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a b s t r a c t
Background: Anaerobic digestion is an alternative bioprocess used to treat efﬂuents containing toxic compounds
such as phenol and p-cresol. Selection of an adequate sludge as inoculum containing an adapted microbial
consortium is a relevant factor to improve the removal of these pollutants. The objective of this study is to
identify the key microorganisms involved in the anaerobic digestion of phenol and p-cresol and elucidate the
relevance of the bamA gene abundance (a marker gene for aromatic degraders) in the process, in order to
establish new strategies for inocula selection and improve the system's performance.
Results: Successive batch anaerobic digestion of phenol and p-cresol was performed using granular or suspended
sludge. Granular sludge in comparison to suspended sludge showed higher degradation rates both for phenol
(11.3 ± 0.7 vs 8.1 ± 1.1 mg l-1 d-1) and p-cresol (7.8 ± 0.4 vs 3.7 ± 1.0 mg l-1 d-1). After three and four
re-feedings of phenol and p-cresol, respectively, the microbial structure from both sludges was clearly
different from the original sludges. Anaerobic digestion of phenol and p-cresol generated an abundance
increase in Syntrophorhabdus genus and bamA gene, together with hydrogenotrophic and aceticlastic archaea.
Analysis of results indicates that differences in methanogenic pathways and levels of Syntrophorhabdus and
bamA gene in the inocula, could be the causes of dissimilar degradation rates between each sludge.
Conclusions: Syntrophorhabdus and bamA gene play relevant roles in anaerobic degradation of phenolics.
Estimation of these components could serve as a fast screening tool to ﬁnd the most acclimatized sludge to
efﬁciently degrade mono-aromatic compounds.
How to cite: Franchi O, Rosenkranz F, Chamy R. Key microbial populations involved in anaerobic degradation of
phenol and p-cresol using different inocula. Electron J Biotechnol 2018;35. https://doi.org/10.1016/j.ejbt.2018.08.
002.
© 2018 Pontiﬁcia Universidad Católica de Valparaíso. Production and hosting by Elsevier B.V. All rights reserved.
This is an open access article under the CC BY-NC-ND license (http://creativecommons.org/licenses/by-nc-nd/4.0/).

1. Introduction
Phenols are the major organic constituents in efﬂuents of coal
conversion processes, coke ovens, petroleum reﬁneries, phenolic resin
manufacturing, herbicide manufacturing, ﬁberglass manufacturing and
petrochemicals [1]. These pollutants are harmful for the environment,
toxic to organisms and recognized as carcinogenic compounds
[2]. Different biological technologies are available to treat efﬂuents
containing such compounds, one of these technologies is the anaerobic
digestion.
The anaerobic digestion process is a complex procedure that
involves different stages, each one catalyzed by different consortia
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of microorganisms. These steps involve the hydrolysis of complex
molecules to monomers, which is followed by the steps of acidogenesis,
acetogenesis, and methanogenesis [3].
The anaerobic technology has been implemented to treat phenols
containing efﬂuents due to the advantages it offers over other
biological operations: withstanding high organic loading rates and
low sludge generation, in addition to energy production [4]. Despite
this, the stability and efﬁciency of anaerobic digestion depend on the
microbial population, the biodegradability of the compounds and
chemical characteristics [5]. The anaerobic treatment of wastewater
containing toxic pollutants, can present low degradation rates of
organic compounds, due to bacterial activity inhibition. Thus, the need
of having bacteria with robust physiology is critical to the stability of
the biological treatment process, because they can efﬁciently facilitate
the removal of refractory organics, mitigate wastewater toxicity and
thus, improve wastewater biodegradability [6].

https://doi.org/10.1016/j.ejbt.2018.08.002
0717-3458/© 2018 Pontiﬁcia Universidad Católica de Valparaíso. Production and hosting by Elsevier B.V. All rights reserved. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).

34

O. Franchi et al. / Electronic Journal of Biotechnology 35 (2018) 33–38

A way to have bacteria with robust physiology and activity, during
anaerobic process, is by choosing the proper sludge that is going to be
used as inoculum when starting the system, which should contain an
adapted microbial consortium for a speciﬁc substrate. It has been
reported that inoculum source is important for starting up anaerobic
digesters, especially when treating organic compounds with low
biodegradability [7]. For systems that work with retained biomass,
such as sequential batch reactors (SBRs), it has been demonstrated
that the inoculum composition determines the microbial functions in
terms of chemical product generation [8], that is, different inocula
have different performances under the same operating conditions.
According to this, the inoculum selection process to carry out the
anaerobic digestion of phenols is relevant to establish an efﬁcient
process.
Different molecular approaches based on the analysis of 16S rRNA
gene like ﬁngerprinting, high throughput sequencing and quantitative
PCR (qPCR) methods, have been used in order to identify the
microbial populations present in anaerobic sludge on reactors treating
phenolic compounds [4,9,10,11,12]. However, there are no studies
regarding anaerobic digestion of phenols in which different sources
of inocula are analyzed microbiologically and compared, in order to
determine which are the microorganisms that effectively contribute to
a better performance of the process.
Apart from 16S based methods, used to identify and estimate the
microorganisms responsible for anaerobic degradation of phenols,
complementary information can be gained by studying key functional
genes [13].
In the anaerobic degradation of mono aromatic compounds (like
phenol and p-cresol), via the 4-hydroxybenzoate to benzoyl-CoA
pathway, the ring cleavage step of 6-oxocylcohex-1-ene-1-carbonyl-CoA
is catalyzed by a hydrolase encoded by bamA gene [14,15]. This gene
has been used as a biomarker of aromatic-degrading anaerobes under
different redox conditions and has been correlated positively with
the amount of degraded mono aromatic compounds, like toluene [16].
Therefore, the bamA gene amounts on different inocula could be related
with different performances of these in terms of phenol degradation
capabilities.
Based on the above discussion, the objective of this study was
to evaluate the adaptation process of different inocula during the
anaerobic digestion of phenol and p-cresol and determine, by high
throughput sequencing of the 16S rRNA gene, what microorganisms
are involved in the anaerobic digestion process of these compounds.
In addition, the bamA gene was quantiﬁed in order to elucidate if
initial amounts on the inocula are determinants of anaerobic digestion
performance.

2. Material and methods
2.1. Experimental set-up
Batch anaerobic digestion tests were performed at 37 ± 1°C by
adding mineral medium [4] and 183 ± 23 mg l-1 of phenol (three
successive batches) or 106 ± 7 mg l-1 p-cresol (four successive
batches) in 500 ml bottles. The concentrations of phenol and p-cresol
chosen were similar to those used previously by Fang and Zhou [17]
to emulate a wastewater containing medium-strength phenolic
pollutants. As inoculum 4 g l-1 of volatile suspended solids (VSS) of
sludge obtained from an up-ﬂow anaerobic sludge blanket (UASB)
reactor treating tobacco industry efﬂuents or a continuous stirred-tank
reactor (CSTR) treating aerobic sludge from a municipal treatment
plant was used. The successive batches were carried out by re-feeding
the inoculum with phenol or p-cresol once previous addition of the
aromatic compound was depleted. Assays were performed in triplicate
and included a negative control where only mineral medium was
added.

2.2. Analytical methods
Degradation of phenolic compounds and methane production was
monitored by sampling the liquid and gaseous phase, respectively
every 1–3 d. Phenol and p-cresol concentration in liquid samples
(1 ml) was determined by high performance liquid chromatography
(HPLC) with an UV detector (Perkin Elmer, 200 series). The column
used for chromatographic separation of compounds was a C18 Interstil®
ODS 3 (250 x 4.6 mm, 5 um, GL Science Inc.). The mobile phase was
composed of Milli Q water:acetonitrile, 50:50 v/v running at 25°C with
a ﬂow rate of 1.5 ml min-1. The eluate was monitored at 280 nm and
quantiﬁcation was made by the external standard method using phenol
and p-cresol as standards (Sigma-Aldrich, 99%).
2.3. Maximum rates of phenolic degradation and methane production
Maximum rates of phenolic degradation were estimated on the ﬁrst
and last batch of phenol and p-cresol by calculating the maximum
slopes obtained from degradation curves over time for each compound.
2.4. Sludge sampling and total DNA extraction
Sludge samples were taken before inoculating the bottles
(inoculum) and after the ﬁrst and last batch for each compound. DNA
was extracted from 0.5 g of pellet obtained after centrifuging the
samples at 10,000 × g for 10 min at 4°C using the Power Soil DNA
Isolation Kit (MoBio) following the manufacturer's guidelines. For
sequencing analysis, extracted DNA from triplicate bottles were mixed
in equal volumes in order to establish the mean microbial community
present on samples.
2.5. 16S rRNA amplicon gene sequencing
The 16S rRNA gene V4 variable region PCR primers 515/806 [18]
with barcode on the forward primer were used in a 30 cycle PCR using
the HotStarTaq Plus Master Mix Kit (Qiagen, USA) under the following
conditions: 94°C for 3 min, followed by 28 cycles of 94°C for 30 s, 53°C
for 40 s and 72°C for 1 min, after which a ﬁnal elongation step at 72°C
for 5 min was performed. After ampliﬁcation, PCR products are
checked in 2% agarose gel to determine the success of ampliﬁcation
and the relative intensity of bands. Samples are pooled together
in equal proportions based on their molecular weight and DNA
concentrations. Pooled samples are puriﬁed using calibrated Ampure
XP beads. Then the pooled and puriﬁed PCR product is used to prepare
DNA library by following Illumina TruSeq DNA library preparation
protocol. Sequencing was performed at MR DNA (www.mrdnalab.
com, Shallowater, TX, USA) on a MiSeq following the manufacturer's
guidelines. Sequence data were processed using MR DNA analysis
pipeline (MR DNA, Shallowater, TX, USA). In summary, sequences
were joined, depleted of barcodes then sequences b 150 bp removed,
sequences with ambiguous base calls removed. Sequences were
denoised, OTUs generated and chimeras removed. Operational
taxonomic units (OTUs) were deﬁned by clustering at 3% divergence
(97% similarity). Final OTUs were taxonomically classiﬁed using
BLASTn against a curated database derived from GreenGenes [19].
2.6. qPCR of bamA gene and Syntrophorhabdus
The quantiﬁcation assay was conducted in an AriaMX real-time PCR
cycler (Agilent) using the following primer sets: Bam-sp9/Bam-asp1 for
bamA gene [11] and primers 5′-GAAAGCCTGACCCAGCG-3′ (forward)
and 5′-CCCACCTTCCTCCGCATTAA-3′ (reverse) for Syntrophorhabdus
genus quantiﬁcation [20]. Each 20 μl PCR reaction contained 10 μl of
Takyon Rox SYBR MasterMix dTTP Blue (Eurogentec), 0.9 μM of each
primer and 2 μl of DNA template. Thermal program consisted of an
initial denaturation (95°C, 3 min) and 44 cycles of ampliﬁcation (95°C,
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3 s; 60°C, 40 s). Melting curves were constructed from 65°C to 95°C, read
every 0.5°C for 5 s. Calibration curves (100–106 gene copies μl-1) were
prepared using different standards. Genomic DNA from Thauera
aromatica (DSM 6984) was used to quantify bamA gene assuming a
genome size of 4.6 Mb [21] and one copy number of this gene per
genome. Syntrophorhabdus genus was quantiﬁed using as standard
an 800 bp puriﬁed PCR product fragment of 16S rRNA gene from
Syntrophorhabdus aromaticivorans (DSM 17771). Abundance results of
bamA and Syntrophorhabdus were normalized against DNA (ng) and
sludge mass (g), respectively.
2.7. Analysis of microbial communities
The structure of microbial communities in each sample was
analyzed based on their genera relative abundances. For the analysis,
those genera whose relative abundance in all samples were less than
0.5% were discarded. The Bray–Curtis similarity index of microbial
communities was conducted using the Agglomerative Hierarchical
Clustering (AHC) methodology using the XLSTAT statistical software
(Addin Soft).
Determination of microorganisms whose presence would be
strongly related to the degradation of phenol or p-cresol and
subsequent conversion to methane, was inferred by observing the
genera that increased their relative abundance in at least 10% on the
last degradation batch compared to samples corresponding to their
inoculum and negative control (without carbon source).
2.8. Statistical analysis
Maximum degradation rates and qPCR results were subjected to
Analysis Of Variance (ANOVA) test to determine signiﬁcant differences
over tested samples. If ANOVA test gave signiﬁcant differences
(95% conﬁdence interval) then Fisher's Protected Least Signiﬁcant
Difference (LSD) test was performed, in order to determine the
signiﬁcant differences (95% conﬁdence interval) of each combination
of samples. The statistical analysis was conducted using the XLSTAT
software (Addin Soft).
3. Results and discussion
3.1. Anaerobic degradation of phenol and p-cresol in different sludge types
Successive batches of anaerobic degradation of phenol and p-cresol
were performed using different sludge sources as inoculum. The
granular sludge came from an UASB reactor which treats wastewater

from tobacco industry and the suspended sludge was obtained from
a CSTR used to stabilize aerobic sludge generated from activated
sludge process. During batch assays, both sludge were able to degrade
completely the tested compounds (Fig. S1, Fig. S2). The granular
sludge had signiﬁcantly higher degradation rates for phenol and
p-cresol, in comparison to the suspended sludge (Fig. 1). The maximum
degradation rates of phenol during the ﬁrst and last batch using
granular sludge were 9.4 ± 1.4 and 11.3 ± 0.7 mg l-1 d-1, respectively,
higher than maximum degradation rates of suspended sludge
(2.7 ± 0.8 and 8.1 ± 1.1 mg l -1 d -1 ). In p-cresol degradation,
granular sludge had maximum degradation rates of 4.0 ± 0.1 and 7.8 ±
0.4 mg l-1 d-1 for ﬁrst and last batch, respectively, in comparison
to suspended sludge where maximum degradation rates were 1.7 ±
0.3 and 3.7 ± 1.0 mg l-1 d-1. These suggest that granular sludge has a
microbial community better adapted to degrade aromatic compounds
in comparison to the suspended sludge. This could be explained by the
source from which granular sludge was obtained. Tobacco wastewaters
are known to contain high concentrations of compounds difﬁcult
to degrade, like nicotine and polycyclic aromatic hydrocarbons [22]
thus, the microbial consortia present in granular sludge used to treat
tobacco wastewater was already acclimated to the presence of aromatic
compounds.
On the other hand, it is observed that the maximum degradation
rates tend to be higher in latest batches compared to the ﬁrst ones
for each compound and sludge. The increase in degradation rate on
last batches were signiﬁcant for all cases excepting in the granular
sludge degrading phenol. The increased degradation rates on last
batches suggests a selection process of microbial conﬁguration, where
degradative bacteria having a proper metabolic activity to catabolize
these compounds increased their abundance.
3.2. Microbial structure changes during anaerobic digestion of phenol and
p-cresol
By sequencing the 16S rRNA gene, it was possible to identify and
estimate the relative abundances of different bacteria and archaea
present in the samples taken during anaerobic digestion of phenol
and p-cresol (Table S1). In order to group the samples based on its
microbial community composition, statistical analysis of microorganism's
relative abundances by Agglomerative Hierarchical Clustering (AHC)
was performed. Results of this analysis are represented by a dendrogram
(Fig. 2) which reveals how much the community composition differs
in comparison to the inocula or after the ﬁrst and last degradation
batches of phenol and p-cresol. Unsurprisingly, two main branches of
the dendrogram were generated which divided samples with the
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same type of sludge. This indicates that each sludge has a distinctive
microbial structure (86% of Bray–Curtis dissimilarity between them) and
is not greatly altered after being exposed to phenol or p-cresol. However,
it is possible to observe that microbial structure of samples from the
ﬁrst and last batches had a Bray–Curtis dissimilarity of 54%, when
comparing with their respective inocula. Therefore, phenol and p-cresol
degradation made changes in community composition but maintaining
the distinctive structure of each sludge. On the other hand, in control
samples, in which no substrate was added, a microbial differentiation
is also observed with respect to the inocula, which suggests that the
incubation time, by itself, is also an important factor in the differentiation
of sludge microbial structure. The latter agrees with a previous
experiment in which the microbial composition of a methanogenic
inoculum was affected by storage time at different temperatures
(including room temperature) [23]. Thus, the main three factors that
shape the microbial conﬁguration are the sludge origin, incubation time
and exposure to phenolic compounds. Finally, it can be seen that there
are few differences between microbial structures corresponding to the
samples obtained from the latest additions of phenol and p-cresol, for
each sludge, indicating that a similar microbial conﬁguration is involved
in the degradation of both compounds.
3.3. Relevant microorganisms in the anaerobic digestion of phenol and
p-cresol
After calculating relative abundances of each microorganism in
the samples, the populations that increased by 10% or more (in
comparison to the inoculum and control) were determined in order
to identify the microorganisms that effectively grow by the addition
of phenolics and therefore, possessing the catabolic machinery
to utilize these compounds or their degradation products as carbon
and energy sources. As shown in Fig. 3, Syntrophorhabdus genus
considerably increases its relative abundance in both sludges and
for both compounds, indicating that their presence is crucial for the
degradation of tested phenols. Previous degradation experiments of
phenol using a co-culture of Syntrophorhabdus with Methanospirillum
hungatei (hydrogenotrophic methanogen) showed that phenol is
degraded by 31% during 100 d of incubation generating 3 mol
of acetate per mol of aromatic compound degraded. Also it was
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Syntrophorhabdus

Control
Kosmotoga

Phenol
Exilispira

P-cresol
Methanobacterium

Fig. 3. Relative abundances of genera which increased their abundances after phenol and
p-cresol degradation. In (a) genera from suspended sludge and (b) from granular sludge.

conﬁrmed that Syntrophorhabdus is a bacterium capable of converting
phenol and p-cresol into other products (acetate and hydrogen) in a
syntrophic manner, in the presence of an hydrogen consumer [24].
Based on this, the increase of Syntrophorhabdus is consistent with the
increase of hydrogenotrophic archaea in both sludge, Methanoculleus
in the suspended sludge and Methanobacterium in the granular sludge,
which enables the metabolic activity of this aromatic degrader
bacterium. These results are in concordance with those obtained by Na
et al. [25] where Syntrophorhabdus together with Methanobacterium
became dominant in an UASB reactor treating phenol. On the other
hand, there were microorganisms that increased their abundances in
one sludge or another. In granular sludge, Exilispira and Kosmotoga
genus increased considerably. Exilispira had a negligible abundance
in inoculum but increased to 13.0% and 21.1% on last batches of phenol
and p-cresol, respectively. Kosmotoga, in other hand, increased its
abundance from 1.6% (inoculum) to 3.2% and 4.0% in phenol and
p-cresol last batches, respectively. Regarding the possible roles
that these two bacteria may have in anaerobic digestion of these
compounds, it is worth to mention that Exilispira belongs to the
phylum Spirochaetes and there is evidence that strongly suggests that
members belonging to this phylum could be involved in syntrophic
acetate oxidation generating hydrogen and carbon dioxide as metabolic
products [26]. Kosmotoga, on the other hand, is a genus that is
phylogenetically related to Mesotoga of which has been also reported its
capacity to oxidize acetate [27]. Thus, both the increase of Exilispira and
Kosmotoga genus could be explained by a putative acetate oxidation
process occurring during degradation. This, gives rise to the hypothesis
that in the granular sludge, anaerobic digestion of phenol and p-cresol
is given (at least to some extent) by the conversion of these
compounds into acetate, then into hydrogen and carbon dioxide and
ﬁnally into methane.
In suspended sludge, apart from Methanoculleus, two additional
archaea increased their abundances, Methanosarcina and Methanosaeta.
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Both genera are known to carry out methane production through acetate
conversion [28], but Methanosarcina, in addition, can also produce
methane by the hydrogenotrophic pathway [29]. Mehanosarcina reached
a relative abundance of 7.4% only when phenol was degraded, which
meant an increase of more than 10 times with respect to the inoculum
(0.7%). Methanosaeta genus on the other hand, was already present at
high abundance on the inoculum (5.5%) and increased to 9.2% and 7.3%
after phenol and p-cresol degradation, respectively. As compared to
Methanosarcina, Methanosaeta genera have lower growth rates [30]
thus, less noticeable increase is expected from this genus in comparison
to Methanosarcina during anaerobic digestion process. Based on
methanogens that were increased in the suspended sludge, it is
presumed that mineralization of phenolic compounds into methane,
is carried out mainly by the aceticlastic pathway, in which ﬁrst
Syntrophorhabdus degrades phenols and produces acetate and hydrogen,
as intermediate metabolites and then, acetate is converted into methane
by Methanosaeta in the case of p-cresol digestion, or by both
methanogens Methanosaeta and Methanosarcina, in the case of phenol
digestion. Unlike granular sludge and due to the fact that it was not
observed any potential acetate oxidizing bacteria, it seems that the
hydrogenotrophic methanogens present in the suspended sludge
would be acting mainly as hydrogen scavengers consuming the
hydrogen derived from phenol degradation performed mainly by
Syntrophorhabdus. According to these, we suggest that granular and
suspended sludges could display preferential methanogenic pathways
during anaerobic digestion of phenols, and the use of one pathway or
another could be one of the factors contributing to the performance
differences between both sludges during the anaerobic digestion of
phenols. In this case, the better performance in anaerobic digestion of
phenols by the granular sludge could be related with a preferential
use of the hydrogenotrophic pathway. As reported previously, depending
on environmental conditions, hydrogenotrohic pathway could display
higher rates of methane production (thus higher organic matter
degradation) in comparison to acetoclastic pathway [31,32].

Syntrophorhabdus 16S rRNA gene copy
number g-1 of sludge
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Fig. 4. Abundances of Syntrophorhabdus and bamA gene determined by qPCR. In (a)
Syntrophorhabdus abundance and (b) bamA gene abundance. Error bars represents the
standard deviation from the mean of triplicate samples. Different letters above bars
indicates signiﬁcant differences (p ≤ 0.5) between samples.

3.4. Absolute abundance of Syntrophorhabdus
Relative abundance increase of Syntrophorhabdus genus on both
sludges, treating phenol and p-cresol, revealed the key role of this
genus in the degradation process. However, the relative abundance
increase could be originated by two ways: by an important decrease
occurred in the absolute abundance of some dominant bacteria,
in conjunction with a maintenance of Syntrophorhandus abundance,
or indeed, there is a an absolute growth of this genus over other
microorganisms, conﬁrming the capability of this genus to use phenol
and p-cresol as carbon sources to grow. To clarify by which way
relative abundance increased, absolute abundance of Syntrophorhabdus
genus was determined by qPCR analysis on the different sludge
samples. As can be seen in Fig. 4a, absolute abundance of
Syntrophorhabdus increased signiﬁcantly in more than one order of
magnitude after last phenol degradation, on both sludge types. After
p-cresol degradation, Syntrophorhabdus also increased its absolute
abundance (at least two fold) in comparison to inoculum and control,
although not signiﬁcantly. Notably, inoculum of granular sludge
showed higher abundance of Syntrophorhabdus, in comparison
to suspended sludge, which could be associated with the higher
adaptation level of this sludge to degrade aromatic compounds.
Although these last results were not statistically signiﬁcant, similar
inferences were suggested by Ju and Zhang [33] in which a higher
degradation rate of a methanogenic reactor treating phenol, in
comparison to other similar, was explained by the higher proportion
of Syntrophorhabdus. Therefore, the results obtained in our study
establishes that Syntrophorhabdus relative abundance increase was
related with the absolute growth of this genus, during the anaerobic
digestion process, and conﬁrms that its levels are one of the reasons
why one sludge performed better than the other.

3.5. BamA gene abundance increase during degradation of phenols
Estimation of bamA gene has been reported to be useful
to enumerate anaerobic aromatic degraders on different redox
conditions [30]. Based on this, it is expected that bamA gene increases
its abundance after degradation of aromatic compounds. To conﬁrm
that, qPCR analysis was performed in order to quantify the bamA gene
in the inocula, controls and after the degradation of phenol and
p-cresol (Fig. 4b). In the case of granular sludge, bamA gene increased
its abundance signiﬁcantly from 7.9 × 104 copies ng-1 of DNA in
the inoculum to 1.7 × 105 and 2.5 × 105 copies ng-1 of DNA, after
phenol and p-cresol degradation, respectively. On the other hand, in
suspended sludge, bamA gene tended to be higher after degradation
of phenolic compounds, but this was only signiﬁcant in the case of
phenol degradation with values of 1.1 × 104 copies ng-1 of DNA in the
inoculum and 1.6 × 105 copies ng-1 of DNA in the ﬁnal sludge. In
general, these results conﬁrm that bamA gene assay is capable to
describe the increase in total aromatic degraders on anaerobic sludge
and in this case, the increase in bamA gene tended to explain the
higher degradation rate increase by sludge. On the other hand, bamA
gene abundance did not correlate with Syntrophorhabdus abundance,
as it was expected. This suggests that anaerobic aromatic degraders
targeted by bamA gene, are not only members of Syntrophorhabdus
genus, in fact, even though Syntrophorhabdus was the only known
aromatics degrading bacterium that increased its abundance after
degradation of phenols, this may have been not the only genus
present in the samples with the capacity to degrade aromatic
compounds, which would explain the non-correlation between bamA
and Syntrophorhabdus.
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4. Conclusions
Sludge of different sources conserved a distinctive microbial
structure despite suffering an adaptation process due to phenolic
compounds exposure. Independently of sludge origin, the genus
Syntrophorhabdus together with hydrogenotrophic archaea increased
their relative abundance after degradation of phenol and p-cresol,
indicating the important role of these microorganism during the
anaerobic process. Higher initial abundances of Syntrophorhabdus
genus and bamA gene, were probably the main causes of the higher
degradation rates displayed. Therefore, the abundance estimation of
Syntrophorhabdus and bamA gene in anaerobic sludge, could serve as a
fast screening parameter to ﬁnd the most acclimatized sludge to
efﬁciently degrade mono-aromatic compounds and thereby improve
the anaerobic process kinetics.
Financial support
This study was supported by CONICYT Project 781302010 and
FONDECYT Project 1151161 from CONICYT-CHILE.
Conﬂict of interest
The authors declare no conﬂict of interest.
Supplementary material
Supplementary data to this article can be found online at https://doi.
org/10.1016/j.ejbt.2018.08.002.
References
[1] Pradeep NV, Anupama S, Navya K, et al. Biological removal of phenol from wastewaters:
A mini review. Appl Water Sci 2015;5(2):105–12. https://doi.org/10.1007/s13201-0140176-8.
[2] Chen Y, He J, Wang YQ, et al. Development of an anaerobic co-metabolic model for
degradation of phenol, m-cresol and easily degradable substrate. Biochem Eng J
2016;106:19–25. https://doi.org/10.1016/j.bej.2015.11.003.
[3] Matsakas L, Gao Q, Jansson S, et al. Green conversion of municipal solid wastes into
fuels and chemicals. Electron J Biotechnol 2017;26:69–83. https://doi.org/10.1016/j.
ejbt.2017.01.004.
[4] Rosenkranz F, Cabrol L, Carballa M, et al. Relationship between phenol degradation
efﬁciency and microbial community structure in an anaerobic SBR. Water Res
2013;47(17):6739–49. https://doi.org/10.1016/j.watres.2013.09.004.
[5] Reyes-Contreras C, Vidal G. Methanogenic toxicity evaluation of chlortetracycline
hydrochloride. Electron J Biotechnol 2015;18(6):445–50. https://doi.org/10.1016/j.
ejbt.2015.09.009.
[6] Xu P, Han H, Hou B, et al. Treatment of coal gasiﬁcation wastewater by a two-phase
anaerobic digestion. Desalin Water Treat 2014;54(3):598–608. https://doi.org/10.
1080/19443994.2014.884474.
[7] Liu T, Sun L, Müller B, et al. Importance of inoculum source and initial community
structure for biogas production from agricultural substrates. Bioresour Technol
2017;245:768–77. https://doi.org/10.1016/j.biortech.2017.08.213.
[8] Perrotta AR, Kumaraswamy R, Bastidas-Oyanedel JR, et al. Inoculum composition determines microbial community and function in an anaerobic sequential batch reactor.
PLoS One 2017;12(2):e0171369. https://doi.org/10.1371/journal.pone.0171369.
[9] Wirth B, Krebs M, Andert J. Anaerobic degradation of increased phenol concentrations
in batch assays. Environ Sci Pollut Res Int 2015;22(23):19048–59. https://doi.org/10.
1007/s11356-015-5100-8.
[10] Chapleur O, Madigou C, Civade R, et al. Increasing concentrations of phenol progressively affect anaerobic digestion of cellulose and associated microbial communities.
Biodegradation 2016;27(1):15–27. https://doi.org/10.1007/s10532-015-9751-4.
[11] Madigou C, Poirier S, Bureau C, et al. Acclimation strategy to increase phenol tolerance of an anaerobic microbiota. Bioresour Technol 2016;216:77–86. https://doi.
org/10.1016/j.biortech.2016.05.045.
[12] Fang HHP, Liu Y, Ke SZ, et al. Anaerobic degradation of phenol in wastewater at
ambient temperature. Water Sci Technol 2004;49(1):95–102. https://doi.org/10.
2166/wst.2004.0028 PMid:14979543.

[13] Oka AR, Phelps CD, Zhu X, et al. Dual biomarkers of anaerobic hydrocarbon degradation in historically contaminated groundwater. Environ Sci Technol 2011;45(8):
3407–14. https://doi.org/10.1021/es103859t.
[14] Kuntze K, Shinoda Y, Moutakki H, et al. 6-Oxocyclohex-1-ene-1-carbonyl-coenzyme
A hydrolases from obligately anaerobic bacteria: Characterization and identiﬁcation
of its gene as a functional marker for aromatic compounds degrading anaerobes.
Environ Microbiol 2008;10(6):1547–56. https://doi.org/10.1111/j.1462-2920.2008.
01570.x.
[15] Kuntze K, Vogt C, Richnow HH, et al. Combined application of PCR-based functional
assays for the detection of aromatic-compound-degrading anaerobes. Appl Environ
Microbiol 2011;77(14):5056–61. https://doi.org/10.1128/AEM.00335-11.
[16] Sun W, Sun X, Cupples AM. Presence, diversity and enumeration of functional genes
(bssA and bamA) relating to toluene degradation across a range of redox conditions
and inoculum sources. Biodegradation 2014;25(2):189–203. https://doi.org/10.
1007/s10532-013-9651-4.
[17] Fang HH, Zhou GM. Interactions of methanogens and denitriﬁers in degradation of
phenols. J Environ Eng 1999;125(1):57–63. https://doi.org/10.1061/(ASCE)07339372(1999)125:1(57).
[18] Caporaso JG, Lauber CL, Walters WA, et al. Global patterns of 16S rRNA diversity at a
depth of millions of sequences per sample. Proc Natl Acad Sci U S A 2011;108(Sup
1):4516–22. https://doi.org/10.1073/pnas.1000080107.
[19] Desantis TZ, Hugenholtz P, Larsen N, et al. Greengenes, a chimera-checked 16S rRNA
gene database and workbench compatible with ARB. Appl Environ Microbiol 2006;
72(7):5069–72. https://doi.org/10.1128/AEM.03006-05.
[20] Wright ES, Yilmaz LS, Ram S, et al. Exploiting extension bias in polymerase chain
reaction to improve primer speciﬁcity in ensembles of nearly identical DNA
templates. Environ Microbiol 2014;16(5):1354–65. https://doi.org/10.1111/14622920.12259.
[21] Kazy SK, Monier AL, Alvarez PJ. Assessing the correlation between anaerobic toluene
degradation activity and bssA concentrations in hydrocarbon-contaminated aquifer
material. Biodegradation 2010;21(5):793–800. https://doi.org/10.1007/s10532010-9344-1.
[22] Wang M, Yang G, Min H, et al. Bioaugmentation with the nicotine-degrading
bacterium Pseudomonas sp. HF-1 in a sequencing batch reactor treating tobacco
wastewater: degradation study and analysis of its mechanisms. Water Res 2009;
43(17):4187–96. https://doi.org/10.1016/j.watres.2009.07.012.
[23] Hagen LH, Vivekanand V, Pope PB, et al. The effect of storage conditions on microbial
community composition and biomethane potential in a biogas starter culture.
Appl Microbiol Biotechnol 2015;99(13):5749–61. https://doi.org/10.1007/s00253015-6623-0 PMid:25947246.
[24] Qiu YL, Hanada S, Ohashi A, et al. Syntrophorhabdus aromaticivorans gen. nov., sp.
nov., the ﬁrst cultured anaerobe capable of degrading phenol to acetate in obligate
syntrophic associations with a hydrogenotrophic methanogen. Appl Environ
Microbiol 2008;74(7):2051–8. https://doi.org/10.1128/AEM.02378-07.
[25] Na JG, Lee MK, Yun YM, et al. Microbial community analysis of anaerobic granules in
phenol-degrading UASB by next generation sequencing. Biochem Eng J 2016;112:
241–8. https://doi.org/10.1016/j.bej.2016.04.030.
[26] Lee SH, Park JH, Kim SH, et al. Evidence of syntrophic acetate oxidation by
Spirochaetes during anaerobic methane production. Bioresour Technol 2015;190:
543–9. https://doi.org/10.1016/j.biortech.2015.02.066.
[27] Nobu MK, Narihiro T, Rinke C, et al. Microbial dark matter ecogenomics reveals
complex synergistic networks in a methanogenic bioreactor. ISME J 2015;9(8):
1710. https://doi.org/10.1038/ismej.2014.256.
[28] Chen S, Cheng H, Liu J, et al. Unexpected competitiveness of Methanosaeta
populations at elevated acetate concentrations in methanogenic treatment of
animal wastewater. Appl Microbiol Biotechnol 2017;101(4):1729–38. https://doi.org/
10.1007/s00253-016-7967-9.
[29] Welte C, Deppenmeier U. Bioenergetics and anaerobic respiratory chains of
aceticlastic methanogens. BBA-Bioenergetics 2014;1837(7):1130–47. https://doi.org/
10.1016/j.bbabio.2013.12.002 PMid:24333786.
[30] Conklin A, Stensel HD, Ferguson J. Growth kinetics and competition between
Methanosarcina and Methanosaeta in mesophilic anaerobic digestion. Water
Environ Res 2006;78(5):486–96. https://doi.org/10.2175/106143006X95393.
[31] Weston NB, Vile MA, Neubauer SC, et al. Accelerated microbial organic matter
mineralization following salt-water intrusion into tidal freshwater marsh soils.
Biogeochemistry 2011;102(1–3):135–51. https://doi.org/10.1007/s10533-0109427-4.
[32] Mayumi D, Mochimaru H, Yoshioka H, et al. Evidence for syntrophic acetate
oxidation coupled to hydrogenotrophic methanogenesis in the high-temperature
petroleum reservoir of Yabase oil ﬁeld (Japan). Environ Microbiol 2011;13(8):
1995–2006. https://doi.org/10.1111/j.1462-2920.2010.02338.x.
[33] Ju F, Zhang T. Novel microbial populations in ambient and mesophilic biogas-producing
and phenol-degrading consortia unraveled by high-throughput sequencing. Microb
Ecol 2014;68(2):235–46. https://doi.org/10.1007/s00248-014-0405-6.

