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Abstract 

Mycobacterium neoaurum strains can transform phytosterols to 4-androstene-3,17-dione (4-AD), a key intermediate for 
the synthesis of advanced steroidal medicines. In this work, we presented the complete genome sequence of the M. 
neoaurum strain HGMS2, which transforms β-sitosterol to 4-AD. Through genome annotation, a phytosterol-degrad-
ing pathway in HGMS2 was predicted and further shown to form a 9,10-secosteroid intermediate by five groups of 
enzymes. These five groups of enzymes included three cholesterol oxidases (ChoM; group 1: ChoM1, ChoM2 and 
Hsd), two monooxygenases (Mon; group 2: Mon164 and Mon197), a set of enzymes for side-chain degradation (group 
3), one 3-ketosteroid-1,2-dehydrogenase (KstD; group 4: KstD211) and three 3-ketosteroid-9a-hydroxylases (Ksh; group 
5: KshA226, KshA395 and KshB122). A gene cluster encoding Mon164, KstD211, KshA226, KshB122 and fatty acid 
β-oxidoreductases constituted one integrated metabolic pathway, while genes encoding other key enzymes were 
sporadically distributed. All key enzymes except those from group 3 were prepared as recombinant proteins and their 
activities were evaluated, and the proteins exhibited distinct activities compared with enzymes identified from other 
bacterial species. Importantly, we found that the KstD211 and KshA395 enzymes in the HGMS2 strain retained weak 
activities and caused the occurrence of two major impurities, i.e., 1,4-androstene-3,17-dione (ADD) and 9-hydroxyl-
4-androstene-3,17-dione (9OH-AD) during β-sitosterol fermentation. The concurrence of these two 4-AD analogs 
not only lowered 4-AD production yield but also hampered 4-AD purification. HGMS2 has the least number of genes 
encoding KstD and Ksh enzymes compared with current industrial strains. Therefore, HGMS2 could be a potent 
strain by which the 4-AD production yield could be enhanced by disabling the KstD211 and KshA395 enzymes. Our 
work also provides new insight into the engineering of the HGMS2 strain to produce ADD and 9OH-AD for industrial 
application.
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Introduction
Steroids, including phytosterols and cholesterol, are 
ubiquitous in nature and significant growth substrates for 
microorganisms.  Steroids  are biologically active  organic 
compounds that function either as important compo-
nents of  cell membranes or as  signaling molecules [1]. 
Typically, steroid medicinal compounds share a tetracy-
clic hydrocarbon ring or gonane structure with different 
functional groups attached to C17-site. Three andros-
tane steroids, namely, 4-androstene-3,17-dione (4-AD), 
1,4-androstadiene-3,17-dione (ADD) and 9α-hydroxy-
4-androstenediol (9-OH-AD), are the most important 
starting materials that are used to synthesize advanced 
steroid medicines through chemical and/or enzymatic 
modification [2, 3]. Currently, one of the most attractive 
strategies producing these materials is to employ bacte-
ria to transform phytosterols to androstane steroids [3, 
4]. Aerobic side chain degradation of phytosterols is the 
basis for the production of androstane steroids. Bacteria 
belonging to the genera Gordonia, Nocardia and Rhodo-
coccus are able to degrade the side chains of phytosterols 
[5–7]. To date, only strains in Mycobacterium genus have 
been found to have the potential to accumulate andros-
tane steroids for industrial applications [2, 3, 8–10].

Many key enzymes in the steroid degradation pathways 
of pathogenic bacteria have been studied biochemically 
[11, 12], although the pathways are not fully understood. 
The importance of genomic analyses on steroid degrada-
tion pathways in microorganism has recently been drawn 
much attention [13]. Many genome sequences of patho-
genic Mycobacterium tuberculosis strains are available 
[14], providing information guidance for understanding 
various steroid degradation pathways. However, genomic 
data on nonpathogenic mycobacteria, especially andros-
tane steroid-producing strains, are still limited so far. M. 
smegmatis  MC2  155 is a nonpathogenic model to study 
drug resistance and shares significant genomic similar-
ity with M. tuberculosis [15]. Mycobacterium neoau-
rum NRRL B-3805 was the first industrial strain used 
for the biotransformation of β-sitosterol to 4-AD [16]. 
Before its whole genome sequence became available [3, 
17], biochemical analysis revealed that NRRL B-3805 
transformed β-sitosterol to 4-AD via eleven catabolic 
enzymes acting in fourteen consecutive enzymatic steps 
to degrade the branched hydrocarbon side-chain of phy-
tosterols [6, 18]. The global transcriptome analysis of 

Mycobacterium sp. VKM Ac-1817D, a strain producing 
9OH-AD and genetically close to NRRL B-3805, revealed 
that phytosterols stimulated the increased expression of 
260 genes, including those related to steroid catabolism 
in mycobacteria [19]. Other bacteria contain either a sim-
ilar steroid degradation pathway, e.g., in Pseudomonas sp. 
NCIB 10590 [20], or distinct steroid metabolic gene clus-
ters, e.g., in Nocardioides simplex VKM Ac-2033D [4, 21]. 
Based on the Ref-Seq database, Mohn et al. recently iden-
tified 265 putative steroid-degrading bacteria that shared 
9,10-secosteroid degradation as a converged pathway [13, 
22]. This pathway was expanded to form cholesterol-, 
cholate- and testosterone-degrading pathways through 
gene duplication, horizontal gene transfer and plasmid 
facilitation. However, our understanding of the set of 
genes for specific androstane steroids that are involved in 
phytosterol biotransformation remains limited.

Genetic manipulation of the phytosterol-transformat-
ing strains has been attempted to improve transforma-
tion yield [2]. Knockout of the kasB gene for the cell wall 
synthesis of M. neoaurum ATCC 25795 strain enhanced 
the bioconversion of phytosterols to 9OH-AD by 1.4-
fold [23]. Null mutation of 3-ketosteroid-9α-hydroxylase 
(Ksh) genes in the M. neoaurum strains led to the sta-
ble accumulation of androst-4-ene-3,17-dione (AD) and 
androst-1,4-diene-3,17-dione (ADD) [24–26]. Muta-
tion in 4-AD-producing strain M. phlei  M51 blocked 
9α-hydroxylation, strain transformed β-sitosterol to 
23,24-dinorcholane derivatives, which are useful starting 
materials for corticosteroid synthesis [27].

Among the aforementioned three important andros-
tane steroids, 4-AD is one of the most important starting 
materials [28] in the synthesis of steroid medicines such 
as abiraterone [29], testosterone [30], estradiol [31] and 
progesterone [32]. Microbial bioconversion of phytoster-
ols to 4-AD is still an industrial challenge. Although the 
complete steroid metabolic pathways of Mycobacterium 
strains are not fully understood, Mycobacterium neoau-
rum strains have been successfully utilized for the indus-
trial production of 4-AD and 9OH-AD using β-sitosterol 
as substrate [2, 33, 34]. However, the transformation 
yields of currently used industrial strains remain unsta-
ble, as bioconversion fermentation is often accompa-
nied by either complete degradation of the substrate or 
the generation of various metabolic impurities [3, 5]; 

Keywords: 1,4-Androstene-3,17-dione (ADD), 3-Hydroxy-9,10-secoandrost-1,3,5(10)-triene-9,17-dione (HSA), 
3-Ketosteroid-1,2-dehydrogenase (KstD), 3-Ketosteroid-9α-hydroxylase (ksh), 4-androstene-3,17-dione (4-AD), 
9-Hydroxyl-4-androstene-3,17-dione (9OH-AD), 21-Hydroxy-20-methylpregn-4-en-3-one (BA), Biotransformation, 
Cholesterol oxidases (cho), Monooxygenase (mon), Mycobacterium sp. strain



Page 3 of 19Wang et al. Microb Cell Fact          (2020) 19:187  

therefore, further exploration of new 4-AD-producing 
strains is required.

In this work, we attempted to isolate and character-
ize phytosterol-degrading strains from soils contami-
nated with vegetable oils. One of the isolates, namely, 
M. neoaurum HGMS2, enabled the accumulation of 
4-AD in vegetable oil-based media. Therefore, we were 
initially focused on elucidating the phytosterol deg-
radation pathway of the strain by genome sequencing 
and enzymatic analysis. The key enzymes predicted to 
be involved in phytosterol degradation in HGMS2 were 
overexpressed using different E. coli protein expres-
sion systems to obtain soluble enzymes. The specific 
catalytic reaction of each key recombinant enzyme 
was evaluated by enzymatic activity assays, thin-layer 
chromatography (TLC) and high-performance liquid 
chromatography (HPLC). Finally, a concise outline of 
the phytosterol degradation pathway in M. neoaurum 
HGMS2 was generated. The results obtained from this 
work unveiled the causes of the low bioconversion rate 
and impurities in HGMS2 and other strains. Our work 
reveals the feasibility of engineering the HGMS2 strain 
in which the yield of 4-AD could be improved and the 
purification process could be enhanced by knocking 
out impurity-associated genes.

Materials and methods
Materials
A DNA gel extraction kit was purchased from Omega 
Biotek (Hubei, China). Other molecular biology rea-
gents were of the highest grade and were obtained from 
Thermo Scientific (Shanghai, China). 4-Androstene-
3,17-dione (4-AD), 1,4-androstene-3,17-dione (ADD) 
and 9-hydroxyl-4-androstene-3,17-dione (9OH-AD) 
with purities of 98% were obtained from Hubei Goto 
Pharmaceutical Co. (Xiangfan, China). 4-Cholesten-
3-one, 4-cholesten-3-one-26-ol phenazine methosulfate 
(PMS, 99%) and nitro blue tetrazolium with purities of 
99% were purchased from Sigma-Aldrich (Shanghai, 
China). Restriction enzymes, dNTPs, and Taq polymer-
ase were purchased from TaKaRa Co. (Dalian, China). 
The Cho enzyme from Streptomyces sp. was prepared 
and purified by our laboratory.

Isolation of microorganisms capable of degrading 
β‑sitosterol
Samples were collected from soils contaminated 
with vegetable oils from Xiangyang suburb, Hubei, 
China. A soil sample of l.0  g was mixed with 1.0  g of 
autoclaved sand (50–70 mesh, Sigma-Aldrich, USA), 
added to 200  mL of autoclaved Milli-Q water and 

stirred for 30 min. The mixture was filtrated with auto-
claved Whatman Grade 4 filter paper (Particle reten-
tion > 25 μm, GE, USA). The filtrate was mixed with 1% 
β-sitosterol and 10% skim milk powder and lyophilized 
overnight to reduce the sample volume. The lyophilized 
powder was resuspended in 20 mL of autoclaved Milli-
Q water. The suspension was distributed in 0.2 mL ali-
quots, and each aliquot was spread on a MOPS agar 
plate containing 1% β-sitosterol as the sole carbon. All 
plates were incubated at 30  °C for 6 days, the growing 
microorganisms were isolated and amplified with LB 
medium. Isolated bacterial strains were maintained on 
LB agar slants for 3  days at 30  °C, and then stored at 
4  °C and subcultured monthly. These strains were fur-
ther screened for their genotypes with 16S ribosomal 
RNA (rRNA) sequence analysis, using two universal 
primers, i.e., 8F (5′-AGA GTT TGA TCC TGG CTC 
AG-3′) and 1492R (5′-CGG TTA CCT TGT TAC GAC 
TT-3′).

Cell growth of Mycobacterium strains and extraction 
of fermentation metabolites
Mycobacterium strains were initially cultured in 5  mL 
of LB medium at 30 °C for 48 h and then used as seeds. 
When the  OD600nm value reached 15, the culture was 
inoculated into 50 mL of fermentation medium contain-
ing yeast extract (15  g/L), glucose (6  g/L),  (NH4)2HPO4 
(0.6 g/L),  NaNO3 (5.4 g/L), β-sitosterol (80 g/L), Tween-
80 (0.8 g/L), soybean oil (180 g/L) and lectin (3 g/L), and 
shaken at 30 °C and 200 rpm for 7 days. Then, 1 ml of fer-
mentation broth was collected every 24 hs for the extrac-
tion of metabolites.

The fermentation broth was thoroughly mixed with 
ethyl acetate at a ratio of 1:1. The mixture was centrifuged 
at 8000×g for 5 min, and the supernatant was separated. 
The supernatant was collected and dried by heating using 
a hair drier. The dried sample was dissolved in an appro-
priate solvent for further assays.

Genome analysis of the HGMS2 strain
Genomic DNA of the HGMS2 was extracted with 
genomic DNA preparation kits (Tiangen, China) and its 
quality was checked by agarose gel electrophoresis. Qual-
ified DNA samples were sheared into smaller fragments 
with an average size of 500  bp by using a Covaris S/
E210 device (Covaris, MA, USA). The overhangs result-
ing from fragmentation were converted into blunt ends 
by using T4 DNA polymerase, the Klenow fragment and 
T4 polynucleotide kinase. The blunt-ended fragments 
were ligated to adapters; and the desired fragments were 
purified by gel electrophoresis and selectively enriched 
and amplified by PCR. An index tag could be introduced 
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into the adapter at the PCR stage if needed. The qualified 
bisulfite (BS) library was built for sequencing.

Genome sequencing of the HGMS2 strain was per-
formed with the Illumina HiSeq 4000 platform (Illumina, 
CA, USA) and PacBio RSII platform (PACBIO, CA, USA) 
at BGI Genomics (Shenzhen, China) with standard pro-
cedures, as shown in Additional file 1: Figure S1a. Clean 
reads were obtained from the two platforms by filtering 
impure raw reads according to the protocols provided 
by the manufacturers (Additional file  1: Figures  S1b, c). 
The continuous long reads were de novo assembled using 
Glimmer 2.0 [35]. Genomes were annotated using the 
NCBI Prokaryotic Genome Automated Pipeline, version 
2.9, on the RAST annotation server. The metabolic path-
ways in the HGMS2 strain and the associated enzyme 
system were predicted through bioinformatics methods 
against the KEGG pathway database [36], GO database 
[37], COG database and Swiss-Prot database [38]. Ani-
mal pathogen analysis was performed against the Patho-
gen Host Interaction (PHI) database, Virulence Factors 
database (VFDB) and Antibiotic Resistance Gene Data-
base (ARDB).

Molecular cloning of predicted key genes
To obtain soluble protein, three kinds of fusion tags, 
namely, His6-tag, His6-GST-tag and His6-MBP-tag, were 
engineered into the pET28b(+) vector. The thrombin 
cleavage site was replaced with a TEV protease cleav-
age site. The three vectors were named pSZD, pGST and 
pMBP. To subclone each putative gene into the above 
pET-type protein expression vectors, a pair of restriction 
enzyme sites, namely, BamHI and EcoRI, was also intro-
duced as a cloning site behind the DNA sequence encod-
ing the fusion tag.

Four groups of key genes encoding cholesterol oxidase 
(Cho), 3β-hydroxyl-dehydrogenase (Hsd), 3-ketosterol-
1,2-dehydrogenase (KstD), 3-ketosteroid-9α-hydroxylase 
(Ksh) and C26-monooxygenase (Mon) were amplified 
from the genomic DNA of HGMS2 using PCR. As the 
Mycobacterium strains had a high GC content, PCR was 
generally performed with a gradient temperature from 54 
to 66 °C for annealing with an interval of 2 °C. For each 
PCR, a pair of primers including one forward primer 
and one reverse primer was used, as listed in Additional 
file 1: Table S1. Two restriction enzyme sites, i.e., BamHI 
and EcoRI, were introduced at the 5′- and 3′-ends of each 
PCR product, respectively. However, if the targeted genes 
contained these restriction enzyme sites, an alternative 
pair of restriction enzyme sites was used, as indicated in 
Additional file 1: Table S1. Each PCR product was puri-
fied using a gel purification kit and digested with BamHI 
and EcoRI, except those indicated in Additional file  1: 
Table S1. Each digested PCR product was ligated into the 

digested pSZD, pGST and pMBP vectors, and twenty-
nine protein expression vectors were constructed (Addi-
tional file 1: Table S2).

Each plasmid was transformed into E. coli DH5α com-
petent cells. The positive clones for each ligation reac-
tion were picked and screened using colony PCR with the 
forward primer described above and the T7 terminator 
primer. The DNA sequence of each insert in a host vector 
was confirmed by DNA sequencing (BioSune, Shanghai, 
China).

Protein expression and purification
Each plasmid was individually transformed into E. coli 
BL21(DE3) cells for protein expression. A single trans-
formed colony was picked and inoculated into 1  mL of 
LB medium containing kanamycin (34  μg/mL). Cells 
were grown at 37  °C for 6  h and used as the seed cul-
ture. The seed culture was inoculated into 50  mL of 
fresh LB medium containing kanamycin (34 μg/mL) and 
incubated at 37  °C for 8 h. The 50-mL culture was then 
transferred into 1 L of fresh LB medium containing kana-
mycin (34 μg/mL). Cells were grown until the absorbance 
at 600 nm reached 0.8. The culture was cooled to 18  °C 
before 0.4  mM isopropyl-β-d-thiogalactopyranoside 
(IPTG) was added to induce protein expression. The cells 
were further grown at 18  °C with shaking at 200  rpm 
for 12  h. Before cells were harvested, small amounts of 
cell samples were collected and analyzed by SDS-PAGE 
to evaluate protein expression. To prepare SDS-PGAE 
samples, the  OD600nm of cell broth was adjusted to 1.0, 
and cells were pelleted at 5000×g for 10  min. Cell pel-
lets were resuspended in in a buffer containing 50  mM 
 K2HPO4, 200  mM NaCl, 10  mM imidazole and 1  mM 
β-mercaptoethanol (Buffer A, pH 8.0) and sonicated on 
ice using microtip with a pulse of 2 s burst and 10 s cool-
ing until that cell suspension was just clarified. The lysed 
cell solution was centrifuged at 10,000×g for 10  min at 
4 ℃. Forty microliters of supernatant was mixed with 10 
μL of 5 × SDS-PAGE loading buffer (0.25  M Tris–HCl, 
pH 6.8, 10% SDS, 0.5% bromophenol blue, 50% glycerol, 
5% β-mercaptoethanol). The cell pellet was resuspended 
with 50 μL of 1 × SDS-PAGE loading buffer. Both super-
natant and pellet samples for SDS-PAGE were heated at 
95 °C for 10 min and any precipitation was spun down.

Cells were harvested by centrifugation at 5000×g for 
20 min, and the cell pellets were resuspended in Buffer A. 
The cell suspension was lysed by sonication and homoge-
nization, followed by clarification using centrifugation at 
18,000×g for 30 min. The supernatant was loaded onto a 
10 mL  Ni2+ affinity chromatography column (GE Health-
care, CT, USA), and the fusion protein was competitively 
eluted using a gradient of Buffer A mixed with Buffer B, 
which was the same as buffer A but contained 300 mM 
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imidazole. The eluate containing the desired fusion pro-
tein was pooled and desalted with a prepacked GE desalt-
ing column, followed by either an SP-fast flow cation 
exchange column or Q-fast flow anion exchange column 
(GE Healthcare, CT, USA). An aliquot sample was taken 
from each fraction and subjected to SDS-PAGE analysis. 
SDS-PAGE was carried out using a 10–12% SDS-PAGE 
gel for 45 min at 200 V. The volume of each sample was 
10 μL per well. The SDS-PAGE gels were stained with 
Coomassie Brilliant Blue staining solution with shaking 
for 30 min, followed by destaining with water overnight. 
Based on the SDS-PAGE results, the eluates contain-
ing enzymes were pooled for activity assays in this work 
without further purification.

Protein concentration was assayed by the Braford 
method with BSA as a standard [39]. The measurement 
was carried out with microplate-based procedures. 
Ten microliters of each standard or unknown sample 
was pipetted into the appropriate microplate wells, and 
300 µL of Coomassie Plus Reagent was added to each 
well and mixed with a plate shaker for 30  s. The plate 
was incubated for 10 min at room temperature, and the 
absorbance was measured at 595  nm with a BioTek H1 
plate reader (VT, USA). A standard curve was prepared 
by plotting the average blank-corrected measurement 
at 595  nm for each BSA standard vs. the correspond-
ing concentration in µg/mL. The protein concentration 
of each unknown sample was determined by using the 
standard curve.

Enzyme‑catalyzed reaction and product extraction
Each enzyme-catalyzed reaction was performed in 
100  mL Erlenmeyer flasks by mixing purified enzyme 
with homogenized substrate in 100 mM Tris–HCl buffer 
(pH 8.0) containing 10% glycerol. The final concentration 
of each substrate was 2  g/L. The reaction mixture was 
stirred with shaking at 200  rpm and 30  °C for 12–48 h. 
Samples were collected at 6 h intervals for extraction.

The products were extracted from the reaction solu-
tion by adding an equivalent volume of ethyl acetate and 
thoroughly shaken for 10  s. After phase separation, the 
upper organic phase was obtained as the sample extract 
and directly used for TLC and HPLC analyses.

TLC analysis
TLC was performed on 0.25-mm-thick fluorescence-
impregnated silica gel G (Silica gel 254, Haiyang Chemi-
cal Co., Qingdao, China) with a developing solvent 
system containing petroleum ether and ethyl acetate at 
a ratio of 6:4 (v/v) as the mobile phase. Sample extracts 
were spotted in 5-μL aliquots onto silica TLC plates. The 
products of the enzymatic reaction were visualized under 
ultraviolet (UV) light. If needed, the TLC plates were 

stained with 20% sulfuric acid at 100  °C for 10  min to 
identify compounds that were invisible under UV light.

HPLC analysis
HPLC analysis was carried out on a  C18 reverse-phase 
Sunfire column (5  μm, 4.6 × 150  mm, Waters, USA) at 
30  °C with a Waters HPLC system equipped with a UV 
detector. Samples were diluted to an appropriate con-
centration (approximately 1 mg/mL) with methanol and 
filtered through 0.22-mm pore size membranes. HPLC 
was performed using a mixture of methanol and water at 
a ratio of 60:40 (v/v) as the mobile phase at a flow rate of 
1  mL/min. Analytes were simultaneously detected with 
UV at 254 nm.

Cholesterol oxidase activity assay
The activity of cholesterol oxidase (Cho) from the 
HGMS2 strain was spectrophotometrically determined 
by monitoring the generation of hydrogen peroxide dur-
ing the cholesterol oxidation reaction according to the 
method of El-Naggar et al. [40]. In principle, to measure 
the enzyme activity, a horseradish peroxidase-coupled 
reaction was used to catalyze the conversion of hydro-
gen peroxide to oxygen to oxidize 4-aminoantipyrine and 
phenol and produce the dye quinoneimine, which exhib-
its maximum absorption at 500 nm. The reaction mixture 
contained 3 μM phytosterol in 1 mL of 1% Triton X-100, 
0.1 mL of enzyme solution, 10 mM potassium phosphate 
buffer (pH 7.0), 1.2 μM 4-aminoantipyrine, 21 μM phenol 
and 20 U of horseradish peroxidase in a final volume of 
3 mL. The reaction was initiated by adding enzyme solu-
tion into the reaction mixture. The enzyme reaction was 
performed at 37  °C for 30  min with shaking during the 
incubation period and terminated by boiling for 3  min. 
One unit of enzymatic activity (U) was defined as the 
amount of enzyme required to form one micromole of 
 H2O2 per minute at 37 °C.

Monooxygenase activity assay
Monooxygenase (Mon) activity was evaluated by moni-
toring substrate and product concentrations using HPLC 
analysis, according to the procedure described by Capyk 
et  al. [41]. Reactions were conducted in multiple tubes 
containing 200 μL of the standard assay mixture. The 
mixture was prepared in 100  mM air-saturated potas-
sium phosphate at pH 7.0 containing 300  μM NADH, 
50 μM 4-cholesten-3-one, 1.5 μM KshB122, and 0.5 μM 
Mon164 or Mon174. Stock solutions of 1  mM 4-cho-
lesten-3-one were made in 10% 2-hydroxypropyl-β-
cyclodextrin (BCD), and stock solutions of 180  mM 
NADH were made fresh daily. Reactions were initiated by 
adding NADPH, and at each time point, the reaction was 
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quenched by the addition of 200 μL of methanol, vigor-
ous mixed and subjected to HPLC analysis.

Under these conditions, the elution times for 4-cho-
lesten-3-one and 4-cholesten-3-one-26-ol were 30.5 and 
26.4 min, respectively. The concentrations of 4-cholesten-
3-one and 4-cholesten-3-one-26-ol were calculated from 
their respective peak areas using the standard curve of 
4-cholesten-3-one and assuming that the extinction coef-
ficients for the two compounds were similar. The R2 value 
for the standard curve was 0.99.

3‑Ketosteroid‑1,2‑dehydrogenase activity assay
The activity of 3-ketosteroid-1,2-dehydrogenase (KstD) 
was measured spectrophotometrically at 600  nm for 
10 min at 30 °C using PMS and DCPIP as artificial elec-
tron acceptors. The reaction was conducted in 500 μL 
of mixture solution containing 50  mM Tris–HCl buffer 
(pH 7.0), 1.5 mM PMS, 40 μM DCPIP and 250 mM AD 
in 2% methanol. The reaction was initiated by adding an 
appropriate concentration of partially purified KstD211. 
A reaction lacking AD was used as a control. Activity was 
expressed as U/mg of protein after subtracting control 
data. One unit (U) of enzyme activity was defined as the 
amount of enzyme required to reduce 1 μmol of DCPIP 
per minute (ε 600  nm = 18.7 × 103 L/mol cm). The rela-
tionship between enzyme activity and pH was measured 
using citric acid-phosphate buffers (pH 5 to 7) and Tris–
HCl buffers (pH 7 to 9).

3‑Ketosteroid‑9a‑hydroxylase activity assay
The assay of 3-ketosteroid-9a-hydroxylase (Ksh) activity 
was performed by as previously described by Petrusma 
et  al. with modification [42]. Briefly, the reaction mix-
ture contained 500 μL of air-saturated 50 mM Tris–HCl 
buffer (pH 7.0), 100 μM NADH and 20 μg of enzyme. The 
reaction was initiated by the addition of 250  μM 4-AD 
into the mixture. The substrate solution was prepared 
by dissolving 4-AD powder in methanol. All assays were 
performed at 25  °C. A kinetic program on a NanoDrop 
C2000 spectrophotometer was used to continuously 
record NADH oxidation at 340 nm (ε = 6.22 L/mol cm).

The conversion of 4-AD to 9OH-AD was also evalu-
ated by monitoring substrate and product concentrations 
using an HPLC system equipped with a Waters 2945 UV 
detector and a 150 × 4.6  mm C18 reverse-phase 5  μm 
ODS-analytical column (see above). In this work, the elu-
tion times for 4-AD and 9OH-AD were 10.6 and 4.4 min, 
respectively. The concentrations of 4-AD and 9OH-AD 
were calculated from their respective peak areas using 
standard curves of 4-AD and 9OH-AD, respectively. The 
R2 value for the standard curve was 0.99.

Results
Identification of Mycobacterium strains
To search for new microorganisms that were able to 
transform phytosterols into 4-AD, we mainly focused on 
the isolation of Mycobacterium strains from the soils that 
contaminated with vegetable oil residues for the follow-
ing reasons. One reason was that vegetable oil residues 
are rich in phytosterols. Another was that Mycobacte-
rium strains containing mycolic acids could survive in 
oil-based fermentation media. Moreover, the vegetable 
oil-based biotransformation technology of phytosterols 
has been well established at the industrial level.

Using minimum media containing 1% β-sitosterol as 
the sole carbon and energy source (see “Materials and 
methods”), we were able to isolate 12 bacterial strains 
from the soils. The genotypes the strains were identified 
by 16S ribosomal RNA (rRNA) sequence analysis (see 
“Materials and methods”). At this stage, only the Myco-
bacterium neoaurum strain was kept for further inves-
tigation. Any isolate that was possibly pathogenic was 
removed, as the most important pathogenic mycobacte-
ria, such as the M. tuberculosis complex, M. leprae, and 
M. avium have different rrn operons [43]. Thus, four 
kinds of M. neoaurum strains were finally identified, 
including M. neoaurum HGMS1, HGMS2, HGMS3 and 
HMGS4.

The four HGMS strains were directly examined for 
their ability to transform β-sitosterol to 4-AD with fer-
mentation media (see “Materials and methods”). Metab-
olites were extracted with solvent and evaluated with 
HPLC. Figure 1a summarizes the transformation yields of 
four HGMS2 strains, compared with B-3805. Notably, of 
the four HGMS2 strains, HGMS2 exhibited the highest 
yield (78 ± 4.3 g/L), and its yield was higher than that of 
B-3805.

HPLC profiles of the metabolites from HGMS2 were 
compared with those of the B-3805 strain and standard 
4-AD and ADD samples (Fig. 1b). As indicated in Fig. 1b, 
HGMS strain could transform β-sitosterol to 4-AD as 
efficiently as B-3805. Both HGMS2 and B-3805 also pro-
duced other downstream intermediates of phytosterol 
degradation pathway, including ADD, 9OH-AD, HSA 
and BA. These intermediates accumulated during the 
fermentation process and reduced the 4-AD production 
yield [44]. However, it was notable that HGMS2 pro-
duced more ADD and less 9OH-AD than B-3805. One 
obvious difference was that the HGMS2 strain produced 
more BA than B-3805 strain. The identities of the HPLC 
peaks corresponding to 4-AD, ADD, 9OH-AD, BA and 
HSA were identified by MS assays (Additional file 1: Fig-
ure S2). These observations showed that both HGMS2 
and B-3805 strains contain active enzymes that convert 
4-AD to ADD and 9OH-AD. It was also likely that BA 
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accumulated during side-chain degradation through a 
possibly different branched pathway. Therefore, it was 
worthwhile to characterize the genomic properties of 
phytosterol catabolic pathways in the HGMS2 strain and 
to identify its key enzymes that caused some impurities.

Comparative genomics of Mycobacterium sp. HGMS2
We used the Illumina HiSeq 4000 and PacBio sequencing 
platforms to annotate the genomic sequence of HGMS2. 
The data showed that the single base analysis quality 
level was 0.9998, the structural base analysis quality was 
0.9920, the readability was 0.9842, and the repetition 
rate was 1.35%. The general features are summarized in 
Table 1. The HGMS2 genome contained 5,421,383 bp and 
6921 genes (Fig. 2a). Among these genes, there were 5139 
protein coding genes. The total length of the protein cod-
ing genes was 4,993,092  bp, constituting 92.10% of the 
genome. The number of tandem repeat sequences was 
420, and the total length of the tandem repeat sequences 
was 21,922 bp, constituting 0.4044% of the genome. The 
numbers of minisatellite DNAs, microsatellite DNAs, 
tRNAs and rRNA were 330, 20, 46 and 6, respectively.

Using the M. neoaurum B-3805 strain as a reference, 
we found that the HGMS2 genome exhibited over 88.1% 
sequence identity to the reference sequence (Additional 
file 2: Table S3). The genome of the HGMS2 strain con-
tained 37,108 SNPs including 28,324 synonymous muta-
tions and 1108 nonsynonymous mutations. However, we 
found that M. tuberculosis H37Rv contained 26,812 SNPs, 
including 17,388 synonymous mutations and 8912 non-
synonymous mutations. M. sp. KMS contained 20,284 
SNPs including 13,525 synonymous mutations and 6344 
nonsynonymous mutations. M. sp. MCS contained 
20,284 SNPs including 13,525 synonymous mutations 
and 6344 nonsynonymous mutations. A phylogenetic 

a b

Fig. 1 Isolation and screening of β-sitosterol-degrading strains. a Conversion rates of four HGMS strains for β-sitosterol were compared with that of 
the M. neoaurum NRRL B-3805 strain. b HPLC analysis of extracts from the fermentation broth. HAS, 3-hydroxy-9,10-secoandrost-1,3,5(10)-triene-9,17
-dione; 9OH-AD, 9-hydroxyl-4-androstene-3,17-dione; ADD, 1,4-androstene-3,17-dione; 4-AD, 4-androstene-3,17-dione; BA, 1-hydroxy-20-methylpre
gn-4-en-3-one. These peaks were identified by mass spectrometry

Table 1 Summary of  complete genome of  Mycobacterium 
neoaurum HGMS2

Genome size (bp) 5,421,383

GC content (%) 66.88

Coding region (%) 92.10

Gene number 6921

Gene length (bp) 4,993,092

Protein coding genes 5139

Average CDS length (bp) 972

rRNA 6

5S 2

16S 2

23S 2

sRNA 3

tRNA 46

ncRNA 1

Tandem repeats 420

Minisatellite DNA 330

Microsatellite DNA 20

GenBank accession no CP031414.1
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tree for these queried strains was constructed (Fig.  2b). 
The genome sequencing results indicated that HGMS2 
was an M. neoaurum strain. The genome features of 
HGMS2 were close to those of reference strain NRRL 
B-3805 and the strain MCS.

Protein functions and sequences encoded by the 
HGMS2 genes were annotated based on the Orthologous 
Groups (COG) database, and their positions in metabolic 
pathways were annotated based on the KEGG database. 
The functional genes of HGMS2 were classified into 
twenty-four groups (Fig. 2c) and are summarized in Addi-
tional file 1: Table S4. The detailed metabolic pathways of 

HGMS2 were mapped by comparison with the databases 
within and outside of Mycobacterium group and are sum-
marized in Additional file  3: Figure S3. The genome of 
HGMS2 contained 6921 pangenes, including 3327 core 
genes (Additional file  1: Table  S5). When the HGMS2 
genome was compared with the genomes of four typical 
mycobacteria, i.e., M. B-3805, M. KMS, M. MCS and M. 
H37Rv, it was found that these mycobacteria shared sig-
nificant core genes that were necessary for growth. Spe-
cial genes in HGMS2 were classified by removing core 
genes from its pangenes and used to construct a heat-
map (Fig. 2d). The heatmap showed the similarities and 

Fig. 2 Genomic analysis of Mycobacterium sp. HGMS2. a Distribution of annotated ncRNA genes, COG gene, GC content and GC skew of M. 
neoaurum HGMS2. From outside to inside, the first circle indicates the distribution of ncRNA in the positive strand, including tRNA, three types of 
rRNA and sRNA (refer to the color codes on the right side); the second circle represents the distribution of the positive-stranded COG annotation 
genes, distinguished by different colors; the third circle represents the negative strand, the distribution of the COG annotated genes; the fourth 
circle indicates the distribution of the negative-stranded ncRNA; the fifth circle (black) indicates the GC content, with the average GC as the 
baseline, where the outwardly protruding means higher than the average, the inwardly protruding means lower than the average; the sixth circle 
is the GC skew value, where purple means less than 0, green means more than 0. b Heatmap comparison of the special genes of HGMS2 with 
those from four other mycobacteria, i.e., Mycobacterium sp. H37Rv, Mycobacterium sp. NRRL B-3805 (as reference), Mycobacterium sp. MCS and 
Mycobacterium sp. KMS. c Phylogenetic tree comparing HGMS2 with the aforementioned four mycobacteria. d Distribution of functional genes in 
the HGMS2 genome predicted by KEGG. A detailed classification of genes is summarized in Additional file 1: Table S4
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differences among the five mycobacterial genomes and 
confirmed that the genotype of the HGMS2 strain was 
closer to the B-3805 strain than the others. Importantly, 
we also analyzed the HGMS strain against the Patho-
gen Host Interaction (PHI) database, Virulence Factors 
database (VFDB) and Antibiotic Resistance Genes data-
base (ARDB). The results are listed in Additional file  4: 
Table  S6, Additional file  5: Table  S7, Additional file  6: 
Table S8, indicating that HGMS2 was nonvirulent.

Prediction of the phytosterol catabolic pathway 
in Mycobacterium sp. HGMS2
In particular, the sterol catabolic gene clusters in M. 
neoaurum HGMS2 were identified, as schematically 
described in Fig.  3a. These genes were annotated as 
orthologs of the genes from M. tuberculosis H37Rv. 
Essentially, these genes encoded two cholesterol oxi-
dases (ChoM) and one 3β-hydroxyl-dehydrogenase 

(Hsd), two monooxygenases (Mon), a group of eleven 
fatty acid β-oxidoreductases, one 3-ketosteroid-
1,2-dehydrogenase (KstD) and three 3-ketosteroid-9α-
hydroxylases (Ksh). Compared with other previously 
studied strains, one of significantly different features of 
HGMS2 was that this strain contained one KstD gene 
(Fig.  3b). A putative phytosterol metabolic pathway in 
the HGMS2 strain was predicted (Fig. 3c). As shown in 
Fig. 3c, HGMS2 could transform phytosterols to 4-AD 
through the activity of the first 3 groups of enzymes or 
the first three kinds of reaction steps. The first reaction 
involved oxidation of the 3-hydroxy group to a car-
bonyl group by group 1 enzymes, while the 5,6-position 
double bond was allosterically shifted to the 4,5-posi-
tion. Group 1 enzymes included two cholesterol 
oxidases (ChoM1 and ChoM2) and one 3β-hydroxyl-
dehydrogenase (Hsd). It is well known that the oxida-
tion of the 3-hydroxyl group is required for phytosterol 

a c

b

Fig. 3 Predicted phytosterol-degrading pathway in Mycobacterium HGMS2. a Gene cluster of the key enzymes in the predicted 
phytosterol-degrading pathway. Black solid arrows, groups 1 and 2 genes; open arrows, group 3 genes and red solid arrows: groups 4 and 5 genes. 
The gaps of genes are marked as base pairs. b Numbers of KstD genes in different mycobacteria and the percentages of their nucleotide identity 
compared with KstD211. c A predicted phytosterol pathway was involved in five groups of key enzymes
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to enter cells for further degradation. The second reac-
tion was the initiation of side-chain degradation by 
group 2 enzymes, which included two monooxygenases 
(Mon), to catalyze the formation of a C26-hydroxyl 
group. Group 3 enzymes included a series of fatty acid 
β-oxidoreductases, which generally occurred in multi-
ple reaction steps.

As shown in Fig.  3c, the HGMS2 strain was able to 
degrade phytosterols completely, and 4-AD should 
be just an intermediate in the pathway. Notably, our 
genomic sequencing analysis revealed the existence of 
3-ketosteroid-1,2-dehydrogenase (KstD, group 4) and 
3-ketosteroid-9α-hydroxylase (Ksh, group 5) in the 
HGMS2 strain. If these two groups of enzymes were 
active, the HGMS2 strain could degrade 4-AD by form-
ing a transient intermediate, 9OH-ADD (Steps 6 and 
7 in Fig. 3c). The resulting intermediate was extremely 
unstable and underwent simultaneous cleavage of the 
B-ring accompanied by aromatization of the A-ring 
to generate a secosteroid, i.e., 3-hydroxy-9,10-seco-
androsta-1,3,5(10)-triene-9,17-dione (HSA, Step 8). 
HSA is readily metabolized to  CO2 and  H2O [11, 45]. 
Therefore, in the next step, we focused on evaluating 

the activities of these key enzymes predicted based on 
genomic sequencing data, except for the enzymes in 
group 3.

Enzymatic characterization of cholesterol oxidases 
in group 1
HMGS2 contained three putative enzymes responsi-
ble for oxidizing the 3-hydroxyl group of phytosterols, 
namely, ChoM1, ChoM2 and Hsd in group 1 (Fig.  4a). 
As shown in Fig. 4b, the expected gene sizes of ChoM1 
(1746  bp), ChoM2 (1617  bp) and Hsd (1101  bp) were 
amplified by PCR using the HGMS2 genome as a tem-
plate. These genes were subcloned into modified protein 
expression vectors to obtain soluble enzymes (see “Mate-
rials and methods”). Three different fusion tags, from a 
small tag to a large tag, i.e., His6-tag, His6-GST-tag and 
His6-MBP-tag, were examined until a relatively high 
yield of soluble fusion protein was achieved.

We found that the ChoM1, ChoM2 and Hsd 
enzymes could be expressed in soluble form in reason-
able amounts when tagged with only the His6-MBP-
tag (Fig.  4e–g), while their fusion proteins tagged with 
His-tag or His6-GST-tag formed in inclusion bodies 

a b c

e f g

d

Fig. 4 Preparation of soluble cholesterol oxidases. a Group 1 enzymes catalyze an oxidization reaction for the conversion of phytosterols to 
4-cholesten-3-one. b–d Genes encoding ChoM1, ChoM2 and Hsd were amplified from the HGMS2 genome by PCR. Arrows indicate expected PCR 
bands. e–g The ChoM1 (e), ChoM2 (f) and Hsd (g) enzymes were overexpressed in soluble form and fused with His6-MBP. S, supernatant; P, pellet; C, 
total protein of E. coli BL21(DE3) cells as a control; M, molecular weight marker
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(Additional file 1: Table S2). Three fusion proteins tagged 
with His6-MBP-tag were partially purified with a Ni–
NTA affinity chromatographic column (Fig.  5a–c). The 
purified His6-MBP-ChoM1, His6-MBP-ChoM2 and 
His-MBP-Hsd enzymes were used for activity assays 
using β-sitosterol as the substrate and MBP as a nega-
tive control. Their activities were monitored at 500 nm to 
determine the production rate of hydrogen peroxide via a 
coupled enzyme reaction. As shown in Fig. 5d, the three 
enzymes exhibited significant β-sitosterol oxidization 
activity (Table  2), compared with the positive control, 
Cho enzyme (ChoS) from Streptomyces sp. [46]. Among 
our three Cho enzymes, ChoM2 had the highest activity.

Enzymatic characterization of monooxygenase in group 2
Monooxygenase (Mon) from mycobacteria is a terminal 
oxidase of the cytochrome p450 enzyme family. Mon 
contains an iron porphyrin prosthetic group and cata-
lyzes the regio- and stereo-specific oxidation of nonac-
tivated hydrocarbons under mild conditions. As shown 
in Fig. 6a, Mon can catalyze the oxidation of the C-ter-
minus of phytosterols to form a hydroxyl group. In 
the HGMS2 strain, two putative Mons were predicted 
and named Mon164 and Mon197. The genes encod-
ing Mon164 and Mon197 were amplified from the 
HGMS2 genome (Fig. 6b, c). The amplified genes were 
subcloned into our fusion protein expression vectors 
for evaluation of their activities. As shown in Fig.  6c, 
d, Mon164 was expressed as a soluble protein when 
tagged with His6-tag, while Mon197 was expressed in 
soluble form only when tagged with His6-MBP-tag, i.e., 
His6-MBP-Mon197.

Two fusion proteins, i.e., His6-Mon164 and His6-
MBP-Mon197, were partially purified with a Ni–NTA 
affinity chromatographic column (Fig.  7a, b). Purified 
His6-Mon164 and His6-MBP-Mon197 enzymes were 
used for activity assays by HPLC using 4-cholesten-
3-one as the substrate and 4-cholesten-3-one-26-ol as 
the product reference. As shown in Fig. 7c, d, these two 
enzymes exhibited significant activities for the oxidiza-
tion of 4-cholesten-3-one to 4-cholesten-3-one-26-ol, 
compared with Cyp125 (Table  1). Notably, His6-
Mon164 was more active than His-MBP-Mon197 and 

a b c d

Fig. 5 Comparison of the enzyme activities of ChoM1, ChoM2 and Hsd with that of ChoS. a–c SDS-PAGE assay of purified ChoM1, ChoM2 and Hsd. 
All molecular weight markers were run on the same gel. d The enzyme activities of ChoM1, ChoM2 and Hsd were compared with that of ChoS. E. 
coli BL21 (DE3) cell lysate was used as a negative control. Error bars indicate standard errors of the means of three repeat experiments

Table 2 Specific activities of  key enzymes in  comparison 
with others

ND: no activity was detectable

Key enzymes Specific activity 
(unit/mg)

Data from references

ChoM1 42.6 ± 2.1 32 ± 2.6
31 ± 1.7

ChoS [40]
ChoS (this work)ChoM2 68.4 ± 3.6

Hsd 31.4 ± 2.2

MO164 68.5 ± 5.2 23.5 ± 4.6 Cyp125 [41]

MO197 47.2 ± 7.4

KstD211 125.7 ± 23.4 8883.0 ± 791 KstD2 [53]

KshA226 ND (4-AD) 261 ± 11 (4-AD) KshA1 [54]

KshA395 56.4 ± 7.9 (4-AD)

KshB122 ND (4-AD)
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was able to oxidize 4-cholesten-3-one to 4-cholesten-
3-one-26-ol within 2 h.

Enzymatic characterization of 3‑ketosteroid‑1,2‑ 
dehydrogenase in group 4
KstD is a key enzyme required for phytosterol degrada-
tion by C1,2-position dehydrogenation. KstD can uti-
lize either 4AD or 9OH-AD as a substrate (Fig.  8a). In 
the HGMS2 genome, we were able to annotate only 
one putative KstD gene, namely, KstD211 in group 4, 
although multiple KstD genes were identified in other 
Mycobacterium strains (Fig. 3b). The deduced amino acid 
sequence of KstD211 was distinct from those of previ-
ously reported acetobacterium KstDs (Additional file  1: 

Figure S4). Nevertheless, KstD211 was similar to KstDs 
within the mycobacterium genus, including the B-3805, 
KMS, H37Rv and MCS strains (Additional file 1: Figure 
S5). Thus, based on sequence homology, KstD211 should 
have certain activity, as many key residues in its active 
site are conserved.

The KstD211 gene was amplified by PCR using the 
HGMS2 genome as a template (Fig.  8b). The ampli-
fied gene was subcloned into the E. coli protein expres-
sion system using three types of fusion tags: His-tag, 
His6-GST-tag and His6-MBP-tag. The KstD211 fusion 
protein was overexpressed as a His-tagged fusion pro-
tein (Fig.  8c). After removing the His-tag by TEV pro-
tease cleavage, KstD211 was purified by an ion exchange 
chromatographic column (Fig.  8d). Purified enzymes 

a

b c

d

e

Fig. 6 Preparation of soluble monooxygenases. a Group 2 enzymes catalyze an oxidization reaction of phytosterol at the C26 position. b PCR 
amplification of the Mon164 gene from the HGMS2 genome indicated the expected sizes. The arrow indicates the expected PCR band. c PCR 
amplification of the Mon197 gene from the HGMS2 genome with a gradient annealing temperature. The arrow indicates the expected PCR band. 
The DNA marker was run on the same gel in c. d Mon164 was overexpressed in soluble form and fused with a His-tag. S, supernatant; P, pellets and 
M, molecular weight marker. e Mon197 was overexpressed in soluble form in fusion with a His6-MBP-tag. S, supernatant; P, pellet and M, molecular 
weight marker
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exhibited optimal activity at approximately pH 7.5 using 
4-AD as the substrate (Fig. 9a). However, the activity was 
much weaker than those of KstDs from other bacteria 
(Fig.  9b and Table  1). Nevertheless, KstD211 converted 
50% of the 4-AD to ADD within 19 h, as determined by 
the TLC assay (Fig. 9c). As shown in Fig. 9d, this kind of 
activity could convert 97% of 4-ADD to ADD within 48 h, 
as evaluated by the HPLC assay.

Enzymatic characterization 
of 3‑ketosteroid‑9α‑hydroxylase in group 5
We were able to identify three Ksh genes in the HGMS2 
genome, namely, KshA226, KshA395 and KshB122. 
KshA226 and KshA395 were expected to catalyze 
3-ketosteroid-9α-hydroxylation in combination with 
KshB122 (Fig. 10). To characterize their enzymatic prop-
erties, the Ksh genes were amplified from the HGMS2 

genome and subcloned into our fusion protein expres-
sion vectors (see “Materials and methods”). These 
enzymes tagged with either His6-tag or His6-GST-tag 
were overexpressed in the E. coli BL21 strain but were 
insoluble (Additional file 1: Table S2). Thus, the three Ksh 
enzymes were further expressed as fusion protein with 
His6-MBP-tag. The His6-MBP fusion increased protein 
solubility as expected (Fig.  10e–g). The fusion proteins 
were purified by a Ni–NTA affinity chromatographic col-
umn (Fig. 11a–c) and their enzyme activities were eval-
uated by TLC (Fig. 11d). As shown in Lanes 2 and 6 in 
Fig. 11d, both KshA226 and KshA395 alone exhibited no 
activity within 20 h for 9α-hydroxylation of ADD. When 
in combination with KshB122 within 20 h, KshA226 and 
KshA395 started to slowly convert ADD to HSA via a 
transient intermediate, i.e., 9OH-ADD. By comparing 
the TLC image density in Fig. 11d, the conversion rates 
were estimated to be approximately 10% and 15% for the 
Ksh226- and Ksh395-mediated reactions, respectively.

Conversely, KshA226 and Ksh395 exhibited distinct 
specificity for the 9α-hydroxylation of 4-AD. Even in 
combination with KshB122, KshA226 exhibited no 
activity for 4-AD, while KshA395 exhibited a relatively 
high activity for the 9α-hydroxylation of 4-AD (Fig. 11e 
and Table  2). This observation was further confirmed 
by HPLC analysis. As revealed in Fig.  11f, KshA395/
KshB122 significantly converted 4-AD to 9OH-AD 
within 40  h. The conversion of 4-AD to 9OH-AD by 
KshA395/KshB122 was monitored for 40  h (Fig.  11g), 
and the results indicated that KshA395/KshB122 had 
significant activity within 40 h, achieving conversion rate 
greater than 80%.

Conclusion and discussion
In this work, Mycobacterium neoaurum HGMS2 strain 
with specific substrate was isolated and identified from 
soil samples, and 16S rRNA screening was performed 
to target Mycobacterium strains. M. neoaurum HGMS2 
could accumulated 4-AD more efficiently than M. neo-
aurum NRRL B-3805. Based on comparative genomic 
analysis, the genomic features of the HGMS2 strain were 
closer to those of M. neoaurum NRRL B-3805 than other 
mycobacteria. The genome of the HGMS2 strain shared 
88.1% nucleotide identity with B-3805. Using the B-3805 
genome as reference, HGMS2 genome contained fewer 
nonsynonymous mutations than the genomes of M. 
MCS, M. KMV and M. H37Rv strains.

Through genomic annotation, we identified key 
enzymes involved in the HGMS2 phytosterol-degrading 

a

b

c

d

Fig. 7 Assay of the substrate conversion catalyzed by Mon164 and 
Mon197. a, b SDS-PAGE assay of purified Mon164 and Mon197. 
M, molecular weight marker. All molecular weight markers were 
run on the same gel. c, d Turnover of 4-cholesten-3-one by 
Mon164 and Mon197, respectively, as analyzed by HPLC. Squares, 
4-cholesten-3-one; circles, 26-hydro-4-cholesten-3-one. Error bars 
indicate standard errors of the means of three repeat experiments
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pathway. These key enzymes were classified into five 
groups based on their functions and reaction steps. 
Group 1 contained two cholesterol oxidases and one 
3β-hydroxyl-dehydrogenase (ChoM1, ChoM2 and Hsd). 
Group 2 contained two monooxygenases (Mon164 
and Mon197). Group 3 contained a set of fatty acid 
β-oxidoreductases. Group 4 contained one 3-ketoster-
oid-1,2-dehydrogenase (KstD211). Group 5 contained 
three 3-ketosteroid-9α-hydroxylases (KshA226, KshA395 
and KshB122). Although many key enzyme genes were 
sporadically distributed in the HGMS2 genome, a gene 

cluster encoding KshB122, Mon164, Kstd211, KshA226 
and fatty acid β-oxidoreductases constituted one inte-
grated metabolic pathway. This pathway could com-
pletely degrade β-sitosterol via the 9.10-secosteroid 
intermediate once phytosterol substrates were oxidized 
and translocated into HGMS2 cells.

We prepared the recombinant forms of these key 
enzymes except for a set of fatty acid β-oxidoreductases 
in group 3 and evaluated their activities in  vitro. 
Although these key enzymes are highly similar to those 

a

b c d

Fig. 8 Preparation of soluble KstD211. a Group 4 contains one enzyme catalyzing dehydrogenation at the C1,2-position of 4-AD to generate 
ADD. b The KstD211 gene was amplified from the HGMS2 genome by PCR with a gradient annealing temperature. Arrows indicate expected PCR 
bands. c KstD211 was overexpressed in soluble form with a His6-tag at 18 °C. S, supernatant; P, pellets and M, molecular weight marker. d SDS-PAGE 
visualization of KstD211 purified by Ni–NTA affinity chromatography followed by MonoS chromatography. Lanes 1–8 represent samples from 
different fractions
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in other bacteria (Additional file  1: Figures  S4–S10), 
they exhibited distinct activity compared with previ-
ous reported enzymes (Table  2). Our enzymatic data 
revealed that KshA226/KshB122 had no activity for 
either 4-AD or ADD, while KstD211 had weak activity. 
Such weak activity of KstD211 could enable the HGMS2 
strain to accumulate 4-AD, accompanied by a small frac-
tion of ADD during β-sitosterol fermentations. However, 
HGMS2 still enabled the production of a small fraction 
of 9OH-AD, as we identified that another 3-ketosteroid-
9α-hydroxylase, i.e., KshA395, was active for both 4-AD 

and ADD. Therefore, our results suggested that KstD211 
and KshA395 were the cause for the occurrence of ADD, 
9OH-AD and HSA during prolonged β-sitosterol fer-
mentation, where HSA would be readily metabolized 
to  CO2 and  H2O. The presence of active KstD211 and 
KshA395 not only reduced the yield of 4-AD but also 
made the purification of 4-AD more difficult.

Currently, the balance between the accumulation 
of 4-AD and the inhibition of 4-AD degradation dur-
ing β-sitosterol fermentation of all industrial strains 

a b

c d

Fig. 9 Assay of the substrate conversion catalyzed by KstD211. a Enzyme activity of KstD211 as a function of pH value. b Comparison of the 
enzyme activity of KstD211 with that of its homologues. NwIB01, ZADF and ZADF4 represent KstD enzymes from Mycobacterium NwIB01, 
Mycobacterium ZADF and Mycobacterium ZADF4, respectively. c TLC assay of the conversion of 4-AD to ADD catalyzed by KstD211 within 19 h. d 
HPLC analysis of KstD211-catalyzed turnover of 4-AD to ADD after 48 h. Solid and dashed lines represent HPLC profiles of reaction mixtures at the 
beginning and the end of reaction, respectively, for 48 h. The conversion rate was calculated based on regression using the area under the curves 
for two peaks. Error bars indicate standard errors of the means of three repeat experiments
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can be administered using vegetable oil-based media; 
at a practical level it is difficult to control the bal-
ance for a prolonged fermentation process, which 
often results in unstable conversion yield [6, 47]. This 
drawback is worsened when phytosterol fermentation 
is conducted in aqueous media, which is now in high 
demand for industrial application [48, 49]. Compared 
with the reference strains, HGMS2 had fewer genes for 
KstD and KshA isozymes, and is therefore a potential 
strain for gene manipulation. Furthermore, HGMS2 
produced less 9OH-AD (Fig.  1). To block the ability 
of HGMS2 to generate ADD, 9OH-AD and HSA dur-
ing β-sitosterol fermentations, the two enzymes for the 

formation of the 9,10-secosteroid intermediate can be 
completely deactivated. In an HGMS2 mutant in which 
kstd211 and kshA395 genes are knocked out the yield 
of AD, ADD and HSA is completely abolished (Li et al., 
unpublished data). In perspective, the HGMS2 strain 
also provides a new model to generate ADD-, 9OH-
AD- and BA- producing strains for industrial applica-
tion via gene engineering. ADD, 9OH-AD and BA are 
also important starting materials for the synthesis of 
advanced steroid medicines. It has proved feasible to 
use engineered bacteria to produce ADD, 9OH-AD and 

a b c

d e f g

Fig. 10 Preparation of soluble KshA226, KshA395 and KshB122. a Group 5 enzymes can use either 4AD or ADD as substrates to form 9OH-AD or 
9OH-ADD, respectively, while 9OH-ADD can simultaneously be converted to HSA through a 9,10-secoreaction. b, c. Agarose gel images of products 
of the KshA226 and KshA395 genes amplified from the HGMS2 genome by PCR, respectively, indicating the expected sizes. M, molecular weight 
marker; arrows indicate expected PCR products. d Agarose gel image of the KshB122 gene amplified from the HGMS2 genome by PCR, indicating 
the expected size. M, DNA marker, which was run on the same gel; lanes 1–6, different PCRs with a gradient of annealing temperatures from 54 to 
66 °C with an interval of 2 °C. e–g Overexpression of KshA226, KshA395 and KshB122 was evaluated by SDS-PAGE
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BA using β-sitosterol [50–52]. However, the yields of 
these bacterial strains are still very low and lack indus-
trial applicability compared with mycobacterial trans-
formation of β-sitosterol to 4-AD.

Although we partially identified and characterized the 
set of genes with products that are involved in HGMS2 

phytosterol degradation, their regulation remains poorly 
understood. One of the next focuses should be on profil-
ing the genome-wide response on phytosterol in HGMS2 
grown with or without phytosterol, compared with other 
important steroid-producing strains.

a

c d e g

b f

Fig. 11 Assay of the substrate conversion catalyzed by KshA226 and KshA395 in combination with KshB122. a–c SDS-PAGE evaluation of purified 
KshA226, KshA395 and KshB122 fused with MBP. M, Molecular weight markers, which were run on the same gel. In a, sample 2 was run on a 
different gel simultaneously with the same electrophoresis conditions. In c, sample 2 was run on a different gel simultaneously. d TLC assay of the 
conversion of ADD to HSA catalyzed by KshA226 and KshA395, respectively, in combination with KshB122. Lanes 1 and 5, ADD standard; lanes 4 and 
8, HSA standard; lanes 2 and 6, the reaction mixtures catalyzed by KshA226/KshB122 and KshA395/KshB122, respectively, for 5 h; and lanes 3 and 
7, the reaction mixtures catalyzed by KshA226/KshB122 and KshA395/KshB122, respectively, for 20 h. e TLC evaluation of the conversion of 4-AD 
to 9OH-AD catalyzed by KshA226 or KshA395 in combination with KshB122 within 20 h. Lane 1, 4-AD standard; lane 4, 9OH-AD standard; lanes 2 
and 3, KshA226/KshB122 and KshA395/KshB122, respectively, for 5 h; f HPLC assay of the conversion of 4-AD to 9OH-AD catalyzed by KshA226 or 
KshA395 in combination with KshB122 for 40 h. The peaks for 4-AD and 9OH-AD were marked. g Enzyme-catalyzed conversion of 4-AD to 9OH-AD 
by KshA395 in combination with KshB122 for 40 h. Error bars indicate standard errors of the means of three repeat experiments



Page 18 of 19Wang et al. Microb Cell Fact          (2020) 19:187 

Supplementary information
Supplementary information accompanies this paper at https ://doi.
org/10.1186/s1293 4-020-01442 -w.

Additional file 1. Additional tables and figures.

Additional file 2: Table S3. Comparison of genomes between Mycobac-
terium neoaurum HGMS2 and M. neoaurum NRRL B-3805

Additional file 3: Figure S3. Mapping of Mycobacterium neoaurum 
HGMS2 pathways

Additional file 4: Table S6. Animal pathogen analysis against PHI

Additional file 5: Table S7. Animal pathogen analysis against VFDB

Additional file 6: Table S8. Animal pathogen analysis against ARDB

Abbreviations
4-AD: 4-Androstene-3,17-dione; ADD: 1,4-Androstene-3,17-dione; 9OH-AD: 
9-Hydroxyl-4-androstene-3,17-dione; BA: 21-Hydroxy-20-methylpregn-4-en-
3-one; BS: Bisulfite; Cho: Cholesterol oxidases; DCPIP: 2,6-Dichlorophenolin-
dophenol; HSA: 3-Hydroxy-9,10-secoandrost-1,3,5(10)-triene-9,17-dione; Ksh: 
3-Ketosteroid-9α-hydroxylase; KstD: 3-Ketosteroid-1,2-dehydrogenase; Mon: 
Monooxygenase; PMS: Phenazine methosulfate.

Acknowledgements
We thank Mr. Fangxin Lu for technical assistance.

Authors’ contributions
ZDS and YQH conceived the study. ZDS and FY designed, HWW, SKS, FP, XL, 
TC and YJH performed the experiments. HWW, SKS, XYC and FP contributed 
to the essential analysis tools. ZDS, FY and YH supervised the experimental 
work and data analysis. ZDS, YQH and YJH wrote the grant proposals and 
obtained funding. ZDS, SKS and XYC wrote the manuscript. All authors read 
and approved the final manuscript.

Funding
This work was partially supported by the Hubei Provincial Ministry of Technol-
ogy (ZDS, No: 2016ACA128), Natural Science Foundation of Hubei Province 
(Grant Number 2019CFB713) the Collaborative Grant-in-Aid of the Hubei 
University of Technology National "111" Center for Cellular Regulation and 
Molecular Pharmaceutics (Grant XBTK-2018001).

Strain and data availability
The M. neoaurum HGMS2 strain was deposited at China Center for Type 
Culture Collection (CCTCC NO: M2012522). This complete genome project was 
deposited in GenBank under accession number CP031414.1 and in BioProject 
under accession number PRJNA483955.

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 Key Laboratory of Industrial Fermentation (Ministry of Education), Hubei 
Key Laboratory of Industrial Microbiology, National “111” Center for Cellular 
Regulation and Molecular Pharmaceutics, Hubei University of Technology, 
Wuhan 430068, China. 2 Wuhan Amersino Biodevelop Inc., B1-Building, Biolake 
Park, Wuhan 430075, Hubei, China. 3 Hubei Goto Biotech Inc., No. 1 Baiguoshu 
Road, Shuidu Industrial Park, Danjiangkou 442700, Hubei, China. 

Received: 2 February 2020   Accepted: 25 September 2020

References
 1. Sultana N. Microbial biotransformation of bioactive and clinically useful 

steroids and some salient features of steroids and biotransformation. 
Steroids. 2018;136:76–92.

 2. Fernández-Cabezón L, Galán B, García JL. New insights on steroid bio-
technology. Front Microbiol. 2018;9:15.

 3. Donova MV, Egorova OV. Microbial steroid transformations: current state 
and prospects. Appl Microbiol Biotechnol. 2012;94:1423–47.

 4. Shtratnikova VY, Schelkunov MI, Pekov YA, Fokina VV, Logacheva MD, 
Sokolov SL, Bragin EY, Ashapkin VV, Donova MV. Complete genome 
sequence of steroid-transforming nocardioides simplex VKM Ac-2033D. 
Genome Announc. 2015;3:e01406–01414.

 5. Donova MV. Steroid bioconversions. Methods Mol Biol. 2017;1645:1–13.
 6. Malaviya A, Gomes J. Androstenedione production by biotransformation 

of phytosterols. Bioresour Technol. 2008;99:6725–37.
 7. Galán B, Uhía I, García-Fernández E, Martínez I, Bahíllo E, de la Fuente JL, 

Barredo JL, Fernández-Cabezón L, García JL. Mycobacterium smegmatis 
is a suitable cell factory for the production of steroidic synthons. Microb 
Biotechnol. 2017;10:138–50.

 8. Marsheck WJ, Kraychy S, Muir RD. Microbial degradation of sterols. Appl 
Microbiol. 1972;23:72–7.

 9. Wei W, Fan S, Wang F, Wei D. A new steroid-transforming strain of 
Mycobacterium neoaurum and cloning of 3-ketosteroid 9α-hydroxylase in 
NwIB-01. Appl Biochem Biotechnol. 2010;162:1446–56.

 10. Wei JH, Yin X, Welander PV. Sterol synthesis in diverse bacteria. Front 
Microbiol. 2016;7:19.

 11. Kreit J. Microbial catabolism of sterols: focus on the enzymes that trans-
form the sterol 3β-hydroxy-5-en into 3-keto-4-en. FEMS Microbiol Lett. 
https ://doi.org/10.1093/femsl e/fnx00 7.

 12. Kieslich K. Microbial side-chain degradation of sterols. J Basic Microbiol. 
1985;25:461–74.

 13. Bergstrand LH, Cardenas E, Holert J, Van Hamme JD, Mohn WW. Delinea-
tion of steroid-degrading microorganisms through comparative genomic 
analysis. MBio. 2016;7:e00166.

 14. Papaventsis D, Casali N, Kontsevaya I, Drobniewski F, Cirillo DM, 
Nikolayevskyy V. Whole genome sequencing of Mycobacterium tubercu-
losis for detection of drug resistance: a systematic review. Clin Microbiol 
Infect. 2017;23:61–8.

 15. Mohan A, Padiadpu J, Baloni P, Chandra N. Complete genome 
sequences of a Mycobacterium smegmatis laboratory strain (MC2 155) 
and isoniazid-resistant (4XR1/R2) mutant strains. Genome Announc. 
2015;3(1):e01520–14.

 16. Loraine JK, Smith MCM. Genetic techniques for manipulation of the phy-
tosterol biotransformation strain Mycobacterium neoaurum NRRL B-3805. 
Methods Mol Biol. 2017;1645:93–108.

 17. Rodriguez-Garcia A, Fernandez-Alegre E, Morales A, Sola-Landa A, 
Lorraine J, Macdonald S, Dovbnya D, Smith MC, Donova M, Barreiro 
C. Complete genome sequence of ’Mycobacterium neoaurum’ NRRL 
B-3805, an androstenedione (AD) producer for industrial biotransfor-
mation of sterols. J Biotechnol. 2016;224:64–5.

 18. Fujimoto Y, Chen CS, Szeleczky Z, Ditullio D, Sih CJ. Microbial degrada-
tion of the phytosterol side chain. I. Enzymic conversion of 3-oxo-24-
ethylcholest-4-en-26-oic acid into 3-oxochol-4-en-24-oic acid and 
androst-4-ene-3,17-dione. J. Am. Chem. Soc. 1982;104:4718–20.

 19. Bragin EY, Shtratnikova VY, Schelkunov MI, Dovbnya DV, Donova MV. 
Genome-wide response on phytosterol in 9-hydroxyandrostenedione-
producing strain of Mycobacterium sp. VKM Ac-1817D. BMC Biotechnol. 
2019;19:39–39.

 20. Owen RW, Mason AN, Bilton RF. The degradation of beta-sitosterol 
by Pseudomonas sp. NCIB 10590 under aerobic conditions. J Steroid 
Biochem. 1985;23:327–32.

 21. Shtratnikova VY, Schelkunov MI, Fokina VV, Pekov YA, Ivashina T, Donova 
MV. Genome-wide bioinformatics analysis of steroid metabolism-
associated genes in Nocardioides simplex VKM Ac-2033D. Curr Genet. 
2016;62:643–56.

https://doi.org/10.1186/s12934-020-01442-w
https://doi.org/10.1186/s12934-020-01442-w
https://doi.org/10.1093/femsle/fnx007


Page 19 of 19Wang et al. Microb Cell Fact          (2020) 19:187  

•
 
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: 

 22. Holert J, Cardenas E, Bergstrand LH, Zaikova E, Hahn AS, Hallam SJ, 
Mohn WW. Metagenomes reveal global distribution of bacterial steroid 
catabolism in natural, engineered, and host environments. mBio. 
2018;9:e02345–e12317.

 23. Xiong L-B, Liu H-H, Zhao M, Liu Y-J, Song L, Xie Z-Y, Xu Y-X, Wang F-Q, Wei 
D-Z. Enhancing the bioconversion of phytosterols to steroidal intermedi-
ates by the deficiency of kasB in the cell wall synthesis of Mycobacterium 
neoaurum. Microb Cell Fact. 2020;19:80.

 24. Xiong LB, Liu HH, Xu LQ, Sun WJ, Wang FQ, Wei DZ. Improving the 
production of 22-hydroxy-23,24-bisnorchol-4-ene-3-one from sterols in 
Mycobacterium neoaurum by increasing cell permeability and modifying 
multiple genes. Microb Cell Fact. 2017;16:89.

 25. Brzostek A, Sliwinski T, Rumijowska-Galewicz A, Korycka-Machala M, 
Dziadek J. Identification and targeted disruption of the gene encoding 
the main 3-ketosteroid dehydrogenase in Mycobacterium smegmatis. 
Microbiology. 2005;151:2393–402.

 26. Liu HH, Xu LQ, Yao K, Xiong LB, Tao XY, Liu M, Wang FQ, Wei DZ. Engi-
neered 3-ketosteroid 9alpha-hydroxylases in Mycobacterium neoaurum: 
an efficient platform for production of steroid drugs. Appl Environ Micro-
biol. 2018;84:e02777.

 27. Andor A, Jekkel A, Hopwood DA, Jeanplong F, Ilkőy É, Kónya A, Kurucz I, 
Ambrus G. Generation of useful insertionally blocked sterol degradation 
pathway mutants of fast-growing mycobacteria and cloning, characteri-
zation, and expression of the terminal oxygenase of the 3-ketosteroid 
9α-hydroxylase in Mycobacterium smegmatis  mc2155. Appl Environ Micro-
biol. 2006;72:6554–9.

 28. Kim SW, Cha SS, Cho HS, Kim JS, Ha NC, Cho MJ, Joo S, Kim KK, Choi KY, 
Oh BH. High-resolution crystal structures of delta5-3-ketosteroid isomer-
ase with and without a reaction intermediate analogue. Biochemistry. 
1997;36:14030–6.

 29. James ND, Spears MR, Sydes MR. Abiraterone in metastatic prostate 
cancer. N Engl J Med. 2017;377:1696–7.

 30. Bianchi VE, Locatelli V. Testosterone a key factor in gender related meta-
bolic syndrome. Obes Rev. 2018;19:557–75.

 31. Minorics R, Zupko I. Steroidal anticancer agents: an overview of estradiol-
related compounds. Anticancer Agents Med Chem. 2018;18(5):652–66.

 32. Susheelamma CJ, Pillai SM, Asha Nair S. Oestrogen, progesterone and 
stem cells: the discordant trio in endometriosis? Expert Rev Mol Med. 
2018;20:e2.

 33. Xu L-Q, Liu Y-J, Yao K, Liu H-H, Tao X-Y, Wang F-Q, Wei D. Unraveling and 
engineering the production of 23,24-bisnorcholenic steroids in sterol 
metabolism. Sci Rep. 2016;6:21928.

 34. Mutafova B, Mutafov S, Fernandes P, Berkov S. Microbial transformations 
of plant origin compounds as a step in preparation of highly valuable 
pharmaceuticals. J Drug Metab Toxicol. 2016;7:4.

 35. Delcher AL, Harmon D, Kasif S, White O, Salzberg SL. Improved microbial 
gene identification with GLIMMER. Nucleic Acids Res. 1999;27:4636–41.

 36. Kanehisa M, Sato Y. KEGG mapper for inferring cellular functions from 
protein sequences. Protein Sci. 2020;29:28–35.

 37. Mi H, Muruganujan A, Ebert D, Huang X, Thomas PD. PANTHER version 14: 
more genomes, a new PANTHER GO-slim and improvements in enrich-
ment analysis tools. Nucleic Acids Res. 2018;47:D419–D426426.

 38. Tatusov RL, Galperin MY, Natale DA, Koonin EV. The COG database: a tool 
for genome-scale analysis of protein functions and evolution. Nucleic 
Acids Res. 2000;28:33–6.

 39. Bradford MM. A rapid and sensitive method for the quantitation of micro-
gram quantities of protein utilizing the principle of protein-dye binding. 
Anal Biochem. 1976;72:248–54.

 40. El-Naggar NE-A, Deraz SF, Soliman HM, El-Deeb NM, El-Shweihy NM. 
Purification, characterization and amino acid content of cholesterol 
oxidase produced by Streptomyces aegyptia NEAE 102. BMC Microbiol. 
2017;17:76.

 41. Capyk JK, Kalscheuer R, Stewart GR, Liu J, Kwon H, Zhao R, Okamoto S, 
Jacobs WR, Eltis LD, Mohn WW. Mycobacterial cytochrome P450 125 
(Cyp125) catalyzes the terminal hydroxylation of C27 steroids. J Biol 
Chem. 2009;284:35534–42.

 42. Petrusma M, Dijkhuizen L, van der Geize R. Rhodococcus rhodochrous 
DSM 43269 3-ketosteroid 9α-hydroxylase, a two-component iron-sulfur-
containing monooxygenase with subtle steroid substrate specificity. Appl 
Environ Microbiol. 2009;75:5300–7.

 43. Ninet B, Monod M, Emler S, Pawlowski J, Metral C, Rohner P, Auckenthaler 
R, Hirschel B. Two different 16S rRNA genes in a mycobacterial strain. J 
Clin Microbiol. 1996;34:2531–6.

 44. Garcia-Fernandez E, Frank DJ, Galan B, Kells PM, Podust LM, Garcia JL, 
Ortiz de Montellano PR. A highly conserved mycobacterial cholesterol 
catabolic pathway. Environ Microbiol. 2013;15:2342–59.

 45. Chiang Y-R, Wei ST-S, Wang P-H, Wu P-H, Yu C-P. Microbial degradation 
of steroid sex hormones: implications for environmental and ecological 
studies. Microb Biotechnol. 2020;13:926–49.

 46. Toyama M, Yamashita M, Yoneda M, Zaborowski A, Nagato M, Ono H, 
Hirayama N, Murooka Y. Alteration of substrate specificity of cholesterol 
oxidase from Streptomyces sp. by site-directed mutagenesis. Protein Eng 
Design Select. 2002;15:477–83.

 47. Shao M, Zhang X, Rao Z, Xu M, Yang T, Li H, Xu Z. Enhanced production of 
androst-1,4-diene-3,17-dione by Mycobacterium neoaurum JC-12 using 
three-stage fermentation strategy. PLoS ONE. 2015;10:e0137658.

 48. Kim P-Y, Pollard DJ, Woodley JM. Substrate supply for effective biocataly-
sis. Biotechnol Prog. 2007;23:74–82.

 49. Zhang X, Liu Y, Li H, Su L, Zhou L, Peng J, Shen R, Zhang Y, Shi J, Xu Z. 
Microemulsion system for Colletotrichum lini ST-1 biotransformation 
of dehydroepiandrosterone to 7α,15α-diOH-DHEA. Biochem Eng J. 
2018;131:77–83.

 50. Li H, Wang X, Zhou L, Ma Y, Yuan W, Zhang X, Shi J, Xu Z. Enhancing 
expression of 3-ketosteroid-9α-hydroxylase oxygenase, an enzyme with 
broad substrate range and high hydroxylation ability, in Mycobacterium 
sp. LY-1. Appl Biochem Biotechnol. 2019;187:1238–54.

 51. He K, Sun H, Song H. Engineering phytosterol transport system in 
Mycobacterium sp. strain MS136 enhances production of 9α-hydroxy-4-
androstene-3,17-dione. Biotechnol Lett. 2018;40:673–8.

 52. Shao M, Sha Z, Zhang X, Rao Z, Xu M, Yang T, Xu Z, Yang S. Efficient 
androst-1,4-diene-3,17-dione production by co-expressing 3-ketosteroid-
Δ1-dehydrogenase and catalase in Bacillus subtilis. J Appl Microbiol. 
2017;122:119–28.

 53. Zhang R, Xu X, Cao H, Yuan C, Yuminaga Y, Zhao S, Shi J, Zhang B. Purifica-
tion, characterization, and application of a high activity 3-ketosteroid-
Delta(1)-dehydrogenase from Mycobacterium neoaurum DSM 1381. Appl 
Microbiol Biotechnol. 2019;103:6605–16.

 54. Petrusma M, Dijkhuizen L, van der Geize R. Structural features in the 
KshA terminal oxygenase protein that determine substrate preference of 
3-ketosteroid 9α-hydroxylase enzymes. J Bacteriol. 2012;194:115–21.

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


	Whole-genome and enzymatic analyses of an androstenedione-producing Mycobacterium strain with residual phytosterol-degrading pathways
	Abstract 
	Introduction
	Materials and methods
	Materials
	Isolation of microorganisms capable of degrading β-sitosterol
	Cell growth of Mycobacterium strains and extraction of fermentation metabolites
	Genome analysis of the HGMS2 strain
	Molecular cloning of predicted key genes
	Protein expression and purification
	Enzyme-catalyzed reaction and product extraction
	TLC analysis
	HPLC analysis
	Cholesterol oxidase activity assay
	Monooxygenase activity assay
	3-Ketosteroid-1,2-dehydrogenase activity assay
	3-Ketosteroid-9a-hydroxylase activity assay

	Results
	Identification of Mycobacterium strains
	Comparative genomics of Mycobacterium sp. HGMS2
	Prediction of the phytosterol catabolic pathway in Mycobacterium sp. HGMS2
	Enzymatic characterization of cholesterol oxidases in group 1
	Enzymatic characterization of monooxygenase in group 2
	Enzymatic characterization of 3-ketosteroid-1,2- dehydrogenase in group 4
	Enzymatic characterization of 3-ketosteroid-9α-hydroxylase in group 5

	Conclusion and discussion
	Acknowledgements
	References




