones A and B from 
Sorangium cellulosum So ce90. Chem Biol. 2000;7(2):97–109.

 12. Li ZF, Zhu LP, Gu JY, Singh RP, Li YZ. Isolation and characterisation of the 
epothilone gene cluster with flanks from high alkalotolerant strain Soran-
gium cellulosum (So0157-2). World J Microbiol Biotechnol. 2017;33(7):137.

https://doi.org/10.1186/s12934-020-01439-5
https://doi.org/10.1186/s12934-020-01439-5


Page 13 of 13Liang et al. Microb Cell Fact          (2020) 19:180  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your research ?  Choose BMC and benefit from: 

 13. Tang L, Shah S, Chung L, Carney J, Katz L, Khosla C, Julien B. Cloning 
and heterologous expression of the epothilone gene cluster. Science. 
2000;287(5453):640–2.

 14. Julien B, Shah S. Heterologous expression of epothilone biosyn-
thetic genes in Myxococcus xanthus. Antimicrob Agents Chem. 
2002;46(9):2772–8.

 15. Mutka SC, Carney JR, Liu Y, Kennedy J. Heterologous produc-
tion of epothilone C and D in Escherichia coli. Biochemistry-US. 
2006;45(4):1321–30.

 16. Park SR, Park JW, Jung WS, Han AR, Ban YH, Kim EJ, Sohng JK, Sim SJ, Yoon 
YJ. Heterologous production of epothilones B and D in Streptomyces 
venezuelae. Appl Microbiol Biotechnol. 2008;81(1):109–17.

 17. Fu J, Wenzel SC, Perlova O, Wang J, Gross F, Tang Z, Yin Y, Stewart AF, 
Mueller R, Zhang Y. Efficient transfer of two large secondary metabolite 
pathway gene clusters into heterologous hosts by transposition. Nucleic 
Acids Res. 2008;36:e11317.

 18. Bian X, Tang B, Yu Y, Tu Q, Gross F, Wang H, Li A, Fu J, Shen Y, Li Y, et al. 
Heterologous production and yield improvement of epothilones in 
Burkholderiales strain DSM 7029. ACS Chem Biol. 2017;12(7):1805–12.

 19. Nagano S, Li H, Shimizu H, Nishida C, Ogura H, Ortiz DMP, Poulos 
TL. Crystal structures of epothilone D-bound, epothilone B-bound, 
and substrate-free forms of cytochrome P450epoK. J Biol Chem. 
2003;278(45):44886–93.

 20. Meunier B, de Visser SP, Shaik S. Mechanism of oxidation reactions cata-
lyzed by cytochrome p450 enzymes. Chem Rev. 2004;104(9):3947–80.

 21. Hannemann F, Bichet A, Ewen KM, Bernhardt R. Cytochrome P450 sys-
tems–biological variations of electron transport chains. Biochim Biophys 
Acta. 2007;1770(3):330–44.

 22. Kern F, Dier TK, Khatri Y, Ewen KM, Jacquot JP, Volmer DA, Bernhardt R. 
Highly efficient CYP167A1 (EpoK) dependent epothilone B formation and 
production of 7-ketone epothilone D as a new epothilone derivative. Sci 
Rep. 2015;5:14881.

 23. Yu Y, Wang H, Tang B, Liang J, Zhang L, Wang H, Bian X, Li Y, Zhang Y, 
Zhao G, et al. Reassembly of the biosynthetic gene cluster enables high 
epothilone yield in engineered Schlegelella brevitalea. ACS Synth Biol. 
2020;9(8):2009–22.

 24. Lei X, Fan Q, Huang T, Liu H, Zhao G, Ding X. Efficient circular gene 
knockout system for Burkholderiales strain DSM 7029 and Mycobacterium 
smegmatis  mc2 155. Acta Biochem Biophys Sin. 2019;51(7):697–706.

 25. Tang B, Yu Y, Liang J, Zhang Y, Bian X, Zhi X, Ding X. Reclassification of 
‘Polyangium brachysporum’ DSM 7029 as Schlegelella brevitalea sp. nov. Int 
J Syst Evol MICR. 2019;69(9):2877–83.

 26. Ma L, Du L, Chen H, Sun Y, Huang S, Zheng X, Kim ES, Li S. Reconstitu-
tion of the in vitro activity of the cyclosporine-specific P450 hydroxylase 
from Sebekia benihana and development of a heterologous whole-cell 
biotransformation system. Appl Environ Microbiol. 2015;81(18):6268–75.

 27. Zhang W, Du L, Li F, Zhang X, Qu Z, Han L, Li Z, Sun J, Qi F, Yao Q, et al. 
Mechanistic insights into interactions between bacterial class I P450 
enzymes and redox partners. ACS Catal. 2018;8(11):9992–10003.

 28. Atkinson JT, Campbell I, Bennett GN, Silberg JJ. Cellular assays for ferre-
doxins: a strategy for understanding electron flow through protein carri-
ers that link metabolic pathways. Biochemistry-US. 2016;55(51):7047–64.

 29. Cepeda MR, McGarry L, Pennington JM, Krzystek J, Stroupe ME. The 
role of extended  Fe4S4 cluster ligands in mediating sulfite reductase 
hemoprotein activity. Biochim et Biophys Acta (BBA) Proteins Proteom. 
2018;18661866(9):933–40.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Heterologous redox partners supporting the efficient catalysis of epothilone B biosynthesis by EpoK in Schlegelella brevitalea
	Abstract 
	Background: 
	Results: 
	Conclusion: 

	Introduction
	Results
	A large amount of epothilone A and epothilone B was detected when epoK was overexpressed in the epothilone CD high-yield strain H7029-1
	Screening and identification of effective ferredoxins for EpoK by overexpressing the putative ferredoxin genes from DSM 7029
	Identification of ferredoxin reductases for EpoK by epothilone C whole-cell biotransformation
	Validation of the transcription levels of fdx_0135, fdr_0130, and fdr_7100 by quantitative reverse transcription–polymerase chain reaction (RT-qPCR)
	Knock-out of the fdx_0135, fdr_0130, and fdr_7100 genes via plasmid-mediated complementation

	Discussion
	Conclusion
	Materials and methods
	Materials
	Bacterial strains and culture conditions
	Plasmids and strains construction
	Fermentation, extraction, and analysis of epothilones
	Whole-cell biotransformation of epothilone C in the engineered DSM 7029 strains
	Gene overexpression analysis by RT-qPCR

	Acknowledgements
	References




