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Abstract 

Background:  Integration of synthetic metabolic pathways to catabolically diverse chassis provides new opportuni-
ties for sustainable production. One attractive scenario is the use of abundant waste material to produce a readily 
collectable product, which can reduce the production costs. Towards that end, we established a cellular platform for 
the production of semivolatile medium-chain α-olefins from lignin-derived molecules: we constructed 1-undecene 
synthesis pathway in Acinetobacter baylyi ADP1 using ferulate, a lignin-derived model compound, as the sole carbon 
source for both cell growth and product synthesis.

Results:  In order to overcome the toxicity of ferulate, we first applied adaptive laboratory evolution to A. baylyi ADP1, 
resulting in a highly ferulate-tolerant strain. The adapted strain exhibited robust growth in 100 mM ferulate while 
the growth of the wild type strain was completely inhibited. Next, we expressed two heterologous enzymes in the 
wild type strain to confer 1-undecene production from glucose: a fatty acid decarboxylase UndA from Pseudomonas 
putida, and a thioesterase ‘TesA from Escherichia coli. Finally, we constructed the 1-undecene synthesis pathway in the 
ferulate-tolerant strain. The engineered cells were able to produce biomass and 1-undecene solely from ferulate, and 
excreted the product directly to the culture headspace.

Conclusions:  In this study, we employed a bacterium Acinetobacter baylyi ADP1 to integrate a natural aromatics 
degrading pathway to a synthetic production route, allowing the upgradation of lignin derived molecules to value-
added products. We developed a highly ferulate-tolerant strain and established the biosynthesis of an industrially 
relevant chemical, 1-undecene, solely from the lignin-derived model compound. This study reports the production 
of alkenes from lignin derived molecules for the first time and demonstrates the potential of lignin as a sustainable 
resource in the bio-based synthesis of valuable products.
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Background
The concerns of energy security and environmental issues 
are driving the development of sustainable and environ-
ment-friendly processes for the production of chemi-
cals and fuels. To that end, lignocellulose biorefining 
has gained substantial attention as a solution to mitigate 
the dependence on petroleum-based industry [1]. Lig-
nocellulose is the most abundant biopolymer on Earth, 
holding huge potential as the feedstock for sustainable 

bioproduction. However, efficient use of lignocellulose is 
somewhat hindered as lignin, a major component of lig-
nocellulose, is underutilized due to its recalcitrance and 
inherent heterogeneity. Along with the development of 
second generation biorefineries, an increasing amount 
of lignin will be generated as a by-product [2]. In addi-
tion, pulp and paper industry produce large quantities of 
lignin-rich waste as a by-product [2, 3]. Thus, it is of high 
priority to develop technologies for lignin valorization 
with respect to economic efficiency and environmental 
sustainability.

Open Access

Microbial Cell Factories

*Correspondence:  jin.luo@tuni.fi 
Faculty of Engineering and Natural Sciences, Tampere University, PO 
Box 527, Tampere FI‑33014, Finland

http://orcid.org/0000-0001-6126-9394
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s12934-019-1097-x&domain=pdf


Page 2 of 13Luo et al. Microb Cell Fact           (2019) 18:48 

To boost the value of lignin, strategies have been devel-
oped for lignin depolymerization and subsequent val-
orization [4]. However, lignin depolymerization yields 
heterogeneous and recalcitrant aromatic molecules, 
which complicates the downstream processing. Never-
theless, some microorganisms have evolved the path-
ways for aromatic catabolism [5–7], which provides the 
opportunity to convert these lignin-derived molecules 
(LDMs) into different specialized end-products. Aci-
netobacter baylyi ADP1 is one of the microorganisms 
that has been reported being able to catabolize various 
LDMs and even directly depolymerize lignin [8, 9]. A 
“funneling pathway” is employed by A. baylyi ADP1 to 
convert various aromatic molecules into central inter-
mediates, such as protocatechuate and catechol [6, 10, 
11]. The central intermediates are further catabolized 
through β-ketoadipate pathway, resulting in ring-opened 
compounds that will be directed to central metabolism. 
Moreover, A. baylyi ADP1 is readily genetically engineer-
able due to its natural transformability and recombina-
tion ability [12] and has been shown to produce a variety 
of industrially relevant compounds, such as wax esters, 
long chain alkanes and triacylglycerol, by native and non-
native pathways [13–16]. Thus, A. baylyi ADP1 could be 
a potential candidate for lignin valorization.

LDMs are known to be toxic to microorganisms [17–
19], which also hinders their use as substrates. In order 
to develop a tolerant strain, adaptive laboratory evolu-
tion (ALE) can be employed. In ALE, microorganisms are 
successively cultivated under rationally designed selec-
tion pressure, e.g. elevated concentrations of inhibitors 
[20]. The approach can lead to the strain with beneficial 
changes allowing them to adapt to the stressful condition. 
ALE has been successfully applied on various microor-
ganisms to improve their tolerance against inhibitory 
compounds [19, 21, 22].

Bio-based production of hydrocarbons, such as 
alkanes and alkenes, is of great interest due to their 
use as advanced “drop-in” biofuels and various fine 
chemicals [23–26]. In nature, some organisms have 
been found to possess the pathways for the synthesis of 
medium-chain (C8–C12) or long-chain (> C12) hydro-
carbons [23, 27]. Particularly, medium-chain α-olefins, 
such as 1-undecene (C11), are attractive molecules for 
their broad use in detergents, plasticizers and mono-
mers for elastomers [23]. In addition, the molecules can 
accumulate extracellularly and are semivolatile, which 
allows them to be collected directly from the culture 
vessel without cell harvesting and/or product extrac-
tion, significantly reducing the costs and labour of 
downstream processing.

Diversion of the natural fatty acid metabolism in 
microorganisms through a synthetic pathway provides 

the mean for 1-undecene production (Fig. 1). Recently, 
a gene undA originated from Pseudomonas has been 
discovered to be responsible for 1-undecene (C11) bio-
synthesis [28]. UndA is an oxygen-activating, nonheme 
iron (II)-dependent decarboxylase that converts free 
fatty acids (FFAs) with chain lengths from 10 to 14 to 
the corresponding terminal alkenes. Thus, the availabil-
ity of free fatty acids is essential for alkene production. 
Overproduction of free fatty acids can be potentially 
realized by expression a cytoplasmic thioesterase that 
hydrolyzes fatty acyl-ACP (acyl carrier protein), the 
product of fatty acid synthesis pathway, into free fatty 
acids. An Escherichia coli thioesterase, ‘TesA (a lead-
erless version of TesA that is targeted in cytosol), has 
been widely studied and established in free fatty acid 
overproduction [24, 29]. Other possible alkene syn-
thesis pathways include polyketide synthase pathway 
and head-to-head hydrocarbon synthesis pathway, in 
which multiple enzymes and reactions are involved [30, 
31]. In comparison, the one-step decarboxylation of 
FFAs catalyzed by UndA is simpler and highly specific 
for the production of 1-undecene [32]. Medium chain 
1-alkenes have been heterologously synthesized by tra-
ditional microbial platforms such as E. coli and Saccha-
romyces cerevisiae [28, 33, 34]. However, none of these 
microorganisms are able to utilize aromatic compounds 
as substrates for bioproduction. Integration of synthetic 
pathways to a natural aromatic catabolizing microor-
ganism provides an alternative way for the upgrading of 
abundantly available LDMs.

In this study, we employed A. baylyi ADP1 for the 
production of 1-undecene from a lignin-derived model 
compound, ferulate. We applied ALE to improve the 
tolerance of A. baylyi ADP1 against ferulate and intro-
duced the one-step fatty acid decarboxylation pathway 
in the resulting strain. Finally, we established a syn-
thetic pathway for the direct conversion of LDMs to 
1-undecene (Fig.  1). We demonstrate the potential of 
catabolically diverse bacteria for the synthesis of indus-
trially relevant compounds from an abundant and sus-
tainable substrate.

Results and discussion
Adaptation of A. baylyi ADP1 to high concentration 
of ferulate
In this study, ferulate was used as the model compound of 
LDMs. Ferulic acid is an important building block during 
lignin biosynthesis [35]. Its salt form, ferulate, is one of 
the major LDMs that can be obtained from alkaline pre-
treated lignin [36, 37]. In addition, ferulate is the model 
compound representing the guaiacyl unit of lignin, which 
accounts for more than 90% of the total lignin struc-
ture units of softwood [4]. The degradation of ferulate 
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by Acinetobacter has been previously described [10, 38]. 
Ferulate is metabolized through vanillate to the central 
intermediate, protocatechuate. Although A. baylyi ADP1 
can utilize ferulate as a sole carbon source, it was found 
out here that the growth rate is reduced or completely 
inhibited at concentrations above 80 mM (Fig. 2a), which 
might set limitations to bioprocessing. The mechanism of 
the inhibition caused by ferulate has not been character-
ized in detail, but a general mechanism of the inhibition 
caused by phenolic compounds is thought to be related 
to their hydrophobicity [17, 39]; phenolic compounds can 
target cell membranes and interact with lipids and mem-
brane-embedded proteins, breaking the integrity of the 
membranes. In order to allow the use of LDMs as a sub-
strate for both cell growth and product synthesis, it is a 
prerequisite to overcome the toxicity of these compounds 
to host cells. To this end, ALE was employed here for A. 
baylyi ADP1 to improve the tolerance and growth on 
ferulate. Two populations, from the same parental strain, 

were concurrently evolved in mineral salts medium 
containing ferulate as the sole carbon source. The evo-
lution was performed for 2  months, corresponding to 
362 and 374 generations for population 1 and popula-
tion 2, respectively. The initial concentration of ferulate 
was 45  mM and gradually increased to 125  mM by the 
end of the evolution. After the evolution, three isolates 
from each of the two evolved populations were taken for 
growth comparison. The isolates from the same popula-
tion showed similar growth profile. The isolates from 
population 1 showed better and more consistent growth 
in ferulate than those from population 2. One of the iso-
lates from population 1, designated as adapted ADP1, 
was selected for further comparison with wild type ADP1 
(parental strain). In adapted ADP1, colony morphology 
did not change based on the observation on agar plates. 
In addition, the natural transformability was maintained 
after the ALE.

Fig. 1  A schematic representation of medium-chain alkene production from ferulate (a) and glucose (b) by A. baylyi ADP1. In A. baylyi ADP1, genes 
hcaC and vanA,B encode for coenzyme A ligase and vanillate demethylation machinery respectively, responsible for conversion of ferulate to 
protocatechuate. Protocatechuate is further converted to the central metabolite, acetyl-CoA (coenzyme A), via β-ketoadipate pathway. Acetyl-CoA 
is also the precursor of fatty acid synthesis. Genes ‘tesA and undA, encoding for thioesterase and decarboxylase, respectively, are heterologously 
expressed in A. baylyi ADP1 for 1-undecene production. 1-Undecene is a semivolatile hydrocarbon, which can be directly collected from the culture 
headspace
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Comparison of growth between wild type and adapted 
ADP1
To compare the growth between the wild type and 
adapted ADP1 when ferulate was used a sole carbon 
source, both strains were precultivated in mineral salts 
medium supplemented with 15 mM ferulate, after which 
cells were transferred to fresh mediums supplemented 
with different concentrations of ferulate. Generally, 
adapted ADP1 showed improved growth compared to 
the wild-type strain (Fig.  2a). Increase of ferulate con-
centration from 15 mM to 100 mM negatively influenced 
the growths of both adapted and wild type ADP1, but the 
influence was much smaller on the growth of adapted 
ADP1 than that of the wild type strain. Wild type ADP1 

showed poor growth in 80 mM ferulate and the growth 
was completely inhibited when ferulate concentration 
was 100  mM. In contrast, adapted ADP1 still exhibited 
prominent growth in 100  mM ferulate (Fig.  2a). In low 
ferulate concentration (15 mM – 60 mM) at which both 
strains could grow well, adapted ADP1 also exhibited 
faster growth and reached higher optical density (OD) 
than the wild type strain (Additional file 1: Figure S2).

In the aromatic catabolizing pathway of ADP1, feru-
late is first converted into vanillate [10]. Thus, the growth 
comparison was also performed using vanillate (15 mM, 
45  mM, 75  mM and 100  mM) as a sole carbon source. 
Similarly, adapted ADP1 showed advantage over wild 
type in terms of growth on vanillate (Fig. 2b); Wild type 

Fig. 2  The growth of adapted and wild-type ADP1 on ferulate (a) and vanillate (b). Adapted and wild type ADP1 were cultured in mineral salts 
medium supplemented with different concentrations of ferulate and vanillate as sole carbon sources. The mean values and error bars (representing 
the standard deviations) from three parallel cultures are shown
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showed slightly slower growth and lower final OD than 
the adapted ADP1 already in 15 mM vanillate (Additional 
file  1: Figure S3). As the concentration was increased, 
the growth of wild type ADP1 was inhibited to a larger 
extent. A two-phase growth was observed in the wild 
type strain when vanillate concentration was more than 
45  mM (Fig.  2b). In comparison, adapted ADP1 exhib-
ited similar growth profile as when grown on ferulate. 
Interestingly, adapted ADP1 did not show significantly 
improved tolerance against p-coumarate, another LDM 
that is also catabolized by ADP1 via β-ketoadipate path-
way (data not shown). Due to the prominent growth of 
adapted ADP1 in concentration as high as 100  mM, 
further cultivations were performed with ferulate and 
vanillate concentrations ranging from 120  mM to 
180 mM. Impressively, adapted ADP1 still grew robustly 
in 180 mM ferulate (Additional file 1: Figure S4 A). The 
growth on vanillate was inhibited to a large degree when 
the concentration was higher than 160  mM (Additional 
file 1: Figure S4 B).

As a result of ALE, the growth from both ferulate and 
vanillate was significantly improved. The adapted strain 
showed not only robust growth in high ferulate or vanil-
late concentration while the growth of wild type was 
completely inhibited, but also more prominent growth 
than wild type in low ferulate concentrations.

In a previous study, the genes involved in the tolerance 
towards coumaric acid, another lignin-derived phenolic 
compound, were identified in Pseudomonas putida [40]. 
Most of the identified genes were related to membrane 
stability, transport system, and membrane proteins while 
the genes involved in the degradation of the compounds 
only play minor roles in the tolerance [40]. Those iden-
tified genes seem to be more related to global stress 
handling. Here, it seems that the improved tolerance is 
resulted from a different mechanism, since the adapted 
strain shows improved tolerance specific to ferulate and 
vanillate but not to coumarate. The additional methoxyl 
group on the benzene ring of ferulate and vanillate might 
play an important role in the mechanism. In addition, the 
two-phase growth observed in the wild type strain grown 
on higher vanillate concentration (45  mM–100  mM) 
might indicate some regulations in the vanillate catabo-
lism. It was reported in A. baylyi ADP1 that the down-
stream metabolite protocatechuate can repress vanA,B 
operon which is responsible for its generation from vanil-
late, and the repressive effect is increased as protocate-
chuate concentration increases [41]. It might be possible 
that high vanillate concentration caused protocatechuate 
accumulation, leading to repression of vanillate catabo-
lism, which resulted in a two-phase growth. The two-
phase growth was not observed in adapted ADP1, 
indicating that, in addition to the improved tolerance, 

changes related to the regulation of aromatic catabo-
lism might also occur during the evolution. The correla-
tions between the improved phenotype and the genotype 
remain to be investigated in future.

Constructing the synthesis pathway for 1‑undecene 
production
Alkenes represent industrially relevant platform chemi-
cals used in a broad range of applications and products. 
Interestingly, the short and medium chain molecules 
are semivolatile, potentially allowing straight-forward 
collection and continuous production processes. For 
example, in a continuous cultivation in bioreactor, the 
volatile 1-undecene could be continuously removed by 
gas stripping and collected using solvents at the gas out-
let. The significance of direct product collection increases 
when industrial heterogeneous streams with varying 
composition are used as the feedstock. As a proof-of-
concept, our aim was to demonstrate the production of 
volatile 1-undecene from ferulate without downstream 
processing.

1-Alkenes have been previously produced in traditional 
microbial cell factories, such as E. coli and S. cerevisiae, 
using either rich medium or minimal medium contain-
ing glucose [28, 33, 42, 43]. Chen et al. expressed another 
decarboxylase OleT in S. cerevisiae and increased the 
production of total intracellular alkenes 67.4-fold to 
3.7 mg/l by combinatorial metabolic engineering strate-
gies and process optimization [42]. Liu et  al. expressed 
OleT in FFAs overproducing E. coli and obtained 
97.6  mg/l of total intra- and extracellular alkenes [43]. 
However, due to the wide substrate spectrum of OleT 
(C12 to C20), mixtures of alkenes were produced, long 
chain alkenes (C15 to C19) being the dominant prod-
ucts [42, 43]. Compared to OleT, UndA has a narrower 
substrate spectrum towards medium chain length fatty 
acids. UndA has a hydrophobic substrate-binding pocket 
extending from the surface of the enzyme to the center 
[28]. The depth of the pocket limits the chain length of 
the substrates that can be accepted, rendering UndA 
preferable to medium chain fatty acids (C10 to C14) [28]. 
Rui et al. overexpressed a UndA homolog in E. coli and 
obtained 6  mg/l extracellular 1-undecene production 
[28]. UndB, a membrane-bound desaturase-like enzyme, 
was later found to be the most efficient among UndA 
and OleT for converting lauric acid (C12) to 1-undecene 
[33]. However, UndB accepts free fatty acids ranging 
from C6 to C18 as substrates [33]. Co-expression of an 
UndB homolog and UcFatB2, a C12-specific thioesterase 
for lauric acid synthesis, conferred specific 1-undecene 
production with a titer of ∼ 55 mg/l in E. coli [33]. How-
ever, given that UndB is a membrane-bound enzyme, its 
expression might have a negative effect on cell growth 
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[34]. Due to the substrate preference and cytosolic (and 
thus potentially less toxic) nature of UndA, it was chosen 
here for the establishment of the alkene synthesis path-
way in A. baylyi ADP1.

To confer 1-undecene production, undA and ‘tesA were 
heterologously expressed in A. baylyi ADP1. The thi-
oesterase ‘TesA is responsible for the conversion of acyl-
ACPs to free fatty acids, which are the precursors for 
alkene synthesis. Although ‘TesA prefers C14 acyl-ACPs 
as the substrate, it accepts acyl-ACPs with chain lengths 
ranging from 8 to 18 [29]. We therefore hypothesized 
that the expression of ‘TesA might benefit the synthesis 
of 1-undecene by increasing the pool of its precursor. For 
the tunable expression, a cyclohexanone-inducible pro-
moter ChnR/PchnB originally isolated from A. johnsonii 
was used [44]. The expression system has been previously 
characterized in E. coli and P. putida [45]. For testing the 
functionality of the expression system in A. baylyi, a plas-
mid pBAV1C-chn-GFP was constructed. Induction fac-
tor of 52 was obtained for 1 mM cyclohexanone after 3 h 
of induction, indicating strong expression and high sig-
nal/noise ratio.

To allow sufficiently controlled expression, plasmid 
pBAV1C-chn was constructed and used as the vector for 
the expression of undA and ‘tesA. Three different plas-
mids were constructed expressing either UndA, ‘TesA, 
or both UndA and ‘TesA: pBAV1C-chn-undA, pBAV1C-
chn-‘tesA, and pBAV1C-chn-‘tesA-undA (Additional 
file 1: Figure S1). A. baylyi ADP1 was then transformed 
with pBAV1C-chn (empty plasmid control) and the three 
expression plasmids, designated as ADP1-empty plasmid, 
ADP1 UndA, ADP1 ‘tesA, and ADP1 ‘tesA-undA.

To select the optimal construct, we compared the 
production of 1-undecene between with the different 
plasmids, using glucose as the carbon source. The trans-
formants were first cultivated in aerobic condition and 
induced when the OD reached 1. After 1 h of induction, 
the cells were transferred to sealed vials and incubated 
overnight. Although incubation in sealed vials contain-
ing limited oxygen negatively influence the cell growth, it 
allows the accumulation of alkenes in the culture head-
space. The production of 1-undecene was directly meas-
ured from the headspace of the cultivation vials using 
solid phase micro-extraction (SPME)–gas chromatog-
raphy mass spectrometry (GCMS), as described by Rui 
et  al. [28]. The production of 1-undecene by different 
strains is shown in Fig.  3. ADP1-empty plasmid (con-
trol) produced traces of 1-undecene (4.46 ± 0.07  µg/l), 
indicating the existence of natural 1-undecene synthesis 
mechanism in ADP1. Either native or non-native alkene 
synthesis in A. baylyi has not been reported before, but 
UndA homologs have been found in Acinetobacter spp. 
[28], potentially explaining the natural alkene synthesis in 

ADP1. The production was greatly increased by express-
ing UndA alone in ADP1 (418 ± 24  µg/l, 93-fold more 
than the control strain), indicating the availability of 
FFAs (C12) in ADP1 for 1-undecene synthesis. Because 
free fatty acids with chain lengths from 10 to 14 typi-
cally serve as the substrates for the synthesis of corre-
sponding 1-alkenes by UndA, fatty acyl-CoA and fatty 
acyl-ACPs are unlikely to be converted by UndA [28]. 
In microorganisms, the product of fatty acid biosynthe-
sis is fatty acyl-ACP. In A. baylyi ADP1, the carbon chain 
of fatty acyl-ACPs can be elongated up to 18 carbons 
[14]. The availability of FFAs (C12) can be explained by 
the existence of a natural intracellular thioesterase in 
ADP1, which can produce FFAs (C6 to C18) from acyl-
ACPs [46]. On the contrary, expressing ‘TesA alone did 
not have a great influence on 1-undecene production 
(5.06 ± 0.33  µg/l). The aforementioned results indicate 
that, in wild type A. baylyi ADP1, FFAs decarboxylation 
is the limiting step for 1-undecene production. ADP1 
‘tesA-undA had the highest production (694 ± 76  µg/l), 
being 1.7 fold higher than with ADP1 undA, indicating 
that ‘TesA participated in the conversion of acyl-ACPs to 
FFAs of suitable chain length, providing more substrates 
for UndA. However, balancing the expression levels of 
‘TesA and UndA could further enhance the production of 
1-undecene. In addition to 1-undecene, 1-tridecene was 
also detected when both ‘TesA and UndA were expressed 
(Additional file  1: Figure S6), which is reasonable as 

Fig. 3  Production of 1-undecene from glucose by A. baylyi ADP1 with 
different constructs. In the histogram, from the left to the right are 
1-undecene productions with ADP1- empty plasmid (pBAV1C- chn as 
control), ADP1 UndA, ADP1 ‘tesA, and ADP1 ‘tesA-undA. The mean 
values and error bars from two parallel cultures are shown
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UndA also accepts C14 fatty acid, the precursor of 1-tri-
decene, as substrate [28]. The concentration of 1-tri-
decene was much lower than that of 1-undecene (data 
not shown), indicating high specificity of UndA towards 
1-undecene synthesis. At the end of the cultivation, 
ADP1 with empty plasmid and ADP1 undA reached the 
OD of more than 2 while the other strains had the OD 
approximately 1.5 (Additional file 1: Figure S5).

Compared to the previous study [28], in which UndA 
was used for 1-undecene production, the titer obtained 
here was lower. This might be due to the difference of 
metabolism between E. coli and A. baylyi. In the afore-
mentioned study, E. coli was first cultivated under aero-
bic condition, followed by cultivation in a sealed vial for 
1-undecene accumulation [28]. Since E. coli is faculta-
tive anaerobic, its growth will continue after the oxygen 
is depleted. Here, A. baylyi, an obligate aerobe, was used, 
and the growth would stop once the oxygen in the sealed 
vial was depleted. In addition, as the goal was to demon-
strate the direct production and collection of 1-undecene 
without downstream processing, only the alkenes that 
were secreted by the cells were analyzed. In order to 
improve the production, the culture set-up should be 
further developed and optimized; in the current system, 
the cell growth and consequently 1-undecene produc-
tion rapidly cease due to the oxygen limitation in sealed 
vials. For example, cultivations in a bioreactor enabling 
continuous culture and product recovery would likely 
significantly improve the productivity. In addition, the 
current 1-undecene synthesis pathway was not opti-
mized. Employing molecular level strategies, such as 
increasing the availability of FFAs and co-factors, selec-
tion of more efficient enzymes specific to medium-chain 
length substrate, blocking of competing pathways and 
balancing the enzyme activities could further improve 
the production [32, 42, 47].

1‑Undecene production from ferulate with adapted ADP1
It  was demonstrated that the highest 1-undecene pro-
duction was obtained with pBAV1C-chn-‘tesA-undA 
among the constructed plasmids. Thus, adapted ADP1 
was transformed with the construct and designated as 
adapted ADP1 ‘tesA-undA. For 1-undecene production, 
both adapted ADP1 ‘tesA-undA and ADP1 ‘tesA-undA 
were precultivated in mineral salts medium supple-
mented with 5  mM ferulate, followed by batch cultiva-
tions in 110 mM ferulate. During the cultivation, biomass 
and ferulate concentration were monitored. The detec-
tion of 1-undecene was carried out by SPME-GCMS.

As expected, adapted ADP1 ‘tesA-undA showed dis-
tinct advantage over ADP1 ‘tesA-undA when cultivated 
in approximately 110 mM ferulate (Fig. 4a). ADP1 ‘tesA-
undA showed almost no growth or ferulate consumption 

during the cultivation, the final OD being 0.21. On the 
contrary, adapted ADP1 ‘tesA-undA showed efficient 
growth in approximately 110  mM ferulate; the OD was 
3.6 at the time of induction, and 5.5 after the following 
4.5 h of incubation with the inducer. At this time-point, 
approximately 58  mM ferulate was consumed. Consid-
ering that cultivation in aerobic condition for longer 
time until all ferulate was consumed may cause loss of 
1-undecene due to its volatility, the cultures were imme-
diately transferred to sealed vials for 1-undecene col-
lection. During the incubation sealed vials, due to the 
oxygen limitation, the OD did not change greatly and 
only a small amount of additional ferulate was consumed. 
At the end of incubation, 72 ± 7.5  µg/l (with a yield of 
7.2 ± 0.96 µg/g ferulic acid) 1-undecene was produced by 
adapted ADP1 ‘tesA-undA while no 1-undecene was pro-
duced by ADP1 ‘tesA-undA (Fig. 4b). The yield was cal-
culated based on the overall ferulate consumption during 
the whole cultivation, but the production of 1-undecene 
was induced when the OD was already high and con-
siderable amount of ferulate had been consumed at that 
point. Cultivation with ferulate as substrate is highly 
oxygen-consuming, because extra oxygen is needed for 
the cleavage of aromatic ring for subsequent catabolism 
[7]. Thus, most of the 1-undencene might be produced 
during the 4.5 h of induction in the flask but not during 
the incubation with sealed vials in which there was lim-
ited amount of oxygen. Here, adapted ADP1 ‘tesA-undA 
was able to produce 1-undecene when cultivated in high 
concentration of ferulate. In addition, all the required 
energy and carbon for both generating the catalyst (bio-
mass) and the production of 1-undecene was obtained 
from ferulate, emphasizing the potential of the used cell 
platform. Nevertheless, there is still a huge potential to 
improve the titer and yield by both metabolic engineer-
ing strategies and culture set-up optimization.

Although lignin has a great potential as a substrate 
for bio-based production, one practical problem with 
its utilization is that the typically employed produc-
tion hosts cannot degrade and further metabolize the 
aromatic compounds that are the constituents of lignin 
[48]. Furthermore, the aromatic compounds are strong 
growth inhibitors [17]. The current study showed the 
advantage of A. baylyi ADP1 as a novel bacterial pro-
duction platform for lignin valorization due to its abil-
ity of aromatic compound utilization, adaptability, and 
the possibility to funnel the intermediates to products 
of interest. However, to realize the upgrading of lignin, 
many factors should be considered. For example, effi-
cient substrate conversion is the key factor for high 
productivity. Technologies for lignin depolymerization, 
such as alkaline pretreatment of lignin, yield low molec-
ular weight LDMs which can serve as the substrates for 
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microbial conversion [4]. However, considering that 
lignin depolymerization gives rise to a highly hetero-
geneous mixture of different acids and phenolic com-
pounds, it is necessary to evaluate the utilization of 
mixed LDMs and even real depolymerization prod-
ucts. It has been reported that the catabolism of aro-
matic compounds via β-ketoadipate pathway is affected 
by different regulatory mechanisms, such as catabolite 
repression, cross regulation and vertical regulation 
[10, 41]. In order to allow efficient utilization of mixed 
substrates, further engineering should be employed to 
reduce the regulatory repression, e.g., by deletion of 
regulatory elements [37]. In addition, improvement of 
the tolerance against mixed LDMs is also crucial for 
obtaining high substrate conversion rate.

Conclusions
In this study, our aim was to demonstrate the potential 
of lignin-derived molecules as substrates for the bio-
production of industrially relevant compounds. To that 
end, we established the production of α-olefins (namely 
1-undecene) by a synthetic pathway in A. baylyi ADP1 
using ferulate, a model compound for lignin monomer, 
as the sole carbon source. The growth of A. baylyi ADP1 
from ferulate was significantly improved by ALE, which 

allowed the use of high (110  mM) ferulate concentra-
tion for the production. As a proof-of-concept, we show 
for the first time that ferulate alone can support both 
the biomass production and the synthesis of non-native 
long-chain hydrocarbon product resulting from a multi-
step pathway. Our study emphasizes the importance of 
host selection, and promotes the use of A. baylyi ADP1 as 
a potential chassis for lignin valorization.

Methods
Strains
Escherichia coli XL1-Blue (Stratagene, USA) was used 
for plasmid construction and amplification. Wild type 
A. baylyi ADP1 (DSM 24193) was used as the paren-
tal strain in ALE to develop adapted ADP1. Wild 
type A. baylyi ADP1 was transformed with plasmid 
pBAV1C-chn, pBAV1C-chn-undA, pBAV1C-chn-
‘tesA, pBAV1C-chn-undA-‘tesA and pBAV1C-chn-
‘tesA-undA, designated as ADP1 empty plasmid, ADP1 
undA, ADP1 ‘tesA, ADP1 undA-‘tesA and ADP1 ‘tesA-
undA, respectively. ADP1 empty plasmid was used 
as control. The adapted ADP1 was transformed with 
pBAV1C-chn-‘tesA-undA and designated as adapted 
ADP1 ‘tesA-undA.

Fig. 4  Growth and 1-undecene production by ADP1 ‘tesA-undA and adapted ADP1 ‘tesA-undA from ferulate. a The biomasses (OD) and ferulate 
concentrations of adapted ADP1 ‘tesA-undA and ADP1 ‘tesA-undA. The strains were cultivated in mineral salts medium supplemented with 110 mM 
ferulate. The cells were induced after 17 h of incubation in aerated flasks, and thereafter incubated in sealed vials for 20 h. The values of the last 
sampling point are the mean values from two parallel cultures and the error bars represent the standard deviations (the error bars are not visible in 
the figure). b 1-Undecene production using ferulate as the sole carbon source. The samples for 1-undecene measurement were directly collected 
from the culture headspace. The mean values and error bars from two parallel cultures are shown
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Media
Modified LB medium (10  g/l tryptone, 5  g/l yeast 
extract, 1  g/l NaCl) was used for plasmid construc-
tion and transformation of wild type A. baylyi ADP1. 
The medium was supplemented with 1% glucose as car-
bon source and 25 μg/ml chloramphenicol as antibiotic 
when needed. For solid medium, 15 g/l agar was added.

Minimal salts medium (MA/9) was used for the cul-
tivation of plasmid selection. The composition was 
as follow:Na2HPO4 4.40  g/l, KH2PO4 3.40  g/l, NH4Cl 
1.00  g/l, nitrilotriacetic acid 0.008  g/l, NaCl 1.00  g/l, 
MgSO4 240.70 mg/l, CaCl2 11.10 mg/l, FeCl3 0.50 mg/l. 
The medium was supplemented with 0.2% casein amino 
acid, 5% glucose and 25  μg/ml chloramphenicol when 
indicated.

Mineral salts medium as described by Hartmans 
et al. [49] was used for the ALE cultivation, the growth 
comparison in ferulate (wild type ADP1 vs. adapted 
ADP1), the transformation of adapted ADP1 and the 
cultivation of 1-undecene production from ferulate. 
This medium was applied in the experiments related 
to adapted ADP1 to maintain its evolved properties, as 
the strain was adapted with the medium. The composi-
tion was shown as follow: K2HPO4 3.88  g/l, NaH2PO4 
1.63  g/l, (NH4)2SO4 2.00  g/l, MgCl2.6H2O 0.1  g/l, 
Ethylenediaminetetraacetic acid (EDTA) 10  mg/l, 
ZnSO4.7H2O 2 mg/l, CaCl2.2H2O, 1 mg/l, FeSO4.7H2O 
5  mg/l, Na2MoO4.2H2O 0.2  mg/l, CuSO4.5H2O 
0.2  mg/l, CoCl2.6H2O 0.4  mg/l, MnCl2.2H2O·1  mg/l. 
This medium was supplemented with different concen-
trations of ferulate (15–125 mM for ALE, 15–180 mM 
for growth comparison, 100 mM for the transformation 
of adapted ADP1 and 110 mM for 1-undecene produc-
tion). The medium was also supplemented with differ-
ent concentrations of vanillate (15  mM to 180  mM) 
for growth comparison. To prepare the stock solution 
(200  mM) of ferulate, proper amount of ferulic acid 
(Sigma-Aldrich) was added to deionized water, after 
which equimolar amount or slight excess of NaOH was 
slowly added while stirring until ferulic acid was com-
pletely dissolved. Vanillate stock solution was prepared 
in the same way. For solid medium, 15  g/l agar was 
added. Chloramphenicol (25  μg/ml) was added when 
needed.

Adaptive laboratory evolution
The ferulate-tolerant strains were evolved by a short-
term serial passage in mineral salts medium supple-
mented with ferulate as sole carbon source. Wild type 
A. baylyi ADP1 was first cultivated on solid mineral salts 
medium containing 15  mM ferulate. Single colony was 
selected and precultivated in Erlenmeyer flask (100  ml) 

containing 10  ml medium supplemented with 45  mM 
ferulate at 30  °C, 300  rpm. When reaching log phase, 
the cells were cryopreserved as parental strain and the 
culture was passaged to two Erlenmeyer flasks (100 ml) 
containing 10 ml of the same medium as in the precul-
tivation. The resulted two populations were evolved 
in parallel. The concentration of ferulate was initially 
45 mM and gradually increased during the evolution to 
maintain the selection pressure. Cells were passaged to 
fresh medium before entering into stationary phase to 
avoid unwanted mutation. Before each passage, the OD 
of the culture was measured. The amount of inoculum 
was adjusted daily to make the initial OD of each cultiva-
tion between 0.03 and 0.1. The cells were cryopreserved 
at − 80 °C every two passages. The evolution went on for 
2  months and more than 61 transfers were performed, 
corresponding to more than 350 generations. After the 
evolution, single colonies from both populations were 
screened out on plates. The strain with the best growth in 
ferulate, designated as adapted ADP1, was further com-
pared with wild type ADP1 (the parental strain).

Comparison of growth between wild type and adapted 
ADP1
Wild type and adapted ADP1 were precultivated in 5 ml 
mineral salts medium supplemented with 15  mM feru-
late at 30 °C and 300 rpm. After 24 h, the cells from both 
precultures were transferred to 96-well plate containing 
200 μl mineral salts medium supplemented with different 
concentrations of ferulate (15  mM to 180  mM) respec-
tively. Each cultivation was performed in triplicate. The 
cells were then incubated in Spark multimode microplate 
reader (Tecan, Switzerland) at 30 °C for 72 h. Shaking was 
performed for 5 min twice an hour with a frequency of 
54  rpm. The optical density (OD) at 600 nm was meas-
ured every hour.

Wild type and adapted ADP1 were also compared 
regarding the growth in vanillate, the metabolite derived 
from ferulate in the aromatic catabolizing pathway. The 
same processes as above were used for the comparison 
but vanillate was used instead of ferulate.

Plasmid construction and transformation
Plasmid construction was carried out using E. coli XL-1 
Blue as host. The reagents for PCR, digestion and liga-
tion were provided by Thermo Scientific (USA) and used 
according to provider’s instruction. The primers used in 
this study are listed in Table 1.

The plasmid pBAV1C-chnR/pChnB designated as 
pBAV1C-chn was constructed as follows. First, the plas-
mid pBAV1C-T5-GFP, which was constructed by San-
tala et al. [50], was amplified with the primers ab151 and 
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ab152 to remove internal NdeI-site from the plasmid 
backbone. The PCR product was self-ligated and trans-
formed to E. coli XL1-Blue strain. The obtained plasmid 
was named as pBAV1C-T5-GFP. Then, the fragment 
containing the regulator chnR and its cognate promoter 
pChnB was amplified from plasmid pSCM [a kind gift 
from Standard European Vector Architecture database 
(Spain)] [45], using primers ab155 and ab156. To obtain 
pBAV1C-chn, the amplified fragment was cloned to the 
pBAV1Cd plasmid backbone according to the BioBrick 
assembly standard 10 using EcoRI and PstI sites.

For the initial characterization of cyclohexanone-
inducible promoter system (ChnR/PchnB) in A. baylyi 
ADP1, a plasmid pBAV1C-chn-GFP was constructed as 
follows. The gene fragment encoding monomeric and 
superfolder green fluorescent protein variant (GFP) was 
PCR amplified from the pSCM plasmid using BioBrick 
suffix and prefix primers, GFP fwd and GFP rev. The frag-
ment was BioBrick-cloned to pBAV1C-chn plasmid to 
obtain pBAV1C-chn-GFP plasmid which was then trans-
formed into E. coli XL-1 Blue. Verified pBAV1C-chn-GFP 
construct was transformed into A. baylyi ADP1 by natu-
ral transformation; Briefly, ADP1 was streaked on LA 
plate (containing 1% glucose). The cells were incubated at 
30 °C overnight. On the second day, 0.5 μl of plasmid was 
dropped on the top of a single colony and the cells were 
incubated for another day. On the third day, the enlarged 

single colony were picked up and mixed with 50–100 μl 
LB medium. The mixture was spread onto LA plate (con-
taining 1% glucose and 25  μg/ml chloramphenicol) and 
incubated at 30 °C until colonies appeared.

The gene undA was amplified with primer vs15_2 44 
and vs15_1 68 using the genomic DNA of Pseudomonas 
putida KT2440 as template. The fragment was cloned 
to pBAV1C-chn with BioBrick assembly standard using 
restriction sites XbaI/SpeI and PstI. The resulting con-
struct was designated as pBAV1C-chn -undA. The gene 
‘tesA was amplified with tl15 and tl16 from the genome 
of E. coli MG1655 and cloned to pBAV1C-chn, resulting 
in pBAV1C-chn-‘tesA. The construct pBAV1C-chn-undA 
was further digested with SpeI and PstI and ligated with 
the previously digested undA, resulting in the construct 
pBAV1C-chn-‘tesA-undA. The former two plasmids con-
tain only undA or ‘tesA respectively. The latter plasmid 
contains both ‘tesA and undA.

The transformation of E. coli was carried out using 
electroporation and the transformants was screened on 
LA plates containing 25 μg/ml chloramphenicol. A. bay-
lyi ADP1 was transformed with the three constructed 
plasmids and the empty pBAV1C-chn. The adapted 
ADP1 was transformed with pBAV1C-chn-‘tesA-undA. 
The transformation was carried out as described by 
Metzgar et al. [12], with an exception that mineral salts 
medium containing 100  mM ferulate was used as the 
medium for the transformation. The constructs were ver-
ified by restriction analysis.

Cultivation
For testing the functionality of (ChnR/PchnB), ADP1 car-
rying pBAV1C-chn-GFP plasmid was cultivated in mini-
mal salts medium containing 1% glucose, 0.2% casein 
amino acid and 25 μg/ml chloramphenicol at 30  °C and 
300  rpm. When the OD at wavelength 600  nm reached 
0.5–1, 1  mM cyclohexanone was added in the culture. 
Cultivation without the addition of cyclohexanone was 
used as reference. The cultivation was performed in 
duplicate. Samples were taken for OD and fluorescence 
measurement after 3  h of cultivation. For fluorescence 
measurement, appropriate dilution was made to ensure 
that samples contained the same amount of biomass. 
Fluorescence measurement was performed with Spark 
multimode microplate reader (Tecan, Switzerland) with 
wavelengths 485 nm (excitation) and 510 nm (emission) 
and the signal was proportioned to that of the non-
induced cells.

The cultivation for plasmid selection was carried out 
with the three constructed strains, ADP1 undA, ADP1 
‘tesA, and ADP1 ‘tesA-undA. ADP1 containing empty 
plasmid was used as control. Cultivation was performed 
in duplicate. Cells were precultivated in 5 ml LB medium 

Table 1  List of primers used in this study

Name Description Oligo sequence (5–3′)

ab156 chnR/pChnB, PstI GTT​TCT​TCC​TGC​AGC​GGC​CGC​TAC​TAG​
TAG​ATT​ACG​ACA​TGT​GAA​TTT​ATT​CAA​
AAT​CTG​C

ab155 chnR/pChnB, EcoRI GTT​TCT​TCG​AAT​TCG​CGG​CCG​CTT​CTA​
GAG​TCT​AGG​GCG​GCG​GAT​TTG​TCC​

ab152 pBAV1C rev. TCA​TGA​ATC​AAA​GGA​CGC​TATTG​

ab151 pBAV1C for. GTC​AAA​TAT​TCA​TAA​GAA​CCT​TTG​ATA​
TAA​TC

GFP fwd GFP TGG​AAT​TCG​CGG​CCG​CTT​CTA​GAG​AAA​
GAG​GAG​AAA​TAC​TAG​ATG​CGT​AAA​GGT​
GAA​GAA​CTG​TTC​AC

GFP rev GFP TAA​TAC​TGC​AGT​TAA​GCT​ACT​AAA​GCG​
TAG​TTT​TCG​TCG​TTT​GCA​GCA​GGC​CTT​
TTG​TAG​AGT​TCA​TCC​ATG​CCGTG​

vs15_2 44 undA, PstI TAA​TCT​GCA​GCG​GCC​GCT​ACT​AGT​ATT​
ATC​AGC​CCG​CAG​CCA​AC

vs15_1 68 undA, XbaI TAA​TGA​ATT​CGC​GGC​CGC​TTC​TAG​AGA​
AAG​AGG​AGA​AAT​ACT​AGA​TGA​TTG​ACG​
CAT​TTG​TTC​GTA​TC

tl15 ‘tesA, XbaI TGG​AAT​TCG​CGG​CCG​CTT​CTA​GAG​AAA​
GAG​GAG​AAA​TAC​TAG​ATG​GCG​GAC​
ACG​TTA​TTG​ATT​CTG​GG

tl16 ‘tesA, PstI GTT​TCT​TCC​TGC​AGC​GGC​CGC​TAC​TAG​
TAT​TAT​TAT​GAG​TCA​TGA​TTT​ACT​AAA​
GGC​TGC​
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containing 0.4% glucose and 25  μg/ml chlorampheni-
col. After overnight cultivation, cells were transferred to 
6 ml MA/9 medium containing 5% glucose, 0.2% casein 
amino acid and 25  μg/ml chloramphenicol and culti-
vated at 30 °C and 300 rpm. Initial OD was made to 0.05. 
Cells were induced with 1 mM cyclohexanone after 5 h 
of cultivation (OD around 1). After 1 h of induction, 5 ml 
culture was transferred to sealed headspace 20  ml vials 
(Agilent Technology, Germany) containing a stir bar and 
incubated at 25 °C and 300 rpm overnight.

The cultivation for 1-undecene production from feru-
late was carried out with ADP1 ‘tesA-undA and adapted 
ADP1 ‘tesA-undA. Cells were precultivated in min-
eral salts medium containing 5 mM ferulate and 25 μg/
ml chloramphenicol at 30  °C and 300  rpm. The chlo-
ramphenicol used in the cultivation was prepared with 
water to ensure that ferulate is the only carbon source 
and energy source. ADP1 ‘tesA-undA was precultivated 
for 48 h while adapted strain was precultivated for 24 h. 
After precultivation, cells were transferred to 110  ml 
flasks supplemented with 12  ml mineral salts medium 
containing 110 mM ferulate and 25 μg/ml chlorampheni-
col. The initial OD was 0.05. Cells were induced after 17 h 
of cultivation with 1  mM cyclohexanone. After 4.5  h of 
induction, 10  ml culture was taken from each flask and 
evenly distributed to two sealed headspace 20  ml vials 
containing stir bars (each vial contains 5 ml culture). The 
cells were then incubated at 25 °C and 300 rpm for 20 h.

Analysis methods
The consumption of carbon sources was analyzed with 
high performance liquid chromatography. The sam-
ples were collected from the cultures and centrifuged at 
20,000g for 5 min. The supernatant was taken and filtered 
with syringe filters (CHROMAFIL® PET, PET-45/25, 
Macherey–Nagel, Germany). The filtered supernatant 
was diluted with sterile deionized pure water. The meas-
urement of ferulate concentration was performed with 
Agilent Technology 1100 Series HPLC (UV/VIS system) 
equipped with G1313A auto sampler, G1322A degas-
ser, G1311A pump and G1315A DAD. Rezex RFQ-Fast 
Acid H+ (8%) (Phenomenex) was used as the column and 
placed at 80  °C. Sulfuric acid (0.005 N) was used as the 
eluent with a pumping rate of 1 ml/min.

The detection of 1-undecene was performed with 
SPME-GCMS described by Rui et  al. [28]. Briefly, after 
cultivation, the sealed headspace vials were placed in alu-
minum block at 25 °C. At the same time, the culture was 
stirred with a magnetic stirrer. An SPME fiber (df 30 μm, 
needle size 24 ga, polydimethylsioxane, Supelco, Sigma-
Aldrich) was injected into the vials and held for 12.5 min 
for absorption. GC–MS analysis was performed with 
Agilent 6890  N GC system with 5975B inert XL MSD. 

The analytes were desorbed from the fiber in a splitless 
injector at 250 °C for 75 s and developed with helium as 
carrier gas with a flow rate of 1 ml/min. Temperature gra-
dient was applied: 50 °C for 3 min, temperature ramped 
to 130 °C with a rate of 10 °C/min, then ramped to 300 °C 
with a rate of 30 °C/min, 300 °C for 5 min. The concentra-
tion of the extracellular 1-undecene from the culture was 
calculated based on standard curve. For the preparation 
of gas chromatography standard, 1-undecene was mixed 
with MA/9 medium in the headspace 20 ml vials and the 
total volume was 5 ml. The range of the standard concen-
tration was from 10 µg/l to 1000 µg/l. The measurement 
for the standard was performed with the same method 
mentioned above. The standard curve was made by plot-
ting the peak area from each concentration as a function 
of the concentration of each standard.

Additional file

Additional file 1. Additional figures.

Abbreviations
LDMs: lignin-derived molecules; ALE: adaptive laboratory evolution; FFAs: free 
fatty acids; CoA: coenzyme A; OD: optical density; ACP: acyl carrier protein; 
SPME: solid phase micro-extraction; GCMS: gas chromatography mass 
spectrometry.

Authors’ contributions
JL, TL, SS, and VS designed the study. JL carried out the microbiological and 
molecular work. JL, TL, and EE conducted the 1-alkene analyses. VS and SS 
supervised the study. All authors participated in writing the manuscript. All 
authors read and approved the final manuscript.

Acknowledgements
Not applicable.

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

Availability of data and materials
The datasets used and analyzed during the current study are available from 
the corresponding author on reasonable request.

Consent for publication
Not applicable.

Ethics approval and consent to participate
Not applicable.

Funding
The research work was supported by Academy of Finland (Grants Nos. 286450, 
310135, 310188, and 311986).

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

Received: 10 December 2018   Accepted: 28 February 2019

https://doi.org/10.1186/s12934-019-1097-x


Page 12 of 13Luo et al. Microb Cell Fact           (2019) 18:48 

References
	1.	 Ragauskas AJ. The Path Forward for Biofuels and Biomaterials. Science 

(80-). 2006;311:484–9. http://www.scien​cemag​.org/cgi/doi/10.1126/scien​
ce.11147​36.

	2.	 Ragauskas AJ, Beckham GT, Biddy MJ, Chandra R, Chen F, Davis MF, et al. 
Lignin valorization: improving lignin processing in the biorefinery. Sci-
ence (80-). 2014;344:1246843–1246843. http://www.scien​cemag​.org/cgi/
doi/10.1126/scien​ce.12468​43.

	3.	 Rinaldi R, Jastrzebski R, Clough MT, Ralph J, Kennema M, Bruijnincx PCA, 
et al. Paving the way for lignin valorisation: recent advances in bioengi-
neering, biorefining and catalysis. Angew Chemie Int Ed. 2016;55:8164–
215. http://doi.wiley​.com/10.1002/anie.20151​0351.

	4.	 Abdelaziz OY, Brink DP, Prothmann J, Ravi K, Sun M, García-Hidalgo J, et al. 
Biological valorization of low molecular weight lignin. Biotechnol Adv. 
2016;34:1318–46. http://linki​nghub​.elsev​ier.com/retri​eve/pii/S0734​97501​
63012​88.

	5.	 Linger JG, Vardon DR, Guarnieri MT, Karp EM, Hunsinger GB, Franden MA, 
et al. Lignin valorization through integrated biological funneling and 
chemical catalysis. Proc Natl Acad Sci. 2014: 12013–8. http://www.pnas.
org/cgi/doi/10.1073/pnas.14106​57111​.

	6.	 Harwood CS, Parales RE. The β-ketoadipate pathway and the biology of 
self-identity. Annu Rev Microbiol. 1996;50:553–90. http://www.annua​lrevi​
ews.org/doi/10.1146/annur​ev.micro​.50.1.553.

	7.	 Fuchs G, Boll M, Heider J. Microbial degradation of aromatic com-
pounds—from one strategy to four. Nat Rev Microbiol. 2011;9:803–16. 
http://www.natur​e.com/artic​les/nrmic​ro265​2.

	8.	 Salvachúa D, Karp EM, Nimlos CT, Vardon DR, Beckham GT. Towards lignin 
consolidated bioprocessing: simultaneous lignin depolymerization and 
product generation by bacteria. Green Chem. 2015;17:4951–67. http://
xlink​.rsc.org/?DOI=C5GC0​1165E​.

	9.	 Salmela M, Sanmark H, Efimova E, Efimov A, Hytönen VP, Lamminmäki 
U, et al. Molecular tools for selective recovery and detection of lignin-
derived molecules. Green Chem. 2018;20:2829–39. http://xlink​.rsc.
org/?DOI=C8GC0​0490K​.

	10.	 Fischer R, Bleichrodt FS, Gerischer UC. Aromatic degradative pathways in 
Acinetobacter baylyi underlie carbon catabolite repression. Microbiology. 
2008;154:3095–103.

	11.	 Tumen-Velasquez M, Johnson CW, Ahmed A, Dominick G, Fulk EM, 
Khanna P, et al. Accelerating pathway evolution by increasing the gene 
dosage of chromosomal segments. Proc Natl Acad Sci. 2018;115:7105–10. 
http://www.pnas.org/looku​p/doi/10.1073/pnas.18037​45115​.

	12.	 Metzgar D. Acinetobacter sp. ADP1: an ideal model organism for genetic 
analysis and genome engineering. Nucleic Acids Res. 2004;32:5780–90. 
https​://acade​mic.oup.com/nar/artic​le-looku​p/doi/10.1093/nar/gkh88​1.

	13.	 Santala S, Efimova E, Kivinen V, Larjo A, Aho T, Karp M, et al. Improved 
triacylglycerol production in acinetobacter baylyi adp1 by metabolic 
engineering. Microb Cell Fact. 2011;10:36. http://micro​bialc​ellfa​ctori​
es.biome​dcent​ral.com/artic​les/10.1186/1475-2859-10-36.

	14.	 Santala S, Efimova E, Koskinen P, Karp MT, Santala V. Rewiring the wax 
ester production pathway of Acinetobacter baylyi ADP1. ACS Synth Biol. 
2014;3:145–51. http://pubs.acs.org/doi/10.1021/sb400​0788.

	15.	 Lehtinen T, Santala V, Santala S. Twin-layer biosensor for real-time moni-
toring of alkane metabolism. FEMS Microbiol Lett. 2017;364:1–7. https​://
acade​mic.oup.com/femsl​e/artic​le/doi/10.1093/femsl​e/fnx05​3/30633​26.

	16.	 Lehtinen T, Virtanen H, Santala S, Santala V. Production of alkanes from 
CO2 by engineered bacteria. Biotechnol Biofuels. 2018;11:228. https​://
biote​chnol​ogyfo​rbiof​uels.biome​dcent​ral.com/artic​les/10.1186/s1306​
8-018-1229-2.

	17.	 Mills TY, Sandoval NR, Gill RT. Cellulosic hydrolysate toxicity and 
tolerance mechanisms in Escherichia coli. Biotechnol Biofuels. 
2009;2:26. http://biote​chnol​ogyfo​rbiof​uels.biome​dcent​ral.com/artic​
les/10.1186/1754-6834-2-26.

	18.	 Ibraheem O, Ndimba BK. molecular adaptation mechanisms employed 
by ethanologenic bacteria in response to lignocellulose-derived inhibi-
tory compounds. Int J Biol Sci. 2013;9:598–612. http://www.ijbs.com/
v09p0​598.htm.

	19.	 Cerisy T, Souterre T, Torres-Romero I, Boutard M, Dubois I, Patrouix J, et al. 
Evolution of a biomass-fermenting bacterium to resist lignin phenolics. 
Kelly RM, ed. Appl Environ Microbiol. 2017;83:1–13. http://aem.asm.org/
looku​p/doi/10.1128/AEM.00289​-17.

	20.	 Dragosits M, Mattanovich D. Adaptive laboratory evolution—principles 
and applications for biotechnology. Microb Cell Fact. 2013;12:64. http://
www.ncbi.nlm.nih.gov/pubme​d/23815​749.

	21.	 Atsumi S, Wu TY, MacHado IMP, Huang WC, Chen PY, Pellegrini M, et al. 
Evolution, genomic analysis, and reconstruction of isobutanol tolerance 
in Escherichia coli. Mol Syst Biol. 2010;6:1–11. https​://doi.org/10.1038/
msb.2010.98.

	22.	 Almario MP, Reyes LH, Kao KC. Evolutionary engineering of Saccharo-
myces cerevisiae for enhanced tolerance to hydrolysates of lignocel-
lulosic biomass. Biotechnol Bioeng. 2013;110:2616–23. http://doi.wiley​
.com/10.1002/bit.24938​.

	23.	 Sarria S, Kruyer NS, Peralta-Yahya P. Microbial synthesis of medium-chain 
chemicals from renewables. Nat Biotechnol. 2017;35:1158–66. http://
www.natur​e.com/doifi​nder/10.1038/nbt.4022.

	24.	 Choi YJ, Lee SY. Microbial production of short-chain alkanes. Nature. 
2013;502:571–4. https​://doi.org/10.1038/natur​e1253​6.

	25.	 Lee J-W, Niraula NP, Trinh CT. Harnessing a P450 fatty acid decarboxylase 
from Macrococcus caseolyticus for microbial biosynthesis of odd chain 
terminal alkenes. Metab Eng Commun. 2018; 7: e00076. https​://linki​
nghub​.elsev​ier.com/retri​eve/pii/S2214​03011​83002​70.

	26.	 Zhou YJ, Kerkhoven EJ, Nielsen J. Barriers and opportunities in bio-based 
production of hydrocarbons. Nat Energy. 2018; http://www.natur​e.com/
artic​les/s4156​0-018-0197-x.

	27.	 Schirmer A, Rude MA, Li X, Popova E, del Cardayre SB. Microbial Bio-
synthesis of Alkanes. Science (80-). 2010;329:559–62. http://www.scien​
cemag​.org/cgi/doi/10.1126/scien​ce.11879​36.

	28.	 Rui Z, Li X, Zhu X, Liu J, Domigan B, Barr I, et al. Microbial biosynthesis 
of medium-chain 1-alkenes by a nonheme iron oxidase. Proc Natl Acad 
Sci. 2014;111:18237–42. http://www.pnas.org/looku​p/doi/10.1073/
pnas.14197​01112​.

	29.	 Steen EJ, Kang Y, Bokinsky G, Hu Z, Schirmer A, McClure A, et al. Microbial 
production of fatty-acid-derived fuels and chemicals from plant biomass. 
Nature. 2010;463:559–62. https​://doi.org/10.1038/natur​e0872​1.

	30.	 Liu Q, Wu K, Cheng Y, Lu L, Xiao E, Zhang Y, et al. Engineering an itera-
tive polyketide pathway in Escherichia coli results in single-form alkene 
and alkane overproduction. Metab Eng. 2015;28:82–90. https​://doi.
org/10.1016/j.ymben​.2014.12.004.

	31.	 Beller HR, Goh E-B, Keasling JD. genes involved in long-chain alkene bio-
synthesis in Micrococcus luteus. Appl Environ Microbiol. 2010;76:1212–23. 
http://aem.asm.org/cgi/doi/10.1128/AEM.02312​-09.

	32.	 Kang M-K, Nielsen J. Biobased production of alkanes and alkenes through 
metabolic engineering of microorganisms. J Ind Microbiol Biotechnol. 
2017;44:613–22. http://link.sprin​ger.com/10.1007/s1029​5-016-1814-y.

	33.	 Rui Z, Harris NC, Zhu X, Huang W, Zhang W. Discovery of a family of desat-
urase-like enzymes for 1-alkene biosynthesis. ACS Catal. 2015;5:7091–4. 
http://pubs.acs.org/doi/10.1021/acsca​tal.5b018​42.

	34.	 Zhu Z, Zhou YJ, Kang MK, Krivoruchko A, Buijs NA, Nielsen J. Enabling the 
synthesis of medium chain alkanes and 1-alkenes in yeast. Metab Eng. 
2017;44:81–8.

	35.	 Zhao Z, Moghadasian MH. Chemistry, natural sources, dietary intake 
and pharmacokinetic properties of ferulic acid: a review. Food Chem. 
2008;109:691–702. http://linki​nghub​.elsev​ier.com/retri​eve/pii/S0308​
81460​80022​64.

	36.	 de Menezes FF, Rencoret J, Nakanishi SC, Nascimento VM, Silva VFN, 
Gutiérrez A, et al. Alkaline pretreatment severity leads to different 
lignin applications in sugar cane biorefineries. ACS Sustain Chem Eng. 
2017;5:5702–12. http://pubs.acs.org/doi/10.1021/acssu​schem​eng.7b002​
65.

	37.	 Vardon DR, Franden MA, Johnson CW, Karp EM, Guarnieri MT, Linger JG, 
et al. Adipic acid production from lignin. Energy Environ Sci. 2015;8:617–
28. http://xlink​.rsc.org/?DOI=C4EE0​3230F​.

	38.	 Segura A, Bünz PV, D’Argenio DA, Ornston LN. Genetic analysis of a 
chromosomal region containing vanA and vanB, genes required for con-
version of either ferulate or vanillate to protocatechuate in Acinetobacter. 
J Bacteriol. 1999;181:3494–504.

	39.	 Fitzgerald DJ, Stratford M, Gasson MJ, Ueckert J, Bos A, Narbad A. Mode 
of antimicrobial action of vanillin against Escherichia coli, Lactobacillus 
plantarum and Listeria innocua. J Appl Microbiol. 2004;97:104–13. http://
doi.wiley​.com/10.1111/j.1365-2672.2004.02275​.x.

	40.	 Calero P, Jensen SI, Bojanovič K, Lennen RM, Koza A, Nielsen AT. Genome-
wide identification of tolerance mechanisms toward p-coumaric acid 

http://www.sciencemag.org/cgi/doi/10.1126/science.1114736
http://www.sciencemag.org/cgi/doi/10.1126/science.1114736
http://www.sciencemag.org/cgi/doi/10.1126/science.1246843
http://www.sciencemag.org/cgi/doi/10.1126/science.1246843
http://doi.wiley.com/10.1002/anie.201510351
http://linkinghub.elsevier.com/retrieve/pii/S0734975016301288
http://linkinghub.elsevier.com/retrieve/pii/S0734975016301288
http://www.pnas.org/cgi/doi/10.1073/pnas.1410657111
http://www.pnas.org/cgi/doi/10.1073/pnas.1410657111
http://www.annualreviews.org/doi/10.1146/annurev.micro.50.1.553
http://www.annualreviews.org/doi/10.1146/annurev.micro.50.1.553
http://www.nature.com/articles/nrmicro2652
http://xlink.rsc.org/?DOI=C5GC01165E
http://xlink.rsc.org/?DOI=C5GC01165E
http://xlink.rsc.org/?DOI=C8GC00490K
http://xlink.rsc.org/?DOI=C8GC00490K
http://www.pnas.org/lookup/doi/10.1073/pnas.1803745115
https://academic.oup.com/nar/article-lookup/doi/10.1093/nar/gkh881
http://microbialcellfactories.biomedcentral.com/articles/10.1186/1475-2859-10-36
http://microbialcellfactories.biomedcentral.com/articles/10.1186/1475-2859-10-36
http://pubs.acs.org/doi/10.1021/sb4000788
https://academic.oup.com/femsle/article/doi/10.1093/femsle/fnx053/3063326
https://academic.oup.com/femsle/article/doi/10.1093/femsle/fnx053/3063326
https://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/s13068-018-1229-2
https://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/s13068-018-1229-2
https://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/s13068-018-1229-2
http://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/1754-6834-2-26
http://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/1754-6834-2-26
http://www.ijbs.com/v09p0598.htm
http://www.ijbs.com/v09p0598.htm
http://aem.asm.org/lookup/doi/10.1128/AEM.00289-17
http://aem.asm.org/lookup/doi/10.1128/AEM.00289-17
http://www.ncbi.nlm.nih.gov/pubmed/23815749
http://www.ncbi.nlm.nih.gov/pubmed/23815749
https://doi.org/10.1038/msb.2010.98
https://doi.org/10.1038/msb.2010.98
http://doi.wiley.com/10.1002/bit.24938
http://doi.wiley.com/10.1002/bit.24938
http://www.nature.com/doifinder/10.1038/nbt.4022
http://www.nature.com/doifinder/10.1038/nbt.4022
https://doi.org/10.1038/nature12536
https://linkinghub.elsevier.com/retrieve/pii/S2214030118300270
https://linkinghub.elsevier.com/retrieve/pii/S2214030118300270
http://www.nature.com/articles/s41560-018-0197-x
http://www.nature.com/articles/s41560-018-0197-x
http://www.sciencemag.org/cgi/doi/10.1126/science.1187936
http://www.sciencemag.org/cgi/doi/10.1126/science.1187936
http://www.pnas.org/lookup/doi/10.1073/pnas.1419701112
http://www.pnas.org/lookup/doi/10.1073/pnas.1419701112
https://doi.org/10.1038/nature08721
https://doi.org/10.1016/j.ymben.2014.12.004
https://doi.org/10.1016/j.ymben.2014.12.004
http://aem.asm.org/cgi/doi/10.1128/AEM.02312-09
http://link.springer.com/10.1007/s10295-016-1814-y
http://pubs.acs.org/doi/10.1021/acscatal.5b01842
http://linkinghub.elsevier.com/retrieve/pii/S0308814608002264
http://linkinghub.elsevier.com/retrieve/pii/S0308814608002264
http://pubs.acs.org/doi/10.1021/acssuschemeng.7b00265
http://pubs.acs.org/doi/10.1021/acssuschemeng.7b00265
http://xlink.rsc.org/?DOI=C4EE03230F
http://doi.wiley.com/10.1111/j.1365-2672.2004.02275.x
http://doi.wiley.com/10.1111/j.1365-2672.2004.02275.x


Page 13 of 13Luo et al. Microb Cell Fact           (2019) 18:48 

•
 
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: 

in Pseudomonas putida. Biotechnol Bioeng. 2018;115:762–74. http://doi.
wiley​.com/10.1002/bit.26495​.

	41.	 Bleichrodt FS, Fischer R, Gerischer UC. The -ketoadipate pathway of 
Acinetobacter baylyi undergoes carbon catabolite repression, cross-
regulation and vertical regulation, and is affected by Crc. Microbiology. 
2010;156:1313–22. http://mic.micro​biolo​gyres​earch​.org/conte​nt/journ​al/
micro​/10.1099/mic.0.03742​4-0.

	42.	 Chen B, Lee DY, Chang MW. Combinatorial metabolic engineering of 
Saccharomyces cerevisiae for terminal alkene production. Metab Eng. 
2015;31:53–61. https​://doi.org/10.1016/j.ymben​.2015.06.009.

	43.	 Liu Y, Wang C, Yan J, Zhang W, Guan W, Lu X, et al. Hydrogen peroxide-
independent production of α-alkenes by OleTJE P450 fatty acid decar-
boxylase. Biotechnol Biofuels. 2014;7:28. http://biote​chnol​ogyfo​rbiof​uels.
biome​dcent​ral.com/artic​les/10.1186/1754-6834-7-28.

	44.	 Steigedal M, Valla S. The Acinetobacter sp. chnB promoter together with 
its cognate positive regulator ChnR is an attractive new candidate for 
metabolic engineering applications in bacteria. Metab Eng. 2008;10:121–
9. http://linki​nghub​.elsev​ier.com/retri​eve/pii/S1096​71760​70004​81.

	45.	 Benedetti I, Nikel PI, de Lorenzo V. Data on the standardization of a 
cyclohexanone-responsive expression system for Gram-negative 

bacteria. Data Br. 2016;6:738–44. http://linki​nghub​.elsev​ier.com/retri​eve/
pii/S2352​34091​60002​87.

	46.	 Zheng Y, Li L, Liu Q, Yang J, Cao Y, Jiang X, et al. Boosting the free fatty 
acid synthesis of Escherichia coli by expression of a cytosolic Acinetobacter 
baylyi thioesterase. Biotechnol Biofuels. 2012;5:76. http://biote​chnol​ogyfo​
rbiof​uels.biome​dcent​ral.com/artic​les/10.1186/1754-6834-5-76.

	47.	 Peralta-Yahya PP, Zhang F, del Cardayre SB, Keasling JD. Microbial engi-
neering for the production of advanced biofuels. Nature. 2012;488:320–8. 
http://www.natur​e.com/artic​les/natur​e1147​8.

	48.	 Beckham GT, Johnson CW, Karp EM, Salvachúa D, Vardon DR. Opportuni-
ties and challenges in biological lignin valorization. Curr Opin Biotechnol. 
2016;42:40–53. http://linki​nghub​.elsev​ier.com/retri​eve/pii/S0958​16691​
63005​20.

	49.	 Hartmans S, Smits JP, van der Werf MJ, Volkering F, de Bont JA. Metabo-
lism of styrene oxide and 2-phenylethanol in the styrene-degrading 
xanthobacter strain 124X. Appl Environ Microbiol. 1989;55:2850–5.

	50.	 Santala S, Karp M, Santala V. Rationally engineered synthetic coculture for 
improved biomass and product formation. PLoS ONE. 2014;9: e113786. 
http://dx.plos.org/10.1371/journ​al.pone.01137​86.

http://doi.wiley.com/10.1002/bit.26495
http://doi.wiley.com/10.1002/bit.26495
http://mic.microbiologyresearch.org/content/journal/micro/10.1099/mic.0.037424-0
http://mic.microbiologyresearch.org/content/journal/micro/10.1099/mic.0.037424-0
https://doi.org/10.1016/j.ymben.2015.06.009
http://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/1754-6834-7-28
http://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/1754-6834-7-28
http://linkinghub.elsevier.com/retrieve/pii/S1096717607000481
http://linkinghub.elsevier.com/retrieve/pii/S2352340916000287
http://linkinghub.elsevier.com/retrieve/pii/S2352340916000287
http://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/1754-6834-5-76
http://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/1754-6834-5-76
http://www.nature.com/articles/nature11478
http://linkinghub.elsevier.com/retrieve/pii/S0958166916300520
http://linkinghub.elsevier.com/retrieve/pii/S0958166916300520
http://dx.plos.org/10.1371/journal.pone.0113786

	Synthetic metabolic pathway for the production of 1-alkenes from lignin-derived molecules
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Results and discussion
	Adaptation of A. baylyi ADP1 to high concentration of ferulate
	Comparison of growth between wild type and adapted ADP1
	Constructing the synthesis pathway for 1-undecene production
	1-Undecene production from ferulate with adapted ADP1

	Conclusions
	Methods
	Strains
	Media
	Adaptive laboratory evolution
	Comparison of growth between wild type and adapted ADP1
	Plasmid construction and transformation
	Cultivation
	Analysis methods

	Authors’ contributions
	References




