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Abstract 

Background:  This study aimed at producing C6–C8 medium-chain carboxylates (MCCAs) directly from gaseous CO 
using mixed culture. The yield and C2–C8 product composition were investigated when CO was continuously fed 
with gradually increasing partial pressure.

Results:  The maximal concentrations of n-caproate, n-heptylate, and n-caprylate were 1.892, 1.635, and 
1.033 mmol L−1, which were achieved at the maximal production rates of 0.276, 0.442, and 0.112 mmol L−1 day−1, 
respectively. Microbial analysis revealed that long-term acclimation and high CO partial pressure were important to 
establish a CO-tolerant and CO-utilizing chain-elongating microbiome, rich in Acinetobacter, Alcaligenes, and Rhodo-
bacteraceae and capable of forming MCCAs solely from CO.

Conclusions:  These results demonstrated that carboxylate and syngas platform could be integrated in a shared 
growth vessel, and could be a promising one-step technique to convert gaseous syngas to preferable liquid biochem-
icals, thereby avoiding the necessity to coordinate syngas fermentation to short-chain carboxylates and short-to-
medium-chain elongation. Thus, this method could provide an alternative solution for the utilization of waste-derived 
syngas and expand the resource of promising biofuels.
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Background
In recent times, conversion of waste to biochemicals 
has been a highlighted topic in the context of biorefin-
ery industry. Products of anaerobic fermentation from 
waste, i.e. short-chain carboxylic acids (SCCAs) and 
alcohols, can be converted to more valuable medium-
chain carboxylic acids (MCCAs), such as n-caproate and 
n-caprylate, by mixed culture (also called “open culture” 
or “reactor microbiomes”) under anaerobic conditions, 
and this reaction is known as chain elongation [1, 2]. 
Acetate and ethanol are the dominant products derived 
from syngas anaerobic fermentation, while syngas, a mix-
ture of CO, H2, and CO2, is sustainably produced from 

the thermal treatment of biowaste or artificial polymers 
[3–5]. Therefore, it is reasonable to integrate the two bio-
processes (i.e. chain elongation and syngas fermentation) 
to achieve the conversion of gaseous syngas to prefera-
ble liquid biochemicals, which could provide an alterna-
tive solution for the utilization of waste-derived syngas 
and expand the resource of promising biofuels. Thermal 
treatment serves as a depolymerization pretreatment of 
complex waste to produce syngas (carbon source and 
electron donor) for anaerobic conversion into clean and 
easily separable biochemicals.

In a previous study, Kucek et  al. [6] successfully 
achieved MCCAs production by mixed culture from a 
synthetic substrate of ethanol and acetate, which mim-
icked syngas fermentation products. Similarly, Vasude-
van et al. [7] obtained n-caproic acid using mixed culture 
from real syngas fermentation effluent. Furthermore, 
Gildemyn et  al. [8] converted real syngas fermentation 
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effluent into MCCAs in continuous fermentation using 
pure culture of Clostridium kluyveri, which is one of the 
known model organisms for chain elongation.

Nevertheless, direct production of liquid MCCAs 
from syngas or the dominant component—gaseous CO 
is much preferable, because the process requires only 
one bioreactor for control and optimization. To date, 
only some studies have achieved this one-step produc-
tion process with the combination of two pure cultures 
on a bench scale. For example, Diender et al. [9] accom-
plished MCCAs production from CO using co-culture 
of Clostridium autoethanogenum and C. kluyveri, which 
are the model organisms for syngas metabolism and 
chain elongation, respectively. Richter et al. [10] used co-
culture of carboxydotrophic Clostridium ljungdahlii and 
chain-elongating C. kluyveri to produce MCCAs and cor-
responding alcohols. Perez et  al. [11] converted carbox-
ylic acids to their corresponding alcohols using syngas as 
electron donor by carboxydotrophic bacteria C. ljungda-
hlii and C. ragsdalei. However, pure cultures are inclined 
to be sensitive to environmental disturbance and sus-
ceptible to contamination, and hence, are not perfect for 
industrial application with regard to waste valorization 
[12, 13]. Esquivel-Elizondo et  al. [14]. gained MCCAs 
production from combination of ethanol and CO, where 
CO was used to inhibit the methanogenesis and was 
regarded to contribute as potential electron donor at par-
tial pressure between 0.11 and 0.3 atm. Zhang et al. [15] 
got MCCAs production from mixture of CO2 and H2 by 
mixed culture, which also belongs to syngas components. 
However, compared to easily bio-converted CO2 and H2, 
CO is the most toxic and becomes the limitation for the 
utilization of syngas by mixed culture.

Therefore, the present study aimed at producing 
MCCAs using mixed culture using solely gaseous CO 
both as carbon source and electron donor. One-step pro-
duction utilizing CO at gradient partial pressures was 
continuously run long term for 199  days. Subsequently, 
the production performance and microbial community 
composition corresponding to the combined operation of 
CO fermentation and chain elongation were investigated.

Methods
Reactor setup and cultivation
The reactor (Fig.  1) was made of polymethyl meth-
acrylate, had a total volume of 21 L and effective volume 
of 18  L, and was purged with high-purity nitrogen gas 
(99.999%) to guarantee anaerobic condition. The reac-
tor was filled with non-biodegradable, erosion-resistant 
sponge scouring pad, which was made of polyester fiber. 
The size of the fillers was about 1 cm × 1 cm × 0.5 cm, 
with average porosity of 96.8 ± 0.2%, average aperture of 
20.12 μm, and specific surface area of 0.2063 m2 g−1. The 

inoculum was derived from anaerobic granular sludge of 
a mesophilic biogas reactor treating paper mill wastewa-
ter. The granular sludge was crushed and sieved through 
a 500-μm screen. The inoculum of 20 g L−1 volatile solids 
(VS) was added.

The reactor was operated in a semi-continuous mode, 
with continuous supply of gaseous CO and retention 
of liquid products. The CO served as the single carbon 
source and electron donor, and the partial pressure of 
CO in the 7-L gas bag containing the mixture of CO and 
N2 was gradually increased considering the toxicity of 
the gas to the mixed culture. Periodic gas circulation in 
upflow mode at a frequency of 15 min h−1 and flow rate 
of 300 mL min−1 was applied through a peristaltic pump 
to enhance mass transfer from gas to liquid. The gas bag 
was emptied and then refilled with CO–N2 mixture every 
2  days. The basic culture medium was the same as that 
reported in previous studies [16, 17], except for the addi-
tion of 0.5  g  L−1 yeast extract in the present study. The 
pH of the medium was only initially adjusted to 7.12 by 
adding 4 M HCl, and was not controlled afterwards. The 
mixed culture was incubated under mesophilic condition 
at constant temperature (35 °C) and 50 mmol L−1 2-bro-
moethanesulfonate (2-BES) was added to it to inhibit 
methanogenesis [18].

Based on the gradually increased partial pres-
sure of the supplied CO, the experiment (run for 
199  days) was divided into seven phases: I (0–12  days, 
CO  =  ~0.15  atm), II (13–22  days, CO  =  ~0.25  atm), 
III (23–34  days, CO  =  ~0.35  atm), IV (35–46  days, 

Fig. 1  Schematic of the reactor
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CO = ~0.40 atm), V (47–60 days, CO = ~0.50 atm), VI 
(61–100 days, CO = ~0.60 atm), and VII (101–199 days, 
CO = ~0.60 atm). Phase VII was set when the MCCAs 
production occurred from about 100th day.

Physiochemical analysis
Every 2 days before gas renewal, the components and vol-
ume of the gas in the gas bag were tested. The compo-
nents of the gas (O2, H2, CH4, CO, CO2) were measured 
using a gas chromatograph (Trace1300, Thermo Fisher 
Scientific, Waltham, MA, USA) equipped with a flame 
ionization detector and thermal conductivity detector. 
The volume of the gas was determined by a gas meter 
(TG05/6, Ritter, Bochum, Germany).

Liquid samples were taken every 2  days and their pH 
and oxidation–reduction potential (ORP) were deter-
mined using a pH meter (PXSJ-216F, Shanghai Precision 
and Scientific Instrument Co., LTD, Shanghai, China) and 
an automatic potentiometric titrator (ZD-2, Shanghai 
Precision and Scientific Instrument Co., LTD, Shanghai, 
China), respectively. Subsequently, the samples were cen-
trifuged at 4460g for 10 min in a high-speed refrigerated 
centrifuge (TL-18  M, Shanghai Centrifugal Machinery 
Research Institute, Shanghai, China), and the superna-
tant was diluted and acidified with 3% (v/v) phosphoric 
acid for carboxylates (C2–C8) analysis and just diluted 
for DOC, DIC and DN analysis. The concentration of 
carboxylates (C2–C8) was defined as the total amount of 
undissociated and dissociated forms of carboxylates, and 
was measured using a gas chromatograph (Focus GC, 
Thermo Scientific Co., Waltham, MA, USA) equipped 
with a flame ionization detector and 30  m ×  0.25  mm 
DB-WAX UI polyethylene glycol capillary column. The 
dissolved organic carbon (DOC), dissolved inorganic car-
bon (DIC), and dissolved nitrogen (DN) contents were 
determined using a total carbon/total nitrogen analyzer 
(TOC-VCPN, TNM-1, Shimadzu, Kyoto, Japan). The CO 
consumption in moles was calculated by Clapeyron–
Clausius equation: PV =  nRT (T =  308  K). The carbon 
conversion efficiencies were calculated as weighted aver-
ages based on the input carbon (gaseous CO) and the 
carbon content of the products (mmol L−1).

Microbial analysis
For microbial analysis, 10 samples were periodically col-
lected on days 0, 10 (phase I), 20 (phase II), 34 (phase III), 
44 (phase IV), 56 (phase V), 74 (phase VI), 100 (phase 
VI), 130 (phase VII), and 155 (phase VII), and stored at 
−  80  °C. The total DNA in each sample was extracted 
using a PowerSoil® DNA isolation kit (Mo-Bio Labora-
tories Inc., Carlsbad, CA, USA) following manufactur-
er’s instructions. The quality of the DNA was assessed 
using gel electrophoresis (1% agarose), and the DNA 

concentrations were determined by NanoDrop 2000 
spectrophotometer (Thermo Scientific Co., Waltham, 
MA, USA) (see Additional file 1: Table S1).

The variable regions V4–V5 of the microbial 16S 
ribosomal RNA gene were amplified by PCR using the 
primers ArBa515F (5′–GTGCCAGCMGCCGCGG-
TAA–3′) and Arch806R (5′–GGACTACHVGGGT-
WTCTAAT–3′), which were selected as the sequencing 
primers set to simultaneously obtain bacterial and 
archaeal information. The high-throughput sequenc-
ing was performed using Illumina HiSeq2500 platform 
by Majorbio Bio-pharm Technology Co., Ltd, Shanghai, 
China. The pretreatment and sequencing procedure were 
performed as described by Amato et al. [19]. The bioin-
formatic analyses were conducted on the online i-sanger 
sever (http://www.i-sanger.com/) of Majorbio Bio-pharm 
Technology Co., Ltd. Principle component analysis 
(PCA) based on Bray–Curtis distance for total microbi-
omes, bacteria, and archaea were conducted by the soft-
ware PAST (V. 3.1.0).

Results and discussion
Reactor performance
The reactor performance indicated by cumulative CO 
consumption, cumulative biogas production, DOC, DIC, 
DN, pH, and ORP is shown in Fig. 2. During all the seven 
phases, a total of 16,025 mmol CO was consumed, while 
only 170  mmol H2, 56  mmol CO2, and 337  mmol CH4 
were produced as biogas (Fig.  2b). Therefore, the carbon 
loss during conversion into biogas was negligible and 
only contributed to 2.4%. Nevertheless, dissolved CO2 or 
carbonate was significantly produced in phases I and II, 
reaching up to 172 mg L−1, and then gradually decreased 
(Fig. 2c). In contrast, DOC content progressively increased 
from 1262 to 3903 mg L−1 (Fig. 2c), whereas pH decreased 
from 7.12 to 6.31, indicating the conversion of CO into liq-
uid organics (Fig. 2e), which was probably the cause of the 
pH drop. Furthermore, DN content sharply decreased in 
phase I from 528 to 355 mg L−1, implying active cell prolif-
eration, and then slowly increased to 580 mg L−1 (Fig. 2d). 
The concentration profiles of the produced carboxylates 
(acetate, propionate, i-butyrate, n-butyrate, i-valerate, 
n-valerate, n-caproate, n-heptylate, and n-caprylate) dur-
ing the operation period are shown in Fig. 3.

Production of MCCAs (up to C8) from gaseous CO by mixed 
culture
Although previous studies have attempted to integrate 
syngas fermentation and chain elongation, the pre-
sent study is the first to achieve n-caprylate production 
directly from gaseous CO by mixed culture. The maxi-
mal n-caprylate concentration was 1.033 mmol L−1, with 
the highest production rate of 0.112  mmol  L−1  day−1 

http://www.i-sanger.com/
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(Table  1). In addition, maximal n-caproate concentra-
tion of 1.892  mmol  L−1 was also noted, with the high-
est production rate of 0.276  mmol  L−1  day−1. The 
other even-carbon-number carboxylates produced 
included acetate (80.649  mmol  L−1) and n-butyrate 
(8.121  mmol  L−1). Nonetheless, it must be noted that 

the MCCAs production rates and maximal concentra-
tions obtained in the present study are not higher than 
those reported in previous works using pure cultures 
and/or syngas fermentation effluent (Table 2), which may 
be owing to insufficient substrate and toxicity of the car-
boxylate products. First, acetate is essential for MCCAs 
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Fig. 2  Reactor performance during the continuous operation of 199 days. a Cumulative CO consumption in mmol. b Cumulative gas production of 
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production because it is the initial feedstock of reversed 
β-oxidation, which is considered as the model reac-
tion of chain elongation [20, 21]. Furthermore, Diender 
et  al. [9] observed that addition of acetate significantly 
stimulated MCCAs production from CO. In contrast, in 
the present study, low-carbon-density gaseous CO was 
used as the solo substrate, which resulted in relatively 
low concentration of acetate in the liquid broth. Never-
theless, the MCCA concentrations and production rates 
obtained in the present study are comparable with those 
reported by Zhang et  al. [15], who achieved conversion 
of gaseous CO2 and H2 to MCCAs without addition of 
acetate. Second, product toxicity has been generally rec-
ognized by researchers, and various extraction methods 
such as membrane extraction and electrolytic extraction 
have been developed [22–24]. In the present study, obvi-
ous product inhibition was observed during phase VII 
of operation, when n-caproate and n-caprylate produc-
tion was almost stopped and the product concentrations 
remained unaltered (Fig. 3a).

It must be noted that the production of n-caproate 
and n-caprylate occurred at the end of phase VI of 
operation, with the highest concentrations obtained at 
the beginning of phase VII, indicating a lag phase of 96 
and 100  days, respectively. Similarly, Richter et  al. [10] 
reported a lag phase of 700  h for n-caproate produc-
tion in a total operation period of 2200  h, while Zhang 
et  al. [15] observed a lag phase of 37 and 65  days for 
n-caproate and n-caprylate production, respectively, in a 
total operation period of 80 days. These findings indicate 
that lag phases are quite common and that the elongation 
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Fig. 3  Concentration of carboxylate products in the reactor. a 
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Table 1  Average and  maximal consumption/production rates of  CO and  main carboxylate products for  the different 
operation phases

a  Standard deviations in brackets

Phase CO Even-carbon number carboxylates Odd-carbon number carboxylates

Acetate N-butyrate N-caproate N-caprylate Propionate N-valerate N-heptylate

Average con-
sumption/
production rates 
(mmol L−1 day−1)

I 1.406 (0.671)a 0.146 (0.042) 0.004 (0.001) 0.000 0.000 0.056 (0.007) 0.000 0.000

II 3.720 (0.724) 0.515 (0.072) 0.062 (0.005) 0.000 0.000 0.006 (0.009) 0.000 0.000

III 5.033 (0.761) 0.532 (0.072) 0.092 (0.012) 0.000 0.000 0.033 (0.009) 0.000 0.000

IV 6.774 (0.644) 0.272 (0.230) 0.074 (0.020) 0.000 0.000 − 0.003 (0.022) 0.060 (0.014) 0.000

V 8.750 (0.519) 0.885 (0.264) 0.065 (0.004) 0.000 0.000 0.087 (0.020) 0.003 (0.013) 0.000

VI 10.376 (0.793) 0.618 (0.320) 0.056 (0.030) 0.045 (0.006) 0.025 (0.003) 0.035 (0.015) 0.011 (0.024) 0.045 (0.006)

VII 5.446 (3.666) 0.399 (0.143) 0.091 (0.012) 0.009 (0.002) 0.004 (0.001) 0.005 (0.005) 0.001 (0.001) 0.000 (0.002)

Maximal consumption/
production rates (mmol 
L−1 day−1)

13.950 10.985 1.188 0.276 0.112 0.617 0.834 0.442

Maximal concentrations 
(mmol L−1)

/ 80.649 8.121 1.892 1.033 4.424 1.669 1.635
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sequentially progresses to carboxylates of higher carbon 
number.

Production of odd‑carbon‑number carboxylates
Chain elongation is achieved via the cyclic process of 
reversed β-oxidation, during which the carboxylates are 
elongated by two carbon atoms in every cycle [2, 25]. 
The reversed pathway could accept both even- and odd-
chain substrates for carbon chain initiation and elonga-
tion [2, 25]. As most of the studies on chain elongation 
have employed acetate as the substrate and ethanol as the 
electron donor, only even-carbon-number carboxylates 
have been mainly discussed [24, 26–28]. Nevertheless, 
odd-carbon-number carboxylates, such as propionate, 
n-valerate, and n-heptanoate, have also been detected 
in these systems in small quantities with low propor-
tions of production (propionate: 0–17.6  mmol  L−1, 
0–2%; n-valerate: 0–8.8 mmol L−1, 0–5%; n-heptanoate: 
0–3.8  mmol  L−1, 0–7%) [24, 26–28]. Liu et  al. docu-
mented that hydrolysis of protein-rich biowaste pro-
duced propionate, which could be further elongated 
[17]. Furthermore, Grootscholten et al. [26]. successfully 
produced n-valerate and n-heptanoate from propion-
ate by using ethanol as the electron donor. In the present 
study, propionate was synthesized continuously during 
the operation period (Fig.  3b), and the maximal propi-
onate concentration obtained was 4.424 mmol L−1, with 
the highest production rate of 0.617  mmol  L−1  day−1 
(Table 1). While inoculum hydrolysis might contribute to 
a part of propionate production [17], the rest of the pro-
pionate produced might have been directly derived from 
CO fermentation, because comparable propionate pro-
duction from syngas fermentation has been reported in a 
previous study by Liu et al. [29].

Furthermore, n-valerate (1.669 mmol L−1) and n-hep-
tylate (1.635 mmol L−1) were also produced almost syn-
chronously with n-caproate and n-caprylate during phase 
VII of operation, suggesting that lag phase also existed 
for n-valerate and n-heptanoate production. While a neg-
ligible increase in the concentration of i-butyrate from 
1.573 to 2.042 mmol L−1 was observed during phase I–
IV, the concentration remained almost unchanged, sug-
gesting that i-butyrate was probably not the product 
of chain elongation (Fig.  3c). Furthermore, i-valerate 
was absent during phase I, but suddenly increased to 
0.926 mmol L−1 at the beginning of phase II, and slowly 
reached 1.919 mmol L−1 on day 199 (Fig. 3c).

Increase in CO partial pressure promoted CO utilization 
and product selectivity
The reactor performance varied during the seven phases 
of operation owing to different CO partial pressures. The 
average rates of CO consumption increased from phase I 

to VI with the increase in CO partial pressure (Table 2). 
Phases I–VII could be regarded as the period of gradual 
acclimation of the mixed culture to utilize CO as the 
substrate, and the toxicity of CO to the microorganisms 
could be alleviated by the presence of carboxydotrophic 
organisms [9]. However, the average CO utilization 
rate of phase VII decreased despite the supplementa-
tion of the same concentration of CO as that in phase 
VI (Table  1), which could possibly be owing to product 
inhibition.

Theoretically, production of methane was not expected 
because 2-BES was added to totally inhibit methanogen-
esis [18]. However, methane production was noted in 
phase VI and its concentration rapidly increased (Fig. 2a), 
suggesting that the inhibitor lost its efficacy to some 
extent during long-term operation. It has been reported 
that 2-BES could be consumed as a competing electron 
acceptor by sulfate-reducing bacteria or dehalogenating 
microorganisms in mixed culture [30, 31]. In the present 
study, hydrogen synthesis started from phase II and con-
tinued during phases III, IV, and V (Fig. 2a), whereas CO2 
was produced in small quantity during phases I, II, and III 
and sharply increased during phases IV and V (Fig. 2a). 
Some of the CO2 produced might have contributed to 
the increase in DIC content during phases I and II as dis-
solved CO2 or carbonate/bicarbonate. In phase III, the 
DIC content decreased with the decline in pH (Fig.  2d, 
e). During phase VI, both H2 and CO2 produced were re-
consumed by the mixed culture, which could also be used 
as substrate for MCCAs production [15].

Figure 4 shows the compositions of the produced car-
boxylates as well as the DIC, CO2, and CH4 contents 
in the initial culture and at the end of each operation 
phases, calculated based on mmol C. To estimate the 
carbon source provided by the dead cell decompose and 
yeast extract, cell elemental composition of C5H7NO2 
and the data of DN (Fig. 2d) were used. The DN increases 
from 528 to 580  mg  L−1, corresponding to a carbon 
increment of 18.6  mmol  L−1. This is negligible (2.1%) 
compared with carbon increment of 890.3 mmol L−1 of 
CO consumption, Therefore, the following calculation 
ignored the carbon contribution from inoculum. While 
DIC, acetate, propionate, i-butyrate, and n-butyrate were 
detected in the initial culture, acetate was the dominant 
product, reaching 42.1% (day 0). The increase in CO 
partial pressure obviously broadened the products spec-
trum and also improved product selectivity. The selec-
tivity of undesired products, such as i-butyrate, declined 
from 27.2% (day 0) to 3.5% (day 199). Furthermore, the 
proportion of DIC decreased from 22.4% (day 0) to 2.3% 
(day 199), whereas that of acetate remained at around 
50%, with increasing absolute concentration (Fig. 3a). A 
similar phenomenon was also observed for propionate, 
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with generally unchanged selectivity but increased abso-
lute concentration (Fig. 3b). The selectivity of n-butyrate 
increased from 3.6% (day 0) to 11.7% (day 199), along 
with an increase in its absolute concentration. It must be 
noted that n-caproate, n-heptylate, and n-caprylate were 
first synthesized during phase VI, and exhibited selectiv-
ity of 3.9, 4.1, and 2.9%, respectively.

Dominant microorganisms in the mixed culture
A total of 366,264 sequences with an average length of 
273 bp were obtained from the 10 samples. The sequences 
were characterized and used for taxonomic classification 
against Silva database (Release128, http://www.arb-silva.
de), and the taxonomic distribution of all the microbi-
omes at genus level is shown in Fig. 5. The genera with 
average relative abundance of more than 1% are listed 
in Additional file  1: Table S2. Overall, Methanosaeta 
(16.2% ± 9.4%), Methanobacterium (14.0 ± 3.7%), Acine-
tobacter (5.9 ±  5.5%), Alcaligenes (5.7 ±  6.4%), Dechlo-
robacter (4.5 ± 9.1%), and OTU (operational taxonomic 
units) from Rhodobacteraceae (4.3 ±  5.4%) were domi-
nant at the genus level among the 10 samples.

To determine the response of the microbial structure to 
gradient partial pressures of CO, the 10 samples were sub-
jected to principle component analysis (PCA) based on 
Bray–Curtis distance for total microbiomes, bacteria, and 

archaea (Fig. 6). The first two principal coordinates showed 
69.8, 65.0, and 99.6% of the total variation, respectively. 
Based on the distribution distance, the results indicated 
that microbial diversity and community structure were 
closely related to CO concentration, especially with regard 
to the structure of bacteria. The close distance between 
samples collected on day 130 and 155 indicated establish-
ment of a stable microbial community during the long-term 
operation period with CO as the sole substrate. Further-
more, sample collected on day 20 was distant from other 
samples, indicating distinctions in microbial community 
structures, which resulted from the outburst of Dechloro-
bacter in sample collected on day 20. Dechlorobacter, which 
is closest to the genus Azospira, is a (per)chlorate-reducing 
β-proteobacterium [32]. Thus, in the present study, a novel 
strain isolated from paper mill waste might have possi-
bly existed in the mixed culture and might belong to the 
genus Dechlorobacter, which can use acetate, propionate, 
and butyrate as electron donors and chlorate as electron 
acceptor [33]. These chlorate-reducing microorganisms 
in the mixed culture could use 2-BES as electron accep-
tor because the tetrahedral structure of 2-BES with three 
oxygen bonds is similar to chlorate. In a previous study by 
Steinbusch et  al. [28], Dechlorosoma oryzae, which could 
also use 2-BES as methanogenesis inhibitor, was found to 
be dominant in the chain-elongating mixed culture.
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As expected, the relative abundance of the major 
methanogens Methanosaeta and Methanobacterium 
decreased from 36.6 to 8.0% and from 16.1 to 8.6% in 

all the microbiomes with increasing acclimation time, 
respectively, because methanogenesis was inhibited by 
2-BES. Furthermore, the proportion of archaea in the 
microbiomes declined from 60.1 to 20.2%, while their 
composition remained almost unchanged (Fig.  5b). 
Thus, archaea in the mixed culture had an insignificant 
relationship with CO consumption or MCCAs produc-
tion, which was further confirmed by the relative decen-
tralized distribution of the samples in PCA of archaea 
(Fig. 6c).

Microorganisms responsible for MCCAs production 
from CO
The microorganisms exhibiting an increase in abundance 
along with the incubation period could be effectively 
responsible for MCCAs production from CO. To exclude 
background interference from the initial inoculum, PCA 
based on the ratio of relative abundance of microorgan-
isms was performed and the results were compared with 
those of the initial inoculum culture (Fig.  7). Alcaligenes, 
Acinetobacter, OTU from Rhodobacteraceae, Clostridium, 
Desulfitobacterium, and OTU from Bacilli, Saccharibacte-
ria, and Coriobacteriaceae were identified to be responsi-
ble for MCCAs production from CO because they were 
closely abundant in the samples from phases VI and VII.

Interestingly, the relative abundance of Acinetobacter, 
Alcaligenes, and OTU from Rhodobacteraceae signifi-
cantly increased (Figs. 5a, 6a, b, 7), which was unexpected 
based on previous reports on syngas fermentation and 
chain elongation. Acinetobacter calcoaceticus, the domi-
nate species of the genus Acinetobacter, which accounted 

Fig. 6  Principal component analysis based on the proportion of 
sequence numbers. a Total microbiomes. b Bacteria. c Archaea. The 
samples from day 0, 10, 20, 34, 44, 56, 74 represent the inoculum, 
phase I, II, III, IV, V and VI, respectively, the samples from day 100, 130 
and 155 represent phase VII
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for more than 49.1% of the sequences from Acinetobacter 
in the present study, is known to produce fatty alcohols 
and acids. This bacterium possesses the gene encoding 
fatty acyl-CoA reductases, which play significant role in 
reversed β-oxidation pathway for MCCAs production 
[34, 35]. Furthermore, the wax ester synthase/acyl-CoA: 
diacylglycerol acyltransferase of Acinetobacter baylyi 
catalyzes the esterification of ethanol with acyl-CoA [34, 
35]. It has been reported that Acinetobacter strains could 
grow on CO, and produce carbon monoxide dehydroge-
nase (CODH), the key enzyme that catalyzes CO conver-
sion [36]. Therefore, Acinetobacter could be one of the 
microorganisms that could simultaneously utilize CO 
and participate in chain elongation. Kucek et al. [6] also 
found OTUs for Acinetobacter spp. that were predomi-
nant and increased in dominance up to 55.5% of the rela-
tive abundance of their chain elongation works.

Among Alcaligenes spp., including A. aquatilis, A. fae-
calis, and A. eutrophus, A. eutrophus is well known for 
its ability to synthesize poly-β-hydroxybutyrate. Fur-
thermore, A. eutrophus could synthesize polyhydroxy-
alkanoates under the conditions of growth inhibition 
by CO [37], and the Ni–Fe hydrogenase of A. eutrophus 
is tolerant to CO [38]. Moreover, the CODH gene has 
also been observed in the genome of A. faecalis and A. 
eutrophus (http://www.uniprot.org). It has been reported 
that the genes that are crucial for MCCAs production, 
such as β-ketothiolase and NADPH-linked acetoacetyl-
CoA reductases, are abundant and actively expressed 
in A. eutrophus [39–41], and that genes encoding long-
chain acyl-CoA synthetase are abundant in Alcaligenes 
genomes (http://www.uniprot.org).

Rhodobacteraceae is mainly found in marine environment, 
and nearly all of its members harbor the CODH gene, indi-
cating their ability to oxidize CO [39–41]. Thus, the OTU 
from Rhodobacteraceae detected in the present study may 
also contribute to CO utilization. A previous study reported 
that Rhodobacteraceae possesses genes required for the 
biosynthesis of indole 3-acetic acid [42], and that members 
of this family could produce secondary metabolites such 
as phenylacetic acid and tropodithietic acid [43]. However, 
these microorganisms have been rarely reported in chain 
elongation studies, and the enzymes required for reversed 
β-oxidation, such as fatty acyl-CoA synthase and long-
chain acyl-CoA synthetase, have all been discovered in the 
genomes of Rhodobacteraceae (http://www.uniprot.org).

The sample collected on day 100 (phase VII) was 
important because n-valerate, n-caproate, n-heptylate, 
and n-caprylate were all produced at a high rate around 
this period (Fig. 3a, b). Clostridium spp. were observed in 
small quantity (< 0.2%) during phases I–IV, and increased 
up to 3.6% on day 100 (see Additional file  1: Table S2). 
It is known that Clostridium spp. are associated with 

carboxylates metabolism, and C. kluyveri has been the 
most studied and considered as the model microorgan-
ism for chain elongation by reversed β-oxidation [20, 21]. 
However, the relative abundance of Clostridium spp. in 
the present study was quite low, when compared with 
those reported by Zhang et al. [15] (47.6% of C. ljungda-
hlii, C. autoethanogenum, and C. kluyveri), Algar et al. [1] 
(50% of C. ljungdahlii and C. kluyveri), and Steinbusch 
et  al. [28] (57.8% of C. kluyveri). Nonetheless, although 
the abundance of Clostridium spp. was not as high 
as expected, the increase in the relative abundance of 
Clostridium spp. was positively correlated with MCCAs 
production. Some members of Clostridium spp., such as 
C. ljungdahlii and C. autoethanogenum, are known to be 
syngas utilizer. C. autoethanogenum is one of the model 
organisms for syngas metabolism and can convert CO or 
syngas to ethanol and acetate [44], while C. ljungdahlii is 
also known as a typical carboxydotrophic bacterium [45]. 
In the present study, the sequences from Clostridium 
spp. were assigned to C. kluyveri, C. ljungdahlii, and C. 
autoethanogenum, which might have played a significant 
role in CO utilization as well as chain elongation in the 
mixed culture. Based on the results of microbial analysis, 
it can be concluded that Acinetobacter, Alcaligenes, and 
OTU from Rhodobacteraceae could harbor the potential 
for both CO utilization and chain elongation, and could 
achieve MCCAs production from CO as the sole sub-
strate, besides Clostridium spp. that are well known for 
their ability of CO utilization and chain elongation.

Conclusions
In the present study, the feasibility of one-step C6–C8 
MCCAs production from CO as the sole substrate with-
out additional electron donors was confirmed. Although 
fermentation of CO into C2–C4 SCCAs was not difficult 
and could be directly initiated with an anaerobic biogas-
producing microbiome, the process required long accli-
mation period of up to 100 days to obtain a microbiome 
capable of directly converting CO to C6–C8 MCCAs. In 
the first five phases of operation, acetate and butyrate 
production reached 50 and 6 mmol L−1, respectively, and 
no n-caproate, n-heptylate, or n-caprylate was detected. 
It must be noted that a similar inoculum was used in our 
previous study to initiate chain elongation of acetate and 
ethanol in not more than 20 days [16]. Therefore, it can 
be concluded that the shortage of CO-utilizing chain-
elongating microorganisms, and not the lack of SCCAs-
utilizing chain-elongating microorganisms or inadequate 
SCCAs as substrate, resulted in the absence of C6–C8 
acids. In the first 90  days, 64% of the produced acids 
were acetate and the rest were C3–C5 products. In con-
trast, during 90–199  days, n-caproate, n-heptylate, and 
n-caprylate contributed to 13, 14, and 10% of the newly 
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produced acids, respectively, when compared with ace-
tate (45%) and n-butyrate (13%), confirming that phase 
VII operation was established with CO-tolerant and CO-
utilizing chain-elongating microbiomes.

Overall, the present study is a proof-of-principle that 
the carboxylate and syngas platform could be integrated 
in a shared growth vessel, and could become a promis-
ing method to convert syngas to preferable liquid bio-
chemicals, which is significant as a new starting point 
for value-added exploitation of syngas. Although fur-
ther studies are needed before its practical application, 
including improvement of production yield and selec-
tivity, improvement of gas–liquid mass transfer, control 
of products formation, onsite products separation and 
purification technologies, etc., the concept of one-step 
MCCAs production from CO could evoke a new window 
for syngas biorefinery and necessitate coordinating the 
cooperation of syngas fermenters and chain elongators. 
Moreover, one-step MCCAs production from CO can 
be realized in a single cell, and the biorefinery potentials 
of the speculated CO-utilizing chain-elongating micro-
organisms, such as Alcaligenes, Acinetobacter, and OTU 
from Rhodobacteraceae, in addition to Clostridium spp., 
need to be further exploited.

Authors’ contributions
The manuscript was written through contributions of all authors. All authors 
have given approval to the final version of the manuscript. All authors contrib-
uted equally to this study. All authors read and approved the final manuscript.

Author details
1 State Key Laboratory of Pollution Control and Resource Reuse, Tongji Univer-
sity, Shanghai 200092, People’s Republic of China. 2 Institute of Waste Treat-
ment and Reclamation, Tongji University, Shanghai 200092, People’s Republic 
of China. 3 Centre for the Technology Research and Training on Household 
Waste in Small Towns & Rural Area, Ministry of Housing and Urban–Rural 
Development of P. R. China (MOHURD), Shanghai 200092, People’s Republic 
of China. 4 Shanghai Institute of Pollution Control and Ecological Security, 
Shanghai 200092, People’s Republic of China. 

Acknowledgements
Not applicable.

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

Availability of data and materials
All data generated or analysed during this study are included in this published 
article and its supplementary information files.

Consent for publication
Not applicable.

Additional file

Additional file 1: Table S1. Quality and sequence number of the 
extracted DNA. Table S2. Taxonomic distribution of the 10 samples at 
genus level (only relative abundance > 1%).

Ethics approval and consent to participate
Not applicable.

Funding
The authors would like to acknowledge the support from National Natural 
Science Foundation of China (51622809, 51378375), Fundamental Research 
Funds for Central Universities (0400219341), the Collaborative Innovation 
Center for Regional Environmental Quality.

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

Received: 29 October 2017   Accepted: 23 December 2017

References
	1.	 Agler MT, Spirito CM, Usack JG, Werner JJ, Angenent LT. Chain elongation 

with reactor microbiomes: upgrading dilute ethanol to medium-chain 
carboxylates. Energy Environ Sci. 2012;5(8):8189–92.

	2.	 Spirito CM, Richter H, Rabaey K, Stams AJ, Angenent LT. Chain elongation 
in anaerobic reactor microbiomes to recover resources from waste. Curr 
Opin Biotechnol. 2014;27:115–22.

	3.	 Devarapalli M, Atiyeh HK, Phillips JR, Lewis RS, Huhnke RL. Ethanol 
production during semi-continuous syngas fermentation in a trickle bed 
reactor using Clostridium ragsdalei. Bioresour Technol. 2016;209:56–65.

	4.	 Richter H, Molitor B, Wei H, Chen W, Aristilde L, Angenent LT. Ethanol 
production in syngas-fermenting Clostridium ljungdahlii is controlled by 
thermodynamics rather than by enzyme expression. Energy Environ Sci. 
2016;9(7):2392–9.

	5.	 Liu K, Atiyeh HK, Stevenson BS, Tanner RS, Wilkins MR, Huhnke RL. Con-
tinuous syngas fermentation for the production of ethanol, n-propanol 
and n-butanol. Bioresour Technol. 2014;151:69–77.

	6.	 Kucek LA, Spirito CM, Angenent LT. High n-caprylate productivities and 
specificities from dilute ethanol and acetate: chain elongation with 
microbiomes to upgrade products from syngas fermentation. Energy 
Environ Sci. 2016;9(11):3482–94.

	7.	 Vasudevan D, Richter H, Angenent LT. Upgrading dilute ethanol from 
syngas fermentation to n-caproate with reactor microbiomes. Bioresour 
Technol. 2014;151:378–82.

	8.	 Gildemyn S, Molitor B, Usack JG, Mytien N, Rabaey K, Angenent LT. 
Upgrading syngas fermentation effluent using Clostridium kluyveri in a 
continuous fermentation. Biotechnol Biofuels. 2017;10(83):975.

	9.	 Diender M, Stams AJ, Sousa DZ. Production of medium-chain fatty acids 
and higher alcohols by a synthetic co-culture grown on carbon monox-
ide or syngas. Biotechnol Biofuels. 2016;9(82):82.

	10.	 Richter H, Molitor B, Diender M, Sousa DZ, Angenent LT. A narrow pH 
range supports butanol, hexanol, and octanol production from syngas in 
a continuous co-culture of Clostridium ljungdahlii and Clostridium kluyveri 
with in-line product extraction. Front Microbiol. 2016;7:1773.

	11.	 Perez JM, Richter H, Loftus SE, Angenent LT. Biocatalytic reduction of 
short-chain carboxylic acids into their corresponding alcohols with 
syngas fermentation. Biotechnol Bioeng. 2013;110(4):1066–77.

	12.	 Kleerebezem R, van Loosdrecht MC. Mixed culture biotechnology for 
bioenergy production. Curr Opin Biotechnol. 2007;18(3):207–12.

	13.	 Esquivel-Elizondo S, Delgado AG, Rittmann BE, Krajmalnik-Brown R. The 
effects of CO2 and H2 on CO metabolism by pure and mixed microbial 
cultures. Biotechnol Biofuels. 2017;10(1):220.

	14.	 Esquivel-Elizondo S, Miceli J, Torres CI, Krajmalnik-Brown R. Impact of car-
bon monoxide partial pressures on methanogenesis and medium chain 
fatty acids production during ethanol fermentation. Biotechnol Bioeng. 
2017. https://doi.org/10.1002/bit.26471.

	15.	 Zhang F, Ding J, Zhang Y, Chen M, Ding ZW, van Loosdrecht MC, Zeng 
RJ. Fatty acids production from hydrogen and carbon dioxide by mixed 
culture in the membrane biofilm reactor. Water Res. 2013;47(16):6122–9.

https://doi.org/10.1186/s13068-017-1005-8
https://doi.org/10.1002/bit.26471


Page 13 of 13He et al. Biotechnol Biofuels  (2018) 11:4 

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

	16.	 Liu Y, He P, Shao L, Zhang H, Lu F. Significant enhancement by biochar of 
caproate production via chain elongation. Water Res. 2017;119:150–9.

	17.	 Liu Y, Lu F, Shao L, He P. Alcohol-to-acid ratio and substrate concentration 
affect product structure in chain elongation reactions initiated by unac-
climatized inoculum. Bioresour Technol. 2016;218:1140–50.

	18.	 Zinder SH, Anguish T, Cardwell SC. Selective-inhibition by 2-bromoeth-
anesulfonate of methanogenesis from acetate in a thermophilic anaero-
bic digester. Appl Environ Microbiol. 1984;47(6):1343–5.

	19.	 Amato KR, Yeoman CJ, Kent A, Righini N, Carbonero F, Estrada A, Gaskins 
HR, Stumpf RM, Yildirim S, Torralba M, et al. Habitat degradation impacts 
black howler monkey (Alouatta pigra) gastrointestinal microbiomes. ISME 
J. 2013;7(7):1344–53.

	20.	 Seedorf H, Fricke WF, Veith B, Bruggemann H, Liesegang H, Strittmat-
ter A, Miethke M, Buckel W, Hinderberger J, Li F, et al. The genome of 
Clostridium kluyveri, a strict anaerobe with unique metabolic features. 
Proc Natl Acad Sci USA. 2008;105(6):2128–33.

	21.	 Barker HA, Kamen MD, Bornstein BT. The synthesis of butyric and caproic 
acids from ethanol and acetic acid by Clostridium kluyveri. Proc Natl Acad 
Sci USA. 1945;31(12):373–81.

	22.	 Andersen SJ, Candry P, Basadre T, Khor WC, Roume H, Hernandez-Sana-
bria E, Coma M, Rabaey K. Electrolytic extraction drives volatile fatty acid 
chain elongation through lactic acid and replaces chemical pH control in 
thin stillage fermentation. Biotechnol Biofuels. 2015;8(221):1972.

	23.	 Xu J, Guzman JJL, Andersen SJ, Rabaey K, Angenent LT. In-line and selec-
tive phase separation of medium-chain carboxylic acids using membrane 
electrolysis. Chem Commun. 2015;51(31):6847–50.

	24.	 Ge S, Usack JG, Spirito CM, Angenent LT. Long-term n-caproic acid 
production from yeast-fermentation beer in an anaerobic bioreactor with 
continuous product extraction. Environ Sci Technol. 2015;49(13):8012–21.

	25.	 Angenent LT, Richter H, Buckel W, Spirito CM, Steinbusch KJ, Plugge CM, 
Strik DP, Grootscholten TI, Buisman CJ, Hamelers HV. Chain elongation 
with reactor microbiomes: open-culture biotechnology to produce 
biochemicals. Environ Sci Technol. 2016;50(6):2796–810.

	26.	 Grootscholten TIM, Steinbusch KJJ, Hamelers HVM, Buisman CJN. High 
rate heptanoate production from propionate and ethanol using chain 
elongation. Bioresour Technol. 2013;136:715–8.

	27.	 Grootscholten TIM, Strik DPBT, Steinbusch KJJ, Buisman CJN, Hamel-
ers HVM. Two-stage medium chain fatty acid (MCFA) production from 
municipal solid waste and ethanol. Appl Energy. 2014;116:223–9.

	28.	 Steinbusch KJJ, Hamelers HVM, Plugge CM, Buisman CJN. Biological 
formation of caproate and caprylate from acetate: fuel and chemical pro-
duction from low grade biomass. Energy Environ Sci. 2011;4(1):216–24.

	29.	 Liu K, Atiyeh HK, Stevenson BS, Tanner RS, Wilkins MR, Huhnke RL. Mixed 
culture syngas fermentation and conversion of carboxylic acids into 
alcohols. Bioresour Technol. 2014;152:337–46.

	30.	 Chiu PC, Lee M. 2-Bromoethanesulfonate affects bacteria in a trichloroe-
thene-dechlorinating culture. Appl Environ Microbiol. 2001;67(5):2371–4.

	31.	 Ye D, Quensen JF 3rd, Tiedje JM, Boyd SA. 2-Bromoethanesulfonate, 
sulfate, molybdate, and ethanesulfonate inhibit anaerobic dechlorination 
of polychlorobiphenyls by pasteurized microorganisms. Appl Environ 
Microbiol. 1999;65(1):327–9.

	32.	 Thrash JC, Pollock J, Torok T, Coates JD. Description of the novel 
perchlorate-reducing bacteria Dechlorobacter hydrogenophilus gen. nov., 
sp. nov. and Propionivibrio militaris, sp. nov. Appl Microbiol Biotechnol. 
2010;86(1):335–43.

	33.	 Bruce RA, Achenbach LA, Coates JD. Reduction of (per)chlorate by 
a novel organism isolated from paper mill waste. Environ Microbiol. 
1999;1(4):319–29.

	34.	 Reiser S, Somerville C. Isolation of mutants of Acinetobacter calcoaceticus 
deficient in wax ester synthesis and complementation of one mutation 
with a gene encoding a fatty acyl coenzyme A reductase. J Bacteriol. 
1997;179(9):2969–75.

	35.	 Steen EJ, Kang Y, Bokinsky G, Hu Z, Schirmer A, McClure A, Del Cardayre 
SB, Keasling JD. Microbial production of fatty-acid-derived fuels and 
chemicals from plant biomass. Nature. 2010;463(7280):559–62.

	36.	 Cho JW, Yim HS, Kim YM. Acinetobacter isolates growing with carbon 
monoxide. Kor J Microbiol. 1985;23(1):1–8.

	37.	 Volova TG, Kalacheva GS, Altukhova OV. The autotrophic synthesis of 
polyhydroxyalkanoate by Alcaligenes eutrophusin the presence of carbon 
monoxide. Microbiology. 2001;70(6):640–6.

	38.	 Schneider K, Cammack R, Schlegel HG, Hall DO. Iron-sulfur centers of 
soluble hydrogenase from Alcaligenes eutrophus. Biochim Biophys Acta. 
1979;578(2):445–61.

	39.	 Haywood GW, Anderson AJ, Chu L, Dawes EA. The role of NADH-linked 
and NADPH-linked acetoacetyl-CoA reductases in the poly-3-hydroxybu-
tyrate synthesizing organism Alcaligenes eutrophus. FEMS Microbiol Lett. 
1988;52(3):259–64.

	40.	 Schubert P, Steinbuchel A, Schlegel HG. Cloning of the Alcaligenes 
eutrophus genes for synthesis of poly-beta-hydroxybutyric acid (PHB) and 
synthesis of PHB in Escherichia coli. J Bacteriol. 1988;170(12):5837–47.

	41.	 Valentin HE, Steinbuchel A. Application of enzymatically synthesized 
short-chain-length hydroxy fatty-acid coenzyme A thioesters for assay 
of polyhydroxyalkanoic acid synthases. Appl Microbiol Biotechnol. 
1994;40(5):699–709.

	42.	 Simon M, Scheuner C, Meier-Kolthoff JP, Brinkhoff T, Wagner-Dobler I, 
Ulbrich M, Klenk HP, Schomburg D, Petersen J, Goker M. Phylogenomics 
of Rhodobacteraceae reveals evolutionary adaptation to marine and 
non-marine habitats. ISME J. 2017;11(6):1483–99.

	43.	 Seyedsayamdost MR, Case RJ, Kolter R, Clardy J. The Jekyll-and-Hyde 
chemistry of Phaeobacter gallaeciensis. Nat Chem. 2011;3(4):331–5.

	44.	 Abrini J, Naveau H, Nyns E-J. Clostridium autoethanogenum, sp. nov., an 
anaerobic bacterium that produces ethanol from carbon monoxide. Arch 
Microbiol. 1994;161(4):345–51.

	45.	 Koepke M, Held C, Hujer S, Liesegang H, Wiezer A, Wollherr A, Ehrenreich 
A, Liebl W, Gottschalk G, Duerre P. Clostridium ljungdahlii represents a 
microbial production platform based on syngas. Proc Natl Acad Sci USA. 
2010;107(29):13087–92.


	One-step production of C6–C8 carboxylates by mixed culture solely grown on CO
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Methods
	Reactor setup and cultivation
	Physiochemical analysis
	Microbial analysis

	Results and discussion
	Reactor performance
	Production of MCCAs (up to C8) from gaseous CO by mixed culture
	Production of odd-carbon-number carboxylates
	Increase in CO partial pressure promoted CO utilization and product selectivity
	Dominant microorganisms in the mixed culture
	Microorganisms responsible for MCCAs production from CO

	Conclusions
	Authors’ contributions
	References




