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Abstract: The operating temperature of anaerobic digesters should be adjusted to adapt to seasonal
variations in environmental temperature and the composition of organic solid waste. This study
investigated the effects of one-step abrupt temperature changes (from mesophilic to thermophilic
temperature, M–T, and from thermophilic to mesophilic temperature, T–M) and the inoculation ratio
on methane yield and microbial diversity during the anaerobic co-digestion of kitchen waste with
dewatered sludge. The results showed that the cumulative methane yield (CMY) level resulting
from thermophilic control and the M–T digesters was greater than that resulting from mesophilic
control and the T–M digesters. The CMF of M–T digesters increased, whereas the CMY of T–M
digesters gradually decreased with an increase in the inoculation ratio. The maximal CMY was
385.1 mL/g-VSSadded, which corresponded to an M–T digester with a 5% inoculation ratio. In the
later stage of anaerobic digestion, the bacterial community of T–M was more diverse than that of M–T,
but the archaeal community of M–T was more diverse than that of T–M. The one-step temperature
change from thermophilic to mesophilic temperature was more stable than that from mesophilic to
thermophilic temperature.

Keywords: ammonia; inoculum ration; methane yield; bacteria; archaea

1. Introduction

The world annually produces approximately 1.3 billion tons of kitchen waste [1].
KW is prone to rot and contains various pathogenic microorganisms and parasites that
can lead to the spread of diseases [2]. KW is characterized by its high moisture content,
organic matter content, and carbon-to-nitrogen ratio (C/N ratio) [3,4]. Consequently,
KW is well-suited for anaerobic digestion (AD) treatment [2,3,5]. Under thermophilic
conditions, semi-continuous, dry-mode anaerobic digestion systems for KW will achieve
a faster steady-state operation and will remain stable [6]. However, improper operation
(such as fluctuations in temperature and substrate) may result in digester instability [7].
The inhibition of organic acids or an imbalance in microbial communities can result in
decreased performance and degradation efficiency of the digesters [8].

China annually produces approximately 39 million tons of excess sludge, with a mois-
ture content of 80% (dewatered sludge, DS), from wastewater treatment plants [9]. Due
to the accumulation of harmful substances in DS, like resistance genes, pathogens, and
heavy metals, proper disposal measures are necessary to minimize harm to the environ-
ment [10,11]. AD is a crucial technology for the sustainable recovery of energy and the
prevention of environmental pollution caused by sludge disposal. AD not only stabilizes
DS but also generates methane-rich biogas (with a methane content of approximately
65%) [12,13]. However, the slow hydrolysis process and low C/N ratio associated with
sludge AD will result in a much lower methane yield than the theoretical methane yield [14].
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The relatively low C/N ratio in DS makes it easy for ammonia inhibition to happen,
whereas the higher C/N ratio in KW complements that of DS and reduces the possibility of
ammonia inhibition [15]. Meanwhile, KW and DS complement each other in terms of their
characteristics, including their water content and microbial community structure [16]. The
combination of KW and DS provides improved stability for co-digestion systems [17,18].
Temperature is an important factor that influences methane production in AD [19]. Increas-
ing the temperature during anaerobic digestion enhances microbial activity and growth,
leading to the rapid breakdown of organic matter into smaller molecules and their further
stabilization into valuable organic fertilizers and biogas [12]. It also promotes higher diges-
tion rates and the growth of favorable microbial flora, resulting in more complete organic
matter digestion [20]. Dramatic temperature changes or frequent fluctuations can affect
bacteria, especially methanogenic bacteria. Temperature fluctuations of more than 1.1 ◦C
per day can lead to AD failure [12].

Usually, anaerobic digestion is carried out at a constant temperature [21]. However, the
operating temperature of anaerobic digesters over time should balance energy consumption
and system stability [22]. The operating temperature of anaerobic digesters should be
adjusted to adapt to seasonal variations in environmental temperature and the composition
of organic solid waste [23].

In conventional sludge AD, with the transition from mesophilic to thermophilic
temperature, the thermophilic microbial community was established from a mesophilic
digester [24]. The thermophilic anaerobic digester remained stable for 20 days after a one-
step temperature increase from a mesophilic digester. After a one-step temperature increase,
there was a rapid proliferation of Methanosarcina, Methanothermobacter, and Methanoculleus
within 11 days. However, the sludge was rich in microorganisms with low concentrations
of ammonia, which is beneficial for the normal metabolism of methanogens [25]. During
the thermophilic anaerobic digestion of garbage slurry inoculated with mesophilic-waste-
activated sludge, thermophilic methanogens could be enriched [26]. There was a similar
microbial community in the enriched microbiome at different concentrations of substrate.
Methanothermobacter, Methanosarcina, and other thermophilic bacteria were enriched in
the community over time. However, there is limited research on the effects of one-step
abrupt temperature changes (from mesophilic to thermophilic temperature, M–T, and from
thermophilic to mesophilic temperature, T–M) on the anaerobic co-digestion system of
KW and DS [27]. This information is of significant use for the application of temperature
changes in the anaerobic digestion of sludge across different seasons in areas experiencing
large temperature variations between winter and summer.

This study implemented the anaerobic co-digestion of KW and DS. The mixture used
was inoculated with sludge acclimated to both mesophilic and thermophilic conditions in
the event of an abrupt temperature change. The objectives of this study were as follows:
(1) compare anaerobic digestion performance under mesophilic and thermophilic tempera-
tures; (2) investigate the effects of an abrupt temperature change on methane yield and the
microbial community in the anaerobic co-digestion system.

2. Materials and Methods
2.1. Materials and Pretreatment

The KW used in the experiment was sourced from Gansu Chinai Bioenergy
System Co., Ltd, Lanzhou, China. Before the experiment, the KW underwent pretreat-
ment, including the removal of plastic, bones, paper towels, and chopsticks. It was then
crushed, stirred, and grounded. To prevent the sampling tube from becoming clogged, the
KW was passed through a 0.4 mm iron screen. After pretreatment, the KW was stored in a
plastic bottle in the refrigerator at −20 ◦C for subsequent use in the experiments.

The excess sludge and DS used in this experiment were sampled from a sewage treat-
ment plant in Lanzhou, Gansu, which with a sewage capacity of 100,000 m3/day and the
utilization of an AAO + MBR (Anaerobic-Anoxic-Oxic + Membrane Bio-digester) process
excess sludge was collected from the secondary sedimentation tank, whereas DS was col-
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lected from the centrifugal dehydrator. The excess sludge was acclimated in 35 ± 1 ◦C and
55 ± 1 ◦C thermostat water baths for 28 days. This process yielded mesophilic acclimated
sludge (MAS) and thermophilic acclimated sludge (TAS) for subsequent inoculation.

The basic properties of KW and sludge are shown in Table 1. Both DS and KW have
high TS, but KW has higher VS compared with DS. Hence, KW has a high level of SCOD
pH below the threshold for methanogenic bacteria activity.

Table 1. Basic properties of KW and sludge.

MAS TAS DS KW

TS (%) 1.67 ± 0.01 1.48 ± 0.03 24.75 ± 0.13 23.76 ± 0.31
VS (%) 0.92 ± 0.01 0.80 ± 0.02 10.23 ± 0.11 18.99 ± 0.27

pH 7.48 ± 0.21 7.69 ± 0.15 5.20 ± 1.06
SCOD (mg/L) 2926.2 ± 22.4 3850.7 ± 62.0 80,644.8 ± 903.7

TA (mg/L) 1860.2 ± 0.0 2340.2 ± 22.2 594.4 ± 60.4
TAN (mg/L) 493.6 ± 4.6 385.62 ± 62.0 423.5 ± 0.5

Note: Mesophilic acclimated sludge, MAS. Thermophilic acclimated sludge, TAS. Total solids, TS. Volatile solids,
VS. Soluble chemical oxygen demand, SCOD. Total alkalinity, TA. Total ammonia nitrogen concentration, TAN.

2.2. Experimental Design

A total of 300 g KW was mixed with 150 g DS as a substrate for digestion, and 300 g
MAS or TAS was added as inoculum. M0 and T0 were cultured in a thermostatic water
bath at 35 ± 1 ◦C or 55 ± 1 ◦C until the end of the experiment. T1–T5 and M1–M5 were
cultured in a thermostatic water bath at 35 ± 1 ◦C or 55 ± 1 ◦C, respectively. The abrupt
temperature experiment started on the tenth day, with a raised 35 ± 1 ◦C to 55 ± 1 ◦C and
a lowered 55 ± 1 ◦C to 35 ± 1 ◦C. Immediately afterward, 0%, 5%, 10%, 15%, and 20% TAS
or MAS were added to the T1–T5 and M1–M5 experimental groups, respectively (Table 2).
During the initial 10 days, 4 M NaOH was used to adjust the pH to 7.0–7.5.

Table 2. Experimental setup.

Temperature Change
Ratio of Inoculation after Temperature Change

0% 5% 10% 15% 20%

Always 35 ◦C M0
Always 55 ◦C T0

Change from 35 ◦C to 55 ◦C
(Inoculation with TAS on day 10) T1 T2 T3 T4 T5

Change from 55 ◦C to 35 ◦C
(Inoculation with MAS on day 10) M1 M2 M3 M4 M5

The digesters were glass bottles sealed by rubber septa with a 2 L working volume
and two small holes through the lid (with a 6 mm inner diameter), which were connected
to the bag and the peristaltic pump, respectively, through soft silicone tubes (with a 6 mm
inner diameter) for collecting gas or digestate samples. To ensure that the co-substrate
in each digester was mixed evenly, each digester needed to be shaken for 1–2 min every
morning. All processes were repeated three times to ensure accuracy.

2.3. Analytical Methods

The pH, TS, VS, SCOD, TAN, and TA determination methods were derived from
the Standard methods [28]. The concentration of free ammonia nitrogen (FAN) in the
sample was determined in accordance with the formula provided by Hansen et al. [29].
The volume of biogas was measured by the wet anticorrosive gas flowmeter (LMF-2,
Alpha, Shanghai, China), and the biogas composition was measured by the biogas analyzer
(Biogas5000, Geotach, Coventry, UK). The modified Gompertz equation was used to de-
scribe the methane yield in the experiment [30]. Volatile fatty acid (VFA) was measured by
a gas chromatograph (SP-7890 Plus, Ruihong, Tengzhou, China).
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To elucidate the microbial communities, high-throughput sequencing technology was
employed. Different letters were used to represent the microbial community analysis results
at three different times (a: on the 9th day, b: on the 27th day, c: on the 43rd day). Microbial
DNA was extracted from the solid phase of anaerobic digestion samples using the Illumina
MiSeq platform (Illumina, San Diego, CA, USA) and the soil DNA kit (E.Z.N.A.® Soil DNA
kit, Omega Bio-tek, Norcross, GA, USA). The V3-V4 hypervariable region of the bacterial
16S rRNA gene was amplified using primers 806R (5′-GGACTACHVGGGTWTCTAAT-3′)
and 338F (5′-ACTCCTACGGGAGGCAGCAG-3′). Species information classification and
integration of the original data were completed with reference to relevant websites, and
afterward, the OTU (operational taxonomic unit) table was generated. For detailed experi-
mental procedures and data preprocessing methods, please refer to the previous study [31].

2.4. Statistical Analysis

SPSS for Windows version 22.0 was used to analyze the correlation between environ-
mental factors and microbial communities (*, p < 0.05; **, p < 0.01; ***, p < 0.001). Origin for
Windows version 2022 was used to create all figures.

3. Results and Discussion
3.1. Digestion Performance
3.1.1. pH, TAN, FAN

The pH value was an important parameter to evaluate the stability of digesters [32].
The optimal pH range for anaerobic digestion was 6.5 to 8.0 [33]. The overall pH value
changing trends of T1–T5 experimental groups were relatively gentle after inoculation
with TAS (Figure 1a). The T1-T5 pH values were between 7.0 and 8.0, which is a relatively
stable level and within the optimal range of active metabolism of AD [26]. The pH change
in M1–M5 showed a decreasing trend at first and then continued to increase (Figure 1b).
This phenomenon might be due to the rapid increase of microbial activity in the early
stage of digestion, which consumed organic matter and produced a large number of acidic
metabolites [20]. In addition, some microorganisms were more active at lower temperatures
and produced more alkaline metabolites, which caused an increase in pH [34]. In the early
stage of digestion, the pH values of M0 and T0 experienced a sharp decrease. This can be
attributed to the limited activity of methanogens during the hydrolysis and acidification
stage [35]. As a result, VFA was not readily utilized by methanogens to produce methane,
leading to the accumulation of VFA in the digestion system [8]. The pH value was adjusted
by adding 4 M NaOH before the inoculation experiment so that it was kept within the
range of 6.5–7.5. With the continuous proliferation of methanogens, VFA will be consumed
continuously, which ultimately leads to the constant rise of the pH of T0 [8].

In general, in a sludge/food waste anaerobic co-digestion system, a higher proportion
of sludge in the digester resulted in a higher pH [36]. This may be due to the increased
proportion of sludge, which led to an increased buffering capacity of the system, so the
pH-changing trend did not show an obvious deviation [37]. However, the pH of M1–M5
did not change with the increase of the TAS inoculum ratio. The pH under mesophilic
conditions (M0) rose more slowly than that under thermophilic conditions (T0). Ther-
mophilic conditions promoted the release of ammonia nitrogen while accelerating the
consumption of organic acids by microorganisms, both of which were responsible for the
rapid increase in pH under thermophilic conditions [38]. After adjusting pH, the overall
pH-changing trend in the experimental and control groups was similar to that in previous
studies [14,39]. However, the minimum pH value (7.1) in this study was higher than that
in this experiment (6.9) under thermophilic conditions, which might be due to the higher
VS/TS of the substrate in this experiment, allowing the formation of organic acids leads to
a lower pH [37].
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The TAN level in both the experimental and control groups was between 1500 and
2500 mg L−1 at the end of digestion (Figure 1c,d), indicating that all methanogens in
this experiment might have been affected by ammonia inhibition. The TAN changing
trend of all digesters showed a rapid increase in the early stage of digestion, which was
consistent with previous research results [32,40]. KW contained complex macromolecules
with slow degradation rates, such as proteins and carbohydrates, which could lead to a
high concentration of TAN during the digestion process [41]. The high concentration of
TAN could inhibit the activity of methanogens, leading to the accumulation of VFA, a
decrease in pH, and lower methane production. However, a low concentration of ammonia
could provide sufficient buffering capacity and essential nutrients for microbial growth [19].
When the TAN concentration exceeded 1500 mg L−1, ammonia could inhibit the growth
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of methanogens, and when the TAN concentration exceeded 2500 mg L−1, methanogens
could be significantly inhibited [42]. In the early stages of digestion, the breakdown
of organic matter and the metabolism of anaerobic bacteria could produce a significant
amount of ammonia nitrogen, but the microbial community in the anaerobic digester was
still in the adaptation and adjustment phase, and could not fully utilize the generated
ammonia nitrogen [43]. As digestion progressed, the anaerobic bacteria gradually adapted
to the ammonia nitrogen and used it for growth and reproduction [19]. The TAN in the
experimental group increased with the sludge inoculum ratio, which was likely due to the
accelerative effect of microorganisms in the TAS on the decomposition of KW, leading to
more production of TAN.

As digestion progressed, the difference between FAN and TAN became more apparent.
FAN was present in TAN, which increased as the digestate pH and digestion temperature
increased [29]. Compared with TAN, FAN had direct toxicity to methanogens and could
penetrate microbial cell membranes, causing damage to enzyme systems [44]. By comparing
the changes in TAN and FAN levels in the control group (Figure 1e,f), it was found that the
TAN and FAN levels in the thermophilic digesters were significantly higher than those in the
mesophilic digesters, and with a wider variation range. This was because the thermophilic
conditions promoted the degradation of nitrogen-rich substances and the solubility of
organic matter in the co-substrate, resulting in more thorough organic matter degradation
and a faster rate of TAN production [45]. The TAN level in the experimental group did
not show a significant difference compared to the control group, but the FAN level in the
experimental group was much lower than that in T0 of the control group. This was mainly
because the rise to a higher operating temperature could lead to an increase in ammonia
nitrogen, which could inhibit the life activities of anaerobic microorganisms [46]. Moreover,
ammonia nitrogen could inhibit the activity of propionic acid-degrading microorganisms,
leading to the accumulation of propionic acid [14,39]. Propionic acid, as a difficult-to-
degrade VFA, had the most obvious inhibitory effect on methanogens, therefore inhibiting
the progress of anaerobic digestion [46].

3.1.2. SCOD, VFA, TA, VFA/TA

The SCOD concentration (Figure 2) in the digestate was a measure of the dissolved
organic matter in the anaerobic digestion [31]. In general, the SCOD of the experimental
groups T1–T5 and M1–M5 exhibited a slow declining trend at different temperatures. As
the TAS inoculum ratio of T1-T5 increased, the SCOD gradually decreased, which should
be the dilution effect of the low SCOD (VSS) of TAS. As the MAS inoculum ratio of M1-
M5 increased, the SCOD only gradually decreased in the initial period after inoculation.
Different methane yields resulted in different SCOD levels.

The sudden increase in SCOD in the early stage in M0 and T0 was mainly attributed
to the hydrolysis of macromolecular organic matter in kitchen waste and DS into smaller
molecules by bacterial extracellular enzymes [40]. Additionally, the addition of NaOH
might have further promoted bacterial hydrolysis, resulting in a sudden increase in
SCOD [36]. The decline trend of SCOD in M1–M5 was faster than that in T1–T5, which
should be related to the high methane yield of M1–M5. The decrease in SCOD indicated the
utilization of organic matter by methanogens and the steady functioning of the digestion
system. The decrease in SCOD was faster in T0 compared with M0, suggesting that ther-
mophilic temperatures could expedite the decomposition of organic matter. As to T1–T5,
the SCOD was at a high level, which should be related to the low methane yield. Low
methane yield was caused by the synergistic inhibition of high FAN (Figure 1) and high
VFA (Figure 3). The synergistic effect of FAN and VFA could cause severe inhibition of
methanogens [35].
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VFA concentration was an important indicator, which reflected the extent of organic
matter hydrolysis and acidification in the anaerobic digestion [47]. The VFA of M0 showed
an increasing and then decreasing trend, reaching a maximum of 17,370 mg L−1 on the
11th day, which was consistent with the trend of SCOD concentration. In the early stage
of anaerobic digestion, proteins, carbohydrates, and long-chain fatty acids in DS and KW
were converted to VFA, which accumulated in the anaerobic digesters [47]. The VFA of
T0 digesters showed a similar increasing and then decreasing trend as M0, reaching a
maximum of 18,388 mg L−1 on the eighth day. However, the overall VFA level of T0 was
lower than that of M0. This was because at thermophilic temperatures, the anaerobic
microbial decomposition and metabolic rate increased, and more metabolic products were
converted to methane [19]. Therefore, the relative contribution levels of VFA were relatively
low. Additionally, some mesophilic microbial communities also showed higher growth
rates and metabolic activity in organic-rich waste such as KW [48].

The VFA of T1–T5 was higher than that of T0. However, despite the high VFA level, the
pH of T4 digesters remained within the reasonable range. This suggested that the microbial
community in the digesters was able to handle the VFA accumulation effectively, thus
avoiding the problem of acidification. In general, the VFA of M1–M5 decreased faster than
that of T1–T5, especially on the 35d and 43d. On the 19th day, the VFA of T1, T2, and T3
had decreased compared with the 11th day, primarily because of the slight gas production
during the first two days after inoculation with TAS, where microbial activity consumed
some of the VFA. However, the VFA of T4 and T5 continued to increase, indicating that
VFA was still accumulating and not being utilized by the microbial community [40]. On
the 19th, 27th, and 35th day, the VFA remained high, but there was no methane production.
This suggested that the digesters were inhibited by the accumulating VFA and FAN [19].

TA could characterize the buffering capacity of the anaerobic digestion system [38,49].
In the first 11 days, the TA of M0 continued to increase (Figure 4), partly due to the
artificial addition of NaOH, while the ammonia nitrogen produced during the reaction pro-
cess offset part of VFA. The TA of T0 had been fluctuating around 7000 mg/L, which
was relatively stable. After inoculation with TAS, the change of TA in all digesters
was consistent, but there were slight differences. Finally, the TA of T1–T5 was between
10,000 and 11,000 mg/L. TA of M1–M5 was lower than that of T1–T5, which may be due to
the fact that the lowering digestion temperature has little effect on the decomposition of
organic matter by microorganisms [41].
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Total volatile fatty acids/total alkalinity (TVFA/TA, Figure 5) was a necessary index
to judge the stability of the digester [38]. TVFA/TA was a parameter used to describe
acid-base balance during anaerobic digestion [33]. When the TVFA/TA value was less
than 0.35, the TA was sufficient to buffer the acidity of TVFA concentration [50], thus
maintaining good acid-base balance and relative stability of the digester. However, if the
TVFA/TA value exceeded 0.8, indicating that the VFA concentration is high, it might lead
to acidification during the digestion process and seriously affect the efficiency and stability
of anaerobic digestion [33,38]. TVFA/TA of T1–T5 was significantly greater than that of
M1–M5. Moreover, TVFA/TA of T1–T5 was greater than 0.8 almost throughout the co-
digestion process. However, TVFA/TA of M1–M5 gradually decreased as the co-digestion
progressed, which was less than 0.8 (even 0.35) in the later stage (except M4). These results
indicated that M1–M5 was a normal and stable co-digestion process.
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3.2. Methane Yield

As to T0, the cumulative methane yield (CMY) was 352.0 mL g-VSSadded (Figure 6a).
As to M0, the CMY was only 32.4 mL g-VSSadded. As to T1–T5, methane was produced
in the first two days after inoculation and after 40 days. The CMY of T1–T5 increased
with the increase of the TAS inoculation ratio. This phenomenon should be related to
the synergistic inhibition of high FAN and high VFA. The CMY was directly related to
the number of methanogens [19,49]. The CMY of T0 was much higher than that of M0.
This was because, at the same organic load, the thermophilic temperatures could promote
the growth and reproduction of methanogens in the anaerobic digester and improve
their activity and metabolic rate within a certain temperature range [19,40]. In addition,
the thermophilic anaerobic digesters contained some rare, unique microbial populations
that could efficiently utilize some difficult-to-biodegrade organic matters from KW under
thermophilic conditions and produce a large amount of methane [49].
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The CMY of M1–M5 were 72.2, 385.1, 275.4, 109.1, and 226.4 mL g−1-VSSadded, respec-
tively. The CMY of M2 with a MAS inoculation ratio of 5% was higher than that of all
other digesters. In addition, when the MAS inoculation ratio was higher than 5%, the CMY
gradually decreased with the increase of the MAS inoculation ratio. This phenomenon
should be related to the special properties of MAS. MAS contained both methanogens and
inhibitors [51]. The higher inoculation ratios might have brought about higher concen-
trations of inhibitors, whereas the low inoculation ratio of inhibitors was diluted by the
substrate and introduced methanogenic bacteria to the substrate [19,40].

3.3. Microbial Community
3.3.1. Bacterial Community

On the ninth day, at mesophilic temperature (M0-a), the bacterial community was
diverse (Figure 7a). The RA of bacteria above 5% were Bacillus (6.1%), Coprothermobacter
(13.7%), NK4A214_group (6.0%), and Sporanaerobacter_acetigenes (7.5%). However, at ther-
mophilic temperature (T0-a), the RA of bacteria above 5% were only Coprothermobacter
(33.3%) and Defluviitoga (17.0%). Bacillus were acid-producing bacteria during anaero-
bic digestion [52]. Coprothermobacter were mainly involved in the acid-producing phase
of anaerobic digestion [53]. Coprothermobacter, with strong activity at thermophilic tem-
peratures, could cooperate with hydrotropic methanogenic bacteria to degrade organic
substrate [54,55]. On the 27th day, as T1–T5, the RA of bacteria above 5% were Bacillus
(18.2–47.0%), Coprothermobacter (6.8–11.1%), and Acetomicrobium (1.9–5.1%). With the in-
creased inoculation ratio, the RA of Bacillus first decreased and then increased, but the RA
of Coprothermobacter and Acetomicrobium first increased and then decreased. Acetomicrobium
could hydrolyze starch, casein, and tributyrin, which could grow at high NH3 levels [53].
The high RA of Acetomicrobium in T2–T4 corresponded to the high TAN in T2–T4 (Figure 1c).
On the 43rd day, in T1–T5, the bacterial community was diverse. The RA of bacteria above
5% were Coprothermobacter (6.7–8.4%) and Acetomicrobium (4.6–9.2%). Syntrophomonas were
syntrophic bacteria [54,55] which had a significant negative correlation with acetic acid,
butyric acid, propionic acid, and VFAs (Figure 7b). This phenomenon should be related to
the VFA accumulation (Figures 3 and 6a). Enough organic acids slowed down the growth
of the related microbes [54,55].
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On the 27th day, in M1–M5 (Figure 8a), the RA of bacteria above 5% were Coprothermobac-
ter (12.1–32.7%), Defluviitoga (15.2–17.8%), Acetomicrobium (3.5–6.3%) and NK4A214_group
(2.2–6.9%). With the increased inoculation ratio, the RA of Coprothermobacter decreased.
This phenomenon should be related to the RA Coprothermobacter of T0 being higher than
that of M0. A high inoculation ratio meant a better dilution effect. On the 43rd day,
as M1 to M5, the RA of bacteria above 5% were Coprothermobacter (8.4–16.2%), Defluvi-
itoga (9.5–23.2%), Acetomicrobium (2.4–8.9%) and Aminobacterium (0.4–6.1%). Aminobac-
terium could degrade many of the amino acids during protein AD [56]. High RA of
Aminobacterium should be related to the low TAN level of M1–M5 (Figure 1d). In the later
stage of AD, the bacterial community of M1 to M5 was more diverse than that of T1–T5.
This phenomenon should be related to high methane yield and low VFA of M1 to M5.
Acetomicrobium were thermophilic acetogenic bacteria [54,55], which had a significant posi-
tive correlation with UMY (Figure 8b). This phenomenon, acetic acid, is a key substrate for
methane production [54,55]. Sporanaerobacter acetigenes were novel acetogenic, facultatively
sulfur-reducing bacteria [54,55], which had a significant negative correlation with UMY
(Figure 8b). This phenomenon should be related to the inhibition of methanogen activity
by hydrogen sulfide [54,55].

3.3.2. Archaea Community

On the ninth day, at mesophilic temperature (M0) (Figure 9a), the RA of archaea
above 5% were Methanosaeta (20.1%), Methanobacterium (10.8%), Methanofollis (37.5%)
and Methanosarcina (15.0%). Meanwhile, at thermophilic temperature (T0), the RA of
archaea above 5% were Methanothermobacter (48.5%), Methanoculleus (15.9%), Methanosaeta
(14.7%) and Methanospirillum (5.0%). Methanosaeta was highly adaptable to anaerobic
environments, which could utilize a wide range of organic substances as substrates for
growth and methanogenesis [57]. Methanobacterium was a hydrogenotrophic methanogen
that could interact with other methanogens and fermenters to promote the conversion
of organic matter [58]. Methanofollis was a hydrogenotrophic methanogen with an op-
timum growth temperature of 37 ◦C [25]. Methanosarcina was an acetic acid-nutrient
methanogen that typically grew at mesophilic temperatures [57]. Methanothermobacter was
a hydrogenotrophic methanogen at thermophilic temperatures [59]. Methanoculleus was
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a hydrogenotrophic methanogen that used H2 as the electron donor to convert CO2 to
CH4 [26]. On the 27th day, in T1–T5, the RA of archaea above 5% were Methanothermobacter
(4.1–28.5%), Methanoculleus (3.2–31.0%), Methanosaeta (12.9–34.2%), Methanobacterium
(9.4–35.0%), Methanofollis (1.1–12.3%), and Methanospirillum (3.0–8.9%). With the increased
inoculation ratio, the RA of Methanothermobacter increased. This phenomenon should be
related to the high RA of Methanothermobacter in thermophilic inoculation. On 43rd day,
in T1-T5, the RA of archaea above 5% were Methanothermobacter (4.1–28.5%), Methanoculleus
(3.2–31.0%), Methanosaeta (12.9–34.2%), Methanobacterium (1.1–12.3%), Methanospirillum
(3.0–8.9%), and Methanobrevibacter (9.4–35.0%). With the increased inoculation ratio, the
RA of Methanothermobacter still increased. However, the RA level on the 43rd day was
higher than that on the 27th day. The RA of Candidatus Methanofastidiosum, Candidatus
Nitrocosmicus, Methanobacterium, Methanobrevibacter, Methanosaeta, and Methanospirillum
had a significant negative correlation with UMY (Figure 9b). Only the RA of Methanother-
mobacter had a significant positive correlation with UMY (Figure 9b). Long thermophilic
digestion time and low UMY were probably the main reasons for above-mentioned
phenomena [54,55].
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On the 27th day, in M1–M5, the RA of archaea above 5% were Methanothermobacter
(26.4–38.3%), Methanosarcina (6.2–33.0%), Methanoculleus (19.7–44.8%), Methanosaeta (0.7–12.7%),
Methanobacterium (0.8–10.5%), and Methanospirillum (0.6–9.9%). With the increased inoc-
ulation ratio, the RA of Methanoculleus decreased. On the 43rd day, in M1–M5, the RA
of archaea above 5% were Methanothermobacter (4.2–81.0%), Methanosarcina (5.8–81.1%),
Methanoculleus (1.1–14.4%), and Methanobacterium (0.5–34.1%). On the 43rd day, the ar-
chaea diversity of T1–T5 was greater than that of M1–M5. This phenomenon should be
related to different VFA and methane yields. High VFA levels tended to have more diverse
methanogens [60]. Unlike the correlation heatmap of a one-step abrupt temperature change
from mesophilic to thermophilic (Figure 9b), only Methanobrevibacter, Methanofollis, and
Methanosaeta had a significant negative correlation with UMY (Figure 10b). In fact, the
UMY level of M1–M5 was higher than that of T1–T5. The higher UMY of M1–M5 should
be implemented with the cooperation of different methanogens [19,40]. Therefore, no
methanogen showed a significant positive correlation with UMY.
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4. Conclusions

The one-step temperature change from thermophilic to mesophilic in anaerobic di-
gesters was more stable than that from mesophilic to thermophilic. The TAN under
thermophilic conditions increased by 22.8% compared to mesophilic. Synergistic inhibition
by ammonia and VFA under thermophilic was more serious than that under mesophilic
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conditions. As to M-T digesters, low VFA, and high inoculum ratio could enhance digester
stability after a one-step temperature change. As to T-M digesters, a low inoculum ratio
(around 5%) could ensure digester stability after a one-step temperature change, which
improved CMY by 9.4–433.4% compared with other inoculum rates. The results pro-
vided a basis for varying the ratio of inoculated sludge after changing anaerobic digestion
temperatures for different seasons.

Author Contributions: Conceptualization, W.H. and Y.Z.; methodology, T.W.; validation, T.W.; formal
analysis, W.H., Y.Z. and H.Z.; investigation, W.H. and Y.Z.; data curation, T.W.; writing—original draft
preparation, W.H. and Y.Z.; writing—review and editing, H.Z.; supervision, T.W. and W.H.; project
administration, T.W. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by: National Natural Science Foundation of China [Grant
No. 52360019, 51741805]. Province Natural Science Foundation of Gansu [Grant No. 22JR5RA257].

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data are contained within the article.

Acknowledgments: We thank the following funders for their support and assistance in the ex-
periment and publication of this article: Research and Engineering Demonstration on Integrated
Technology of Municipal Sludge Low Carbon Treatment (2022-H-004), Ministry of Housing and
Urban-Rural Development of the People’s Republic of China (MOHURD). Study on Carbon Emission
Effect of Sludge Core Treatment Process in Large and Medium-sized Urban Wastewater Treatment
Plants (21230731100), Science and Technology Commission of Shanghai Municipality. Carbon Emis-
sion Reduction Technology of sludge digestion treatment in Urban Wastewater Treatment Plants
(21YJKF-21) Shanghai Construction Group Co., Ltd.

Conflicts of Interest: Author Weijie Hu and Youfei Zhou are employed by the company “Shanghai
Municipal Engineering Design and Research Institute (Group) Co., Ltd.”. But for this investigation,
there was no financing relationship with the company; therefore, there are no conflicts of interest.
The remaining authors declare that the research was conducted in the absence of any commercial or
financial relationships that could be construed as a potential conflict of interest.

References
1. Nguyen, T.T.T.; Malek, L.; Umberger, W.J.; O’Connor, P.J. Motivations behind daily preventative household food waste behaviours:

The role of gain, hedonic, normative, and competing goals. Sustain. Prod. Consump. 2023, 43, 278–296. [CrossRef]
2. Chen, Z.; Zhang, S.; Li, Y.; Yuantao, W. Characteristics of denitrification activity, functional genes, and denitrifying community

composition in the composting process of kitchen and garden waste. Bioresour. Technol. 2023, 381, 129137. [CrossRef] [PubMed]
3. Yu, D.; Yu, Y.; Tang, J.; Li, X.; Ke, C.; Yao, Z. Application fields of kitchen waste biochar and its prospects as catalytic material: A

review. Sci. Total Environ. 2022, 810, 152171. [CrossRef] [PubMed]
4. Li, C.; Champagne, P.; Anderson, B.C. Anaerobic co-digestion of municipal organic wastes and pre-treatment to enhance biogas

production from waste. Water Sci. Technol. 2014, 69, 443–450. [CrossRef] [PubMed]
5. Wang, Z.; Cheng, Q.; Liu, Z.; Qu, J.; Chu, X.; Li, N.; Noor, R.S.; Liu, C.; Qu, B.; Sun, Y. Evaluation of methane production and

energy conversion from corn stalk using furfural wastewater pretreatment for whole slurry anaerobic co-digestion. Bioresour.
Technol. 2019, 293, 121962. [CrossRef] [PubMed]

6. Dinh Duc, N.; Chang, S.W.; Jeong, S.Y.; Jeung, J.; Kim, S.; Guo, W.; Huu Hao, N. Dry thermophilic semi-continuous anaerobic
digestion of food waste: Performance evaluation, modified Gompertz model analysis, and energy balance. Energy Convers. Manag.
2016, 128, 203–210.

7. Ren, Y.; Yu, M.; Wu, C.; Wang, Q.; Gao, M.; Huang, Q.; Liu, Y. A comprehensive review on food waste anaerobic digestion:
Research updates and tendencies. Bioresour. Technol. 2018, 247, 1069–1076. [CrossRef]

8. Han, W.; Zhao, Y.; Chen, H. Study on Biogas Production of Joint Anaerobic Digestion with Excess Sludge and Kitchen Waste. In
Proceedings of the 5th International Conference on Solid Waste Management (IconSWM), Bengaluru, India, 25–27 November
2015; pp. 756–762.

9. Wei, L.; Zhu, F.; Li, Q.; Xue, C.; Xia, X.; Yu, H.; Zhao, Q.; Jiang, J.; Bai, S. Development, current state and future trends of sludge
management in China: Based on exploratory data and CO2-equivaient emissions analysis. Environ. Int. 2020, 144, 106093. [CrossRef]

https://doi.org/10.1016/j.spc.2023.11.003
https://doi.org/10.1016/j.biortech.2023.129137
https://www.ncbi.nlm.nih.gov/pubmed/37164228
https://doi.org/10.1016/j.scitotenv.2021.152171
https://www.ncbi.nlm.nih.gov/pubmed/34875332
https://doi.org/10.2166/wst.2013.738
https://www.ncbi.nlm.nih.gov/pubmed/24473318
https://doi.org/10.1016/j.biortech.2019.121962
https://www.ncbi.nlm.nih.gov/pubmed/31449921
https://doi.org/10.1016/j.biortech.2017.09.109
https://doi.org/10.1016/j.envint.2020.106093


Fermentation 2024, 10, 5 15 of 17

10. Van Epps, A.; Blaney, L. Antibiotic Residues in Animal Waste: Occurrence and Degradation in Conventional Agricultural Waste
Management Practices. Curr. Pollut. Rep. 2016, 2, 135–155. [CrossRef]

11. Tian, Z.; Zhang, Y.; Yu, B.; Yang, M. Changes of resistome, mobilome and potential hosts of antibiotic resistance genes during the
transformation of anaerobic digestion from mesophilic to thermophilic. Water Res. 2016, 98, 261–269. [CrossRef]

12. Appels, L.; Baeyens, J.; Degreve, J.; Dewil, R. Principles and potential of the anaerobic digestion of waste-activated sludge. Prog.
Energy Combust. 2008, 34, 755–781. [CrossRef]

13. Mohammadi, S.; Monsalvete alvarez de Uribarri, P.; Eicker, U. Decentral Energy Generation Potential of Anaerobic Digestion of
Black Water and Kitchen Refuse for Eco-District Planning. Energies 2021, 14, 2948. [CrossRef]

14. Zhou, Y.; Hu, W.; Sheng, J.; Peng, C.; Wang, T. Comparison of Anaerobic Co-Digestion of Buffalo Manure and Excess Sludge with
Different Mixing Ratios under Thermophilic and Mesophilic Conditions. Sustainability 2023, 15, 6690. [CrossRef]

15. Zhang, Q.; Peng, C.; Pu, J.; Feng, Y.; Zhu, H.; Yang, M.; Xu, Z.; Zhang, Y.; Yang, L.; Luo, D.; et al. Intermittent energization
improves anaerobic digestion of microbial electrolysis cell-assisted nitrogen-rich sludge under mesophilic and thermophilic
conditions. J. Environ. Chem. Eng. 2024, 12, 111630. [CrossRef]

16. Antony, D.; Murugavelh, S. Anaerobic co-digestion of kitchen waste and wastewater sludge: Biogas-based power generation.
Biofuels 2018, 9, 157–162. [CrossRef]

17. Gu, J.; Liu, R.; Cheng, Y.; Stanisavljevic, N.; Li, L.; Djatkov, D.; Peng, X.; Wang, X. Anaerobic co-digestion of food waste and
sewage sludge under mesophilic and thermophilic conditions: Focusing on synergistic effects on methane production. Bioresour.
Technol. 2020, 301, 122765. [CrossRef] [PubMed]

18. Zhang, R.; Zhang, M.; Mou, H.; An, Z.; Fu, H.; Su, X.; Chen, C.; Chen, J.; Lin, H.; Sun, F. Comparation of mesophilic and
thermophilic anaerobic co-digestion of food waste and waste activated sludge driven by biochar derived from kitchen waste.
J. Clean. Prod. 2023, 408, 137123. [CrossRef]

19. Zhang, Q.; Zeng, L.; Fu, X.; Pan, F.; Shi, X.; Wang, T. Comparison of anaerobic co-digestion of pig manure and sludge at different
mixing ratios at thermophilic and mesophilic temperatures. Bioresour. Technol. 2021, 337, 125425. [CrossRef]

20. Forster-Carneiro, T.; Perez, M.; Romero, L.I. Composting potential of different inoculum sources in the modified SEBAC system
treatment of municipal solid wastes. Bioresour. Technol. 2007, 98, 3354–3366. [CrossRef]

21. Zhao, J.; Zhang, J.; Zhang, D.; Hu, Z.; Sun, Y. Effect of emerging pollutant fluoxetine on the excess sludge anaerobic digestion. Sci.
Total Environ. 2021, 752, 141932. [CrossRef]

22. Westerholm, M.; Isaksson, S.; Lindsjo, O.K.; Schnurer, A. Microbial community adaptability to altered temperature conditions
determines the potential for process optimisation in biogas production. Appl. Energy 2018, 226, 838–848. [CrossRef]

23. Luo, J.; Zhang, Q.; Zha, J.; Wu, Y.; Wu, L.; Li, H.; Tang, M.; Sun, Y.; Guo, W.; Feng, Q.; et al. Potential influences
of exogenous pollutants occurred in waste activated sludge on anaerobic digestion: A review. J. Hazard. Mater. 2020,
383, 121176. [CrossRef] [PubMed]

24. Tian, Z.; Zhang, Y.; Li, Y.; Chi, Y.; Yang, M. Rapid establishment of thermophilic anaerobic microbial community during the
one-step startup of thermophilic anaerobic digestion from a mesophilic digester. Water Res. 2015, 69, 9–19. [CrossRef] [PubMed]

25. Shi, Y.; Fang, H.; Li, Y.; Wu, H.; Liu, R.; Niu, Q. Single and simultaneous effects of naphthalene and salinity on anaerobic
digestion: Response surface methodology, microbial community analysis and potential functions prediction. Environ. Pollut. 2021,
291, 118188. [CrossRef] [PubMed]

26. Mellyanawaty, M.; Nakakoji, S.; Tatara, M.; Marbelia, L.; Sarto; Prijambada, I.D.; Budhijanto, W.; Ueno, Y. Enrichment of
thermophilic methanogenic microflora from mesophilic waste activated sludge for anaerobic digestion of garbage slurry. J. Biosci.
Bioeng. 2021, 132, 630–639. [CrossRef] [PubMed]

27. Varsha, S.S.V.; Soomro, A.F.; Baig, Z.T.; Vuppaladadiyam, A.K.; Murugavelh, S.; Antunes, E. Methane production from anaer-
obic mono- and co-digestion of kitchen waste and sewage sludge: Synergy study on cumulative methane production and
biodegradability. Biomass Convers. Biorefinery 2020, 12, 3911–3919. [CrossRef]

28. APHA. Standard Methods for Examination Water and Wastewater; Public Health Association: Washington, DC, USA, 2005.
29. Hansen, K.H.; Angelidaki, I.; Ahring, B.K. Anaerobic digestion of swine manure: Inhibition by ammonia. Water Res. 1998, 32,

5–12. [CrossRef]
30. Lu, F.; Hao, L.; Zhu, M.; Shao, L.; He, P. Initiating methanogenesis of vegetable waste at low inoculum-to-substrate ratio:

Importance of spatial separation. Bioresour. Technol. 2012, 105, 169–173. [CrossRef]
31. Abid, M.; Wu, J.; Seyedsalehi, M.; Hu, Y.; Tian, G. Novel insights of impacts of solid content on high solid anaerobic digestion of

cow manure: Kinetics and microbial community dynamics. Bioresour. Technol. 2021, 333, 125205. [CrossRef]
32. Peng, Y.; Li, L.; Dong, Q.; Yang, P.; Liu, H.; Ye, W.; Wu, D.; Peng, X. Evaluation of digestate-derived biochar to alleviate ammonia

inhibition during long-term anaerobic digestion of food waste. Chemosphere 2022, 311 Pt 2, 137150. [CrossRef]
33. Li, D.; Chen, L.; Liu, X.; Mei, Z.; Ren, H.; Cao, Q.; Yan, Z. Instability mechanisms and early warning indicators for mesophilic

anaerobic digestion of vegetable waste. Bioresour. Technol. 2017, 245, 90–97. [CrossRef] [PubMed]
34. Gavala, H.N.; Yenal, U.; Skiadas, I.V.; Westermann, P.; Ahring, B.K. Mesophilic and thermophilic anaerobic digestion of primary

and secondary sludge. Effect of pre-treatment at elevated temperature. Water Res. 2003, 37, 4561–4572. [CrossRef] [PubMed]

https://doi.org/10.1007/s40726-016-0037-1
https://doi.org/10.1016/j.watres.2016.04.031
https://doi.org/10.1016/j.pecs.2008.06.002
https://doi.org/10.3390/en14102948
https://doi.org/10.3390/su15086690
https://doi.org/10.1016/j.jece.2023.111630
https://doi.org/10.1080/17597269.2016.1234195
https://doi.org/10.1016/j.biortech.2020.122765
https://www.ncbi.nlm.nih.gov/pubmed/31978701
https://doi.org/10.1016/j.jclepro.2023.137123
https://doi.org/10.1016/j.biortech.2021.125425
https://doi.org/10.1016/j.biortech.2006.10.024
https://doi.org/10.1016/j.scitotenv.2020.141932
https://doi.org/10.1016/j.apenergy.2018.06.045
https://doi.org/10.1016/j.jhazmat.2019.121176
https://www.ncbi.nlm.nih.gov/pubmed/31525683
https://doi.org/10.1016/j.watres.2014.11.001
https://www.ncbi.nlm.nih.gov/pubmed/25463927
https://doi.org/10.1016/j.envpol.2021.118188
https://www.ncbi.nlm.nih.gov/pubmed/34547659
https://doi.org/10.1016/j.jbiosc.2021.09.005
https://www.ncbi.nlm.nih.gov/pubmed/34642120
https://doi.org/10.1007/s13399-020-00884-x
https://doi.org/10.1016/S0043-1354(97)00201-7
https://doi.org/10.1016/j.biortech.2011.11.104
https://doi.org/10.1016/j.biortech.2021.125205
https://doi.org/10.1016/j.chemosphere.2022.137150
https://doi.org/10.1016/j.biortech.2017.07.098
https://www.ncbi.nlm.nih.gov/pubmed/28892710
https://doi.org/10.1016/S0043-1354(03)00401-9
https://www.ncbi.nlm.nih.gov/pubmed/14568041


Fermentation 2024, 10, 5 16 of 17

35. Lu, F.; Hao, L.; Guan, D.; Qi, Y.; Shao, L.; He, P. Synergetic stress of acids and ammonium on the shift in the methanogenic
pathways during thermophilic anaerobic digestion of organics. Water Res. 2013, 47, 2297–2306. [CrossRef] [PubMed]

36. Wang, T.; Yang, P.; Zhang, X.; Zhou, Q.; Yang, Q.; Xu, B.; Yang, P.; Zhou, T. Effects of Mixing Ratio on Dewaterability of Digestate
of Mesophilic Anaerobic Co-Digestion of Food Waste and Sludge. Waste Biomass Valorization 2018, 9, 87–93. [CrossRef]

37. Latifi, P.; Karrabi, M.; Danesh, S. Anaerobic co-digestion of poultry slaughterhouse wastes with sewage sludge in batch-mode
bioreactors (effect of inoculum-substrate ratio and total solids). Renew. Sustain. Energy Rev. 2019, 107, 288–296. [CrossRef]

38. Liu, R.; Zhang, K.; Chen, X.; Xiao, B. Effects of substrate organic composition on mesophilic and thermophilic anaerobic
co-digestion of food waste and paper waste. Chemosphere 2022, 291, 132933. [CrossRef] [PubMed]

39. Liu, J.; Zhao, S.; Zhang, L. Study on Anaerobic Digestion Performance of Kitchen Wastes: Inhibition of ammonia nitrogen and
volatile acid on the anaerobic methanogenesis. In Proceedings of the International Conference on Energy, Environment and
Sustainable Development (ICEESD 2011), Shanghai, China, 21–23 October 2011; pp. 2497–2503.

40. Wang, T.; Xing, Z.; Zeng, L.; Peng, C.; Shi, H.; Cheng, J.; Zhang, Q. Anaerobic codigestion of excess sludge with chicken manure
with a focus on methane yield and digestate dewaterability. Bioresour. Technol. Rep. 2022, 19, 101127. [CrossRef]

41. Beno, Z.; Boran, J.; Houdkova, L.; Dlabaja, T.; Sponar, J. Cofermentation of kitchen waste with sewage sludge. In Proceedings of
the 12th Conference on Process Integration, Modelling and Optimisation for Energy Saving and Pollution Reduction, Rome, Italy,
10 February–13 May 2009; pp. 677–682.

42. Cai, Y.; Gallegos, D.; Zheng, Z.; Stinner, W.; Wang, X.; Proter, J.; Schafer, F. Exploring the combined effect of total ammonia
nitrogen, pH and temperature on anaerobic digestion of chicken manure using response surface methodology and two kinetic
models. Bioresour. Technol. 2021, 337, 125328. [CrossRef]

43. De Vrieze, J.; Saunders, A.M.; He, Y.; Fang, J.; Nielsen, P.H.; Verstraete, W.; Boon, N. Ammonia and temperature determine
potential clustering in the anaerobic digestion microbiome. Water Res. 2015, 75, 312–323. [CrossRef]

44. Wang, J.; Chen, X.; Zhang, S.; Wang, Y.; Shao, X.; Wu, D. Analysis of raw materials and products characteristics from composting
and anaerobic digestion in rural areas. J. Clean. Prod. 2022, 338, 130455. [CrossRef]

45. Zhang, Q.; Zhao, M.; Wang, T.; Zeng, L.; Bai, C.; Wu, R.; Xing, Z.; Xiao, G.; Shi, X. Enhanced sludge thermophilic anaerobic
digestion performance by single-chambered microbial electrolysis cells under ammonia inhibition. J. Environ. Chem. Eng. 2022,
10, 107802. [CrossRef]

46. An, D.; Wang, T.; Zhou, Q.; Wang, C.; Yang, Q.; Xu, B.; Zhang, Q. Effects of total solids content on performance of sludge
mesophilic anaerobic digestion and dewaterability of digested sludge. Waste Manag. 2017, 62, 188–193. [CrossRef] [PubMed]

47. Narihiro, T.; Nobu, M.; Kim, N.; Kamagata, Y.; Liu, W. The nexus of syntrophy-associated microbiota in anaerobic digestion
revealed by long-term enrichment and community survey. Environ. Microbiol. 2015, 17, 1707–1720. [CrossRef] [PubMed]

48. Zhen, X.; Li, J.; Feng, L.; Gao, T.; Osman, Y.I.A.; Zhang, X. Optimization of the Proportions of Kitchen Waste and Municipal
Sludge in Anaerobic Co-Digestion. J. Biosci. Bioeng. 2019, 13, 155–160. [CrossRef]

49. Chen, H.; Huang, R.; Wu, J.; Zhang, W.; Han, Y.; Xiao, B.; Wang, D.; Zhou, Y.; Liu, B.; Yu, G. Biohythane production and microbial
characteristics of two alternating mesophilic and thermophilic two-stage anaerobic co-digesters fed with rice straw and pig
manure. Bioresour. Technol. 2021, 320, 124303. [CrossRef] [PubMed]

50. Yan, J.; Zhao, Y.; He, H.; Cai, Y.; Zhao, Y.; Wang, H.; Zhu, W.; Yuan, X.; Cui, Z. Anaerobic co-digestion of dairy manure and maize
stover with different total solids content: From the characteristics of digestion to economic evaluation. J. Environ. Chem. Eng.
2022, 10, 107602. [CrossRef]

51. Yuan, H.; Zhu, N. Progress in inhibition mechanisms and process control of intermediates and by-products in sewage sludge
anaerobic digestion. Renew. Sustain. Energy Rev. 2016, 58, 429–438. [CrossRef]

52. Ai, S.; Liu, H.; Wu, M.; Zeng, G.; Yang, C. Roles of acid-producing bacteria in anaerobic digestion of waste activated sludge. Front.
Environ. Sci. Eng. 2018, 12, 3. [CrossRef]

53. Perman, E.; Schnurer, A.; Bjorn, A.; Moestedt, J. Serial anaerobic digestion improves protein degradation and biogas production
from mixed food waste. Biomass Bioenergy 2022, 161, 106478. [CrossRef]

54. Liang, B.; Wang, L.; Mbadinga, S.; Liu, J.; Yang, S.; Gu, J.; Mu, B. Anaerolineaceae and Methanosaeta turned to be the dominant
microorganisms in alkanes-dependent methanogenic culture after long-term of incubation. AMB Express 2015, 5, 37. [CrossRef]

55. Ziganshina, E.E.; Ziganshin, A.M. Anaerobic Digestion of Chicken Manure in the Presence of Magnetite, Granular Acti-
vated Carbon, and Biochar: Operation of Anaerobic Reactors and Microbial Community Structure. Microorganisms 2022,
10, 1422. [CrossRef] [PubMed]

56. Shi, Z.; Usman, M.; He, J.; Chen, H.; Zhang, S.; Luo, G. Combined microbial transcript and metabolic analysis reveals
the different roles of hydrochar and biochar in promoting anaerobic digestion of waste activated sludge. Water Res. 2021,
205, 117679. [CrossRef] [PubMed]

57. Kimisto, A.K.; Muia, A.W.; Ong’ondo, G.O.; Ndung’u, K.C. Molecular characterization of microorganisms with industrial
potential for methane production in sludge from Kangemi sewage treatment plant, Nyeri county-Kenya. Heliyon 2023,
9, e15715. [CrossRef] [PubMed]

58. Ziganshina, E.E.; Ziganshin, A.M. Magnetite Nanoparticles and Carbon Nanotubes for Improving the Operation of Mesophilic
Anaerobic Digesters. Microorganisms 2023, 11, 938. [CrossRef] [PubMed]

https://doi.org/10.1016/j.watres.2013.01.049
https://www.ncbi.nlm.nih.gov/pubmed/23434042
https://doi.org/10.1007/s12649-017-9949-2
https://doi.org/10.1016/j.rser.2019.03.015
https://doi.org/10.1016/j.chemosphere.2021.132933
https://www.ncbi.nlm.nih.gov/pubmed/34800507
https://doi.org/10.1016/j.biteb.2022.101127
https://doi.org/10.1016/j.biortech.2021.125328
https://doi.org/10.1016/j.watres.2015.02.025
https://doi.org/10.1016/j.jclepro.2022.130455
https://doi.org/10.1016/j.jece.2022.107802
https://doi.org/10.1016/j.wasman.2017.01.042
https://www.ncbi.nlm.nih.gov/pubmed/28223078
https://doi.org/10.1111/1462-2920.12616
https://www.ncbi.nlm.nih.gov/pubmed/25186254
https://doi.org/10.1166/jbmb.2019.1824
https://doi.org/10.1016/j.biortech.2020.124303
https://www.ncbi.nlm.nih.gov/pubmed/33126132
https://doi.org/10.1016/j.jece.2022.107602
https://doi.org/10.1016/j.rser.2015.12.261
https://doi.org/10.1007/s11783-018-1050-y
https://doi.org/10.1016/j.biombioe.2022.106478
https://doi.org/10.1186/s13568-015-0117-4
https://doi.org/10.3390/microorganisms10071422
https://www.ncbi.nlm.nih.gov/pubmed/35889142
https://doi.org/10.1016/j.watres.2021.117679
https://www.ncbi.nlm.nih.gov/pubmed/34600232
https://doi.org/10.1016/j.heliyon.2023.e15715
https://www.ncbi.nlm.nih.gov/pubmed/37234610
https://doi.org/10.3390/microorganisms11040938
https://www.ncbi.nlm.nih.gov/pubmed/37110361


Fermentation 2024, 10, 5 17 of 17

59. Wan, J.; Jing, Y.; Zhang, S.; Angelidaki, I.; Luo, G. Mesophilic and thermophilic alkaline fermentation of waste activated sludge
for hydrogen production: Focusing on homoacetogenesis. Water Res. 2016, 102, 524–532. [CrossRef] [PubMed]

60. Liu, Y.; Wang, T.; Xing, Z.; Ma, Y.; Nan, F.; Pan, L.; Chen, J. Anaerobic co-digestion of Chinese cabbage waste and cow manure at
mesophilic and thermophilic temperatures: Digestion performance, microbial community, and biogas slurry fertility. Bioresour.
Technol. 2022, 363, 127976. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.watres.2016.07.002
https://www.ncbi.nlm.nih.gov/pubmed/27420808
https://doi.org/10.1016/j.biortech.2022.127976

	Introduction 
	Materials and Methods 
	Materials and Pretreatment 
	Experimental Design 
	Analytical Methods 
	Statistical Analysis 

	Results and Discussion 
	Digestion Performance 
	pH, TAN, FAN 
	SCOD, VFA, TA, VFA/TA 

	Methane Yield 
	Microbial Community 
	Bacterial Community 
	Archaea Community 


	Conclusions 
	References

