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Anaerobic granular sludge comprises of highly organized microorganisms with a

sophisticated metabolic network. Such aggregates can withstand storage, temperature

fluctuations and changes in the substrate supplied for anaerobic digestion. However,

substrate change leads to long adaptation of granular consortia, creating lags in

the reactor operations. To speed up adaptation and increase digestion efficiency,

bioaugmentation with a robust consortium can be performed. The computational study

described here aims to elucidate the mechanisms of bioaugmenting anaerobic granules,

utilizing the current body of knowledge on metabolic and biochemical interactions

between bacteria in such aggregates. Using a cDynoMiCs simulation environment,

an agent-based model was developed to describe bioaugmentation for adaptation of

cellobiose-degrading granular consortium to a lipid-rich feed. Lipolytic bacteria were

successfully incorporated in silico to the stable granular consortia after 40 days of

simulation. The ratio of cellobiose and the lipid-derivative, oleate, in the feed played

key role to ensure augmentation. At 0.5 g/L of both cellobiose and oleate in the feed,

a homogeneous stable augmented consortium was formed and converted the given

amount of substrate to 10.9 mg/L of methane as a final product of anaerobic digestion.

The demonstrated model can be used as a planning tool for anaerobic digestion facilities

considering transition of the inoculum to a new type of feed.

Keywords: anaerobic granulation, cDynoMiCs, bioaugmentation, agent-based model, biogas

INTRODUCTION

Bioaugmentation is a common strategy in the field of wastewater treatment that is used to introduce
a new metabolic capability to either aerobic or anaerobic microbial consortia (Stephenson and
Stephenson, 1992; Dhouib et al., 2006; Herrero and Stuckey, 2015). A recent review (Nzila et al.,
2016) pointed out applications of both yeast and bacterial bioaugmentations to treat various
pollutants in wastewater: from azo-dyes to quinolines and polycyclic aromatic hydrocarbons.
Success of the bioaugmentation is only possible if there is a substrate-specific niche available for
the microbe to be incorporated into the already established consortia (Ellis et al., 2000; Da Silva
and Alvarez, 2004; El Fantroussi and Agathos, 2005). Bioaugmentation shares the need for the
substrate-specific niche with the concept of bioremediation, which often fails due to the lack of
the unique metabolic niche (Liu and Suflita, 1993).

A number of studies demonstrated both successful and unsuccessful bioaugmentation when
either substrate niche or pH favoring conditions were the limiting factors (Bouchez et al., 2000;
Sträuber et al., 2015). For example, if during anaerobic digestion a compound is produced that is
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toxic or inhibitory to the intrinsic microbial community,
incorporation of a novel microorganism that can remove
the toxic/inhibitory compound would be beneficial (Schauer-
Gimenez et al., 2010; Fotidis et al., 2013). Some research
also suggests a need for tight biochemical interaction to take
place between the bioaugmented bacterium and the intact
community (Mohan et al., 2007; Schneider and Topalova, 2011).
Such biochemical interactions, together with substrate niche
availability, will lead to a stratification or compartmentalization
of the bioaugmented bacterium in a densely packed microbial
consortium. The best example of such densely packed microbial
consortium is an anaerobic granule (Hulshoff Pol, 1989).
Anaerobic granules are formed in upflow anaerobic sludge
blanket (UASB) reactors, where due to the constant upflow
velocity of the bottom-fed substrate and attraction toward
some microbially-secreted polysaccharides (EPS), bacteria come
together to form granules (Liu et al., 2003).

The study described here aims to shed light on the
mechanisms of bioaugmenting anaerobic granules, utilizing
the current state of knowledge on metabolic and biochemical
interactions between bacteria in such aggregates. The end
result of this study is a computational model that can visually
demonstrate varying stratifications of different trophic microbial
groups prior to and after bioaugmentation. This computer
model can be useful for both researchers and engineers, who
are operating or studying either laboratory or industrial-scale
anaerobic digesters and wish to enhance rates of anaerobic
decomposition and methane production via bioaugmentation.

In previous studies by our group, amodel of de novo anaerobic
granulation was successfully designed and a search engine was
used to determine the optimum ratio of methanogenic and
acidogenic bacteria, producing methane from the glucose-rich
feed (Doloman et al., 2017). The new model reported here
builds upon the basic principles of de novo anaerobic granulation
reported earlier and introduces a more complex model of a
granule with greater number of trophic groups. The described
granule formation is based on the anaerobic decomposition
of cellulose (in the form of a cellobiose) and is based on a
larger microbial network of 5–6 different bacteria. Cellulose,
being the main polysaccharide component of all plant and algal
biomass, was chosen as a main model substrate due to its relevant
biotechnological potential (Fu et al., 2010; Sawatdeenarunat et al.,
2015; Kamali et al., 2016) and its relatively complex anaerobic
digestion scheme (Weimer and Zeikus, 1977; Desvaux et al.,
2001), allowing multiple microbial trophic groups to occupy the
same layer in the granule.

To mathematically simulate the bioaugmentation process
in UASB-like anaerobic digesters, new bacterial species are
introduced to thematured cellobiose-fed granule, simultaneously
with a new substrate that can only be decomposed by the newly
introduced bacterium. A lipid derivative, oleate, was chosen
as the alternative substrate that is degraded by the simulated
bioaugmented granular consortium. Oleate is usually produced
as an intermediate compound during anaerobic degradation of
lipids by glycerol-fermenting acidogenic bacteria (Angelidaki
et al., 1999). Oleate is introduced into the model together
with an arbitrary oleate degrading bacterium, providing a

metabolic contrast to the decomposition of the cellobiose.
As a result, the model demonstrates bioaugmentation of the
granule with new or additional metabolic capability. The selected
cellulose-lipid combination of microbial substrates is a common
anaerobically supplied feed in industries with mixed digestion
profiles (Bohutskyi et al., 2015; Suksong et al., 2016). Initial
microbial populations typically possess decomposition abilities
toward only one part of the feed, but not to another (either
cellulose or lipid). Thus, it usually takes months for the proper
adaptation of the microbial consortia to decompose a mixed feed
(Champion et al., 1999; Sreekrishnan et al., 2004; Hagman et al.,
2008).

The study described here aims to shed light on the
mechanisms of bioaugmenting anaerobic granules, utilizing
the current state of knowledge on metabolic and biochemical
interactions between bacteria in such aggregates. The end
result of this study is a computational model that can
visually demonstrate varying stratifications of different trophic
microbial groups prior to and after bioaugmentation. This
computer model can be useful for both researchers and
engineers who are operating or studying either laboratory
or industrial-scale anaerobic digesters and wish to enhance
rates of anaerobic decomposition and methane production via
bioaugmentation. The general aim of the study is to expand
the knowledge on both successful bioaugmentation experiments
and to inspire industrial-scale modifications in the anaerobic
digestion processes.

MATERIALS AND METHODS

Models were developed in the cDynoMiCs agent-based simulator
framework (Lardon et al., 2011). Initial predecessor of this
framework, iDynoMiCs, was used to model biofilms. Both c-
and i-versions of this framework assume cells as spherical
particles, with given diameters. Each particle has it’s own
unique amount of associated biomass, cell growth and division
characteristics, chemotactic species-specific instructions and
an ability to form homogeneous/heterogeneous adhesion and
associated tight junctions. A differential equation solver is
implemented to compute the diffusion of supplied solutes
(substrates and products), position of each particle with respect to
the biochemical and biomechanical processes (such as secretion
and uptake, adhesion and repulsion with the other particles
in the system). All the solutes are assumed to be in a pseudo
steady-state with respect to biomass growth. Once the solute
(either gaseous or liquid) leaves the granular domain, it is
no longer accounted for in the model. The model framework
used in this current study is nearly identical to the one used
in the previous de novo granulation model (Doloman et al.,
2017) with some important modifications: addition of “sloughing
function” and allowing biomass to decay when the substrate
becomes unavailable. All the simulation details were specified
in the XML protocol, providing instructions to be executed by
the cDynoMiCS framework. cDynoMiCS writes plain-text XML
files as output, and these may be processed using any number
of software tools, such as Matlab and R. In addition to XML files,

Frontiers in Microbiology | www.frontiersin.org 2 October 2020 | Volume 11 | Article 566826

https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.frontiersin.org/journals/microbiology#articles


Doloman et al. A Model for Bioaugmented Anaerobic Granulation

cDynoMiCS also writes files for POV-Ray to render 3D ray-traced
images of the simulation. A domain size of 508 × 508µm (2D)
was used to run all the simulations. The modified cDynoMiCs
can be found at the GitHub repository (https://github.com/
adoloman/Modified-iDynoMICs-for-augmentation-model).

Seven solutes: cellobiose (SC), oleate (SO), lactate (SL), acetate
(SA), ethanol (SE), hydrogen (SH), and methane (SM) exist within
the reactor model. The distribution of these solutes is controlled
by Equations 1, 2, 3, 4, 5, 6, and 7, respectively, where Si denote
concentration of the i-th solute, and Di denotes correspondent
solute diffusion value. Bi denotes biomass of the i-th bacterial
cell type, µi describes correspondent bacterial type growth rate,
while αbi denotes biomass conversion rate. All the coefficients
and their values for each of the equations here are presented in
Supplementary Table 1.

The diffusion coefficients and reaction rates take different
forms for each region depending upon the spatial distribution of
six types of biomass: biomass of Clostridium1 (generic bacterium
degrading cellobiose) (Bc1), biomass of Clostridium2 (generic
bacterium degrading lactate) (Bc2), biomass of Oleate-degrader
(Bo), Desulfovibrio (generic bacterium degrading ethanol) (Bd),
and two types of methanogens (Bm2), (Bm1), degrading acetate
and hydrogen, respectively. These relationships are described in
the Equation 8. The effective diffusion coefficient is decreased
within the granule compared with the liquid value in order
to account for the increased mass transfer resistance (diffusion
coefficient is multiplied by γ if the solute location coincides with
presence of biomass at the same coordinates x, y). The diffusivity
values used for the model (specified in Supplementary Table 1)
are taken from literature related to biofilm diffusivity studies
(Lens et al., 2003; Stewart, 2003).

∂SC

∂t
= B

(
x, y

)
· DC ·

∇2 SC

∂x∂y
− µc1(SC) ·

Bc1

αbc1
(1)

∂SO

∂t
= B

(
x, y

)
· DO ·

∇2 SO

∂x∂y
− µo(SO, SA) ·

Bo

αbo
(2)

∂SL

∂t
= B

(
x, y

)
· DL ·

∇2 SL

∂x∂y
+ µc1 (SC) ·

Bc1

αbc1

− µc2 (SL) ·
Bc2

αbc2
(3)

∂SA

∂t
= B

(
x, y

)
· DA ·

∇2 SA

∂x∂y
+ µd (SE, SA) ·

Bd

αbd

+ µc2 (SL) ·
Bc2

αbc2
− µm1 (SA) ·

Bm1

αbm1
(4)

∂SE

∂t
= B

(
x, y

)
· DE ·

∇2 SE

∂x∂y
+ µc1 (SC) ·

Bc1

αbc1

− µd (SE, SA) ·
Bd

αbd
(5)

∂SH

∂t
= B

(
x, y

)
· DH ·

∇2 SH

∂x∂y
+ µd (SE, SA) ·

Bd

αbd

− µm2 (SH) ·
Bm2

αbm2
(6)

∂SM

∂t
= B

(
x, y

)
· DM ·

∇2 SM

∂x∂y
+ µm1 (SA) ·

Bm1

αbm1

+ µm2 (SH) ·
Bm2

αbm2
(7)

where,

B
(
x, y

)
=




1.0 if location x, y contains no biomass

γ if location x, y contains biomass (8)

Equations 9–14 describe changes in the biomass of all growing
6 bacterial cell types (Clostridium1, Clostridium2, Oleate-
degraders, Desulfovibrio, and two types of methanogens) as a
function of local cellobiose, acetate, lactate, ethanol, methane
and hydrogen concentrations. A discrete switching mechanism
is used to model cell death due to a lack of energy source. The
switching mechanism is defined as the function die (Bi) in the
equations. For example, Clostridium1 cells are converted to dead
cells when the amount of cellobiose is below a threshold value
(death threshold in Supplementary Table 1) for a period of 96 h.
Similarly, the Methanogen1 cells are converted to dead cells
when the amount of acetate is below a threshold value (death
threshold in Supplementary Table 1) for a period of 144 h. The
rate of increase in dead cell mass is defined in Equation 15. The
parameter values for controlling cell death are estimated due to
the lack of studies quantifying the response of described cell types
to nutritional stress.

∂Bc1

∂t
= µc1 (SC)Bc1 − die(Bc1) (9)

∂Bc2

∂t
= µc2 (SL)Bc2 − die(Bc2) (10)

∂Bo

∂t
= µo (SO, SA)Bo − die(Bo) (11)

∂Bd

∂t
= µd (SE, SA)Bd − die(Bd) (12)

∂Bm1

∂t
= µm1 (SA)Bm1 − die(Bm1) (13)

∂Bm2

∂t
= µm2 (SH)Bm2 − die(Bm2) (14)

∂Bdead

∂t
= die (Bc1) + die (Bc2) + die (Bo) + die (Bd)

+ die (Bm1) + die (Bm2) (15)

The growth rates: of Clostridium1 is µc1 (SC), defined in
Equation 16, the growth rate of Clostrodium2 is µc2 (SL),
defined in Equation 17, the growth rate of Oleate-degraders
is µo (SO, SA), defined in Equation 18, the growth rate of
Desulfovibrio is µd (SE, SA), defined in Equation 19, the
Methanogen1 is µm1 (SA) defined in Equation 20 and the growth
rate of Methanogen2 is µm2 (SH), defined in Equation 21. In
these equations, µ̂i is the maximum growth rate of the i-th cell
type, Ksi represent the i-th substrate saturation constant, while
Kii represent the i-th substrate inhibition constant.

From the equations, it can be observed that growth of
Clostridium1, Clostridium2, and Methanogen2 follows Monod
growth kinetic, while growth of Oleate-degraders has also
product inhibition involved and both equations 19 and 20 for
Desulfovibrios and Methanogen1 demonstrate Haldane growth
kinetics with substrate and product inhibition. The Java code in
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cDynoMiCs was manipulated to add functionality of describing
bacterial growth via Haldane kinetics.

µc1 (SC) = µ̂c1 ·
SC

KsC + SC
(16)

µc2 (SL) = µ̂c2 ·
SL

KsL + SL
(17)

µo (SO, SA) = µ̂o ·
SO

(KsO + SO)
·

KiAp

(KiAp + SA)
(18)

µd (SE, SA) = µ̂d ·
SE

(KsE + SE +
S2E
Kie

)

·
KiA

(KiA + SA)
(19)

µm1 (SA) = µ̂m1 ·
SA

(KsAc + SA +
S2A
KiAc

)

(20)

µm2 (SH) = µ̂m2 ·
SH

KsH + SH
(21)

The source code of cDynoMiCs was also modified to introduce
a new “sloughing function,” which destroys all the granular
biomass that grows above the set granule diameter. Sloughing
is needed to simulate a UASB-like environment in the model.
Granules in a UASB reactor are constantly under the sheer
stress from the continuously flowing feed in the upflow mode.
Thus, published works report a certain diameter threshold (2–
3mm), above which granules do not grow in the UASB-type
reactor (Araya-Kroff et al., 2004; Nery et al., 2008). Current
study uses a diameter of 500µm (this number was mostly
picked to decrease computational powers required to compute
a bigger granule). The value of the maximum granular diameter
is specified in the XML instructions. The sloughing function
runs for every grid position in the simulation and determines
whether a grid location should be destroyed or not, based on
the XML-specified maximum diameter. A similar approach has
been successfully implemented to model aerobic granular sludge
(Xavier et al., 2007).

Instructions in the XML also include locations of the new
species to be introduced to the already formed granule. When
needed, new particles were supplied in the four corners of
the square around core particle consortia. This study reports
incorporation of additional bacterial species into the already
formed granule. Instructions for additional supply of the species
that will be incorporated are provided in the XML file, which
can be found for each simulation part in the Github source code
page provided below. Briefly, new species are introduced to the
simulation environment by specifying their correspondent x, y,
and z coordinates, for the location in close vicinity to the already
formed granule. In all the simulations with incorporation of new
species, those species were initially supplied in the four corners
around the formed granule in the 508 × 508µm (2D) domain.
Within one cell doubling time, new species are captured within
the outer surface of the growing granule. If there is enough
growth substrate in the vicinity of those new cells, they multiply
and spread within the depths of the granule. If substrate is scarce
within the granule and cells cannot multiply further into the
granule (following the gradient of the substrate), cells stay in the

outer surface of the granule. Eventually, if growth substrate for
the newly incorporated cells is scarce, cells from the outer layer
of the granule will be sloughed off and no longer contribute to
the simulation.

Finally, all of the simulations and results reported here were
tested with varying numbers assigned to the “randomSeed”
parameters in the XML of cDynoMiCs, to assess the effect
of stochasticity on the model. Granular structure and cell
distributions closely matched emerging behaviors among
simulations with varying “randomSeed” starting numbers.

RESULTS

In this study, we successfully developed and tested a model for
bioaugmented anaerobic granules. Discussion of the results is
divided into three main parts: (1) model of a granule grown on
cellobiose; (2) model of a granule grown on cellobiose without
ethanol-degrading bacteria, necessary to fully digest cellobiose,
with augmentation at the later stages of granule development;
and (3) model of a bioaugmented granule grown on oleate or a
mix of oleate and cellobiose. An overall metabolic scheme for all
simulation scenarios can be found in Figure 1.

Formation of a Granule on Cellobiose
A granule with five types of bacteria (in scope of simulation
called Clostridium1, Clostridium2, Desulfovibrio and two types
of methanogens) was formed on constantly supplied cellobiose
(1.5 g/L or 1 g/L), substrate for Clostridium1 cells. At 1.5 g/L
concentration of cellobiose, all five types of bacterial cells grew
on the products of cellobiose conversion into lactate, acetate and
ethanol (Figure 1). On the contrary, 1 g/L of cellobiose was not
sufficient to sustain growth of all four types of cells, leading to
the decay of the lactate-fermenters, Clostridium2. There was 56%
less of lactate produced from 1 g/L of cellobiose compared to 1.5
g/L of cellobiose, prior to the Clostridium2 decay at 144 hrs.

A 0.5mm granule was formed after 700 h of computer
simulation with both scenarios of cellobiose concentrations
(corresponding to the 29 days in the lab-scale reactor). Steps of
granule formation can be found on Supplementary Figure 1.
After 29 days, the granule continued growth by radial expansion
and peripheral cells were sloughed away. No particular
stratification of different cell groups was observed (Figure 2A),
except for the stratification of Desulfovibrio cells, converting
ethanol to acetate and hydrogen. This cell type formed “pockets”
inside the granule. The “pockets” map well to the ethanol
distribution in the granule, as secreted by Clostridium1 cell
types (Figure 2B). Absence of stratification for other cell types
is different from the previous simulation of a glucose-fed
granule (Doloman et al., 2017) and published laboratory studies
(Rocheleau et al., 1999). Smooth diffusion gradient of the
formed/consumed solutes can explain such cells distribution
(Figure 2B). Such structure looks similar to the reported
laboratory-studied granules fed with complex brewery, cellulose
or protein-rich substrate (Batstone et al., 2004; Díaz et al.,
2006; Baloch et al., 2008). Since all three initial cellobiose-
derivatives (acetate, ethanol and lactate) were produced
simultaneously, all three corresponding bacterial consumers
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FIGURE 1 | Schematic of the metabolic conversions in the studied anaerobic granules. (A) A pathway to convert cellobiose to the methane and hydrogen; (B) a

pathway to convert oleate to methane.

(Clostridium2, Desulfovibrio, and Methanogen1) are present in
the outer core of the granule and are present throughout the
granule depth.

Model of a Granule Augmented With
Ethanol-Degrading Bacteria
As previously stated, a key to bioaugmentation is availability of a
substrate niche for a bacterium to be incorporated. To explore
this in silico, ethanol-degrading Desulfovibrio was excluded
from the simulation for 16 days and was re-introduced to
the simulation environment later, on day 17. Accumulated
ethanol (Figure 3) was readily available for the re-introduced
Desulfovibrio and a successful augmentation was observed. It is
important to note that in the current mathematical model set-
up ethanol was not inhibitory to any of the cell types, except to
the ethanol-degraders (see Materials and Methods for details).
Thus, absence of a crucial mid-chain fermenter in the initial
simulation for 16 days did not negatively affect all the cell
types. The only cell type group that was negatively impacted

by the absence of Desulfovibrio was Methanogen2 (bacteria
that consume H2 from ethanol conversion). Consequently,
the methane-producing potential of the granular consortia
was decreased (Table 1). The next test scenario explored co-
incorporation of both ethanol-degrading Desulfovibrio and
hydrogenotrophic Methanogen2, to revive methane-generating
potential of the granule. However, as can be seen from
both Figure 3 and Table 1, re-introduction of Methanogen2
only slightly increased methane producing capacity of the
granule, but for significant effects longer simulation will
be needed.

Model of a Bioaugmented Granule Grown
on Oleate or a Mix of Oleate and Cellobiose
To investigate the possibility of incorporating a new bacterium
type into the cellobiose-fed granule, a lipid-degrading bacterium
was chosen. Scenarios with and without substrate pressure
were investigated.
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FIGURE 2 | Images of (A) the spatial distribution of the microbial cell types in the granules grown on 1.5 and 1 g/L of cellobiose and (B) the correspondent spatial

localizations of the 1.5 g/L cellobiose fermentation products (lactate, ethanol, acetate, hydrogen, and methane) on day 42 of simulation. Legend for (A): green is

Clostridium1, blue is Methanogen1 and Methanogen2, and yellow is Desulfovibrio. Legend for (B) corresponds to the colored scale of the concentration gradient next

to each tile.

Augmentation When Both Oleate and Cellobiose (1.5,

1, and 0.5 g/L Scenarios) Are Available in the

Environment
Augmentation of Oleate-degraders with both oleate and
cellobiose substrates was differently influenced by the varying
concentrations of oleate and cellobiose (Figure 4). Augmentation
with oleate-degraders was simulated on 17-days-old cellobiose-
degrading granule. With 1.5 g/L of both substrates Oleate-
degraders were incorporated into the granule only during the
first 12 days of simulation, until the growth limit of 0.5mm was
reached. After that all the newly-incorporated Oleate-degraders

were steadily pushed to the outer layers of the granule and
sloughed off the granule surface (Figure 4A). Similar results from
bioaugmenting anaerobic consortia with lipolytic bacteria were
reported by Cirne and colleagues (Cirne et al., 2006). In the
described study bioaugmented bacterium did not stay for the
whole duration of the anaerobic digestion, and was detected
by the T-RFLP only at the beginning of the experiment. This
might have been due to the similar washout as reported in this
simulated study.

If the “sloughing function” (see Materials and Methods) is
turned off in our model and the granule diameter is allowed
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FIGURE 3 | Spatial distribution of the bacterial cell types and three fermentation products at the end of the 42 days simulation for each ethanol-related scenario: (A)

granule grown on 1.5 g/L of cellobiose, without ethanol-degraders; (B) granule with re-introduced ethanol-degraders after 16 days; (C) granule with re-introduced

ethanol-degraders and hydrogenotrophic methanogens after 16 days. The three visible colors on the spatial distribution of the bacterial cell types are green

(Clostridium1), blue (Methanogen1 and Methanogen2) and yellow (Desulfovibrio).

to increase by 40%, Oleate-degraders are incorporated into
the outer layers and into some scattered locations inside the
granule (Figure 4A, 33 days). This observation can support the
need for a reduced flow rate in a UASB reactor during the
bioaugmentation period, allowing granules to grow bigger with
less turbulent sloughing of the outer granular layers and slower
washout of the non-incorporated bacteria. In addition, allowing
peripheral granular growth may be critical if the bioaugmented
species are of importance for the primary hydrolysis of a
supplied substrate.

Decreasing concentration of both substrates to 1 g/L slowed
down the sloughing of the Oleate-degraders, but after 42 days
of simulation only a few cells of that type can be observed
in the very outer layers (Figure 4B). Further decrease in
the substrate concentration down to 0.5 g/L finally lead to
the complete incorporation of the Oleate-degraders into the
granular consortia and produced a very homogeneous structure
(Figure 4C). Methane production in such augmented granule
was significantly increased to 10.86 mg/L on day 60.

Augmentation With Only 1.5 g/L Oleate Present in the

Environment
When lipid derivative, oleate, was used as a sole feed for
the established granule on cellobiose, Oleate-degraders were
successfully incorporated into the granule, but all other cell
types decayed, due to the lack of cellobiose fermentation
products (Figure 4D). The only other cell type that survived
was acetoclastic Methanogen1, feeding off acetate produced
from oleate by Oleate-degraders. Methanogen1 cell types
exhibited “pocketing” behavior, growing at the places where
acetate was previously supplied to them by Clostridium1
and ethanol-degrading Desulfovibrio. Similar behavior for
acetoclastic methanogenic bacteria in anaerobic granules was
previously reported (Schmidt and Ahring, 1999; Liu et al.,
2002). Methanogens benefitted from the change in the microbial
composition of the augmented granule: despite the initial drop in
methane production after 42 days, there was a drastic increase
after 60 days: 11.2 mg/L of methane (Table 1). Such amount
of methane is far higher than that of a granule grown on
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TABLE 1 | Final amounts of methane and hydrogen at the end of all simulation

scenarios.

Simulation scenarios (42 days) Total methane

produced,

×10−10, L

Total hydrogen

produced,

×10−10, L

1.5 g/L of cellobiose 9.29

(9.09 at 60 days)

5.8

(3.31 at 60 days)

1 g/L of cellobiose 3.65 2.77

Without Desulfovibrioa 5.16 0

With re-introduced Desulfovibrio

after day 16a
6.81 5.47

With re-introduced Desulfovibrio

and Methanogen2 after day 16a
7.02 5.3

With Oleate-degrader, 1.5 g/L

oleate and 1.5 g/L of cellobiose

8.96 16.56

With Oleate-degrader, 1.5 g/L

oleate, 1.5 g/L of cellobiose and

1mm boundary granule growth

2.52 12.17

With Oleate-degrader, 1 g/L oleate

and 1 g/L of cellobiose

5.37 3.31

With Oleate-degrader, 0.5 g/L

oleate and 0.5 g/L of cellobiose

3.04

(22.43 at 60 days)

0.66

(1.44 at 60 days)

With Oleate-degrader and 1.5 g/L

oleate

0.21

(23.13 at 60 days)

0

acellobiose concentration in the feed was 1.5 g/L.

cellobiose alone for 60 days (4.4 mg/L), where methanogens are
the terminal acceptors of acetate and hydrogen after a multiple
step conversion of cellobiose.

Another peculiarity is the black biomass in the augmented
granule (Figure 4D), which is a dead cell mass formed due to the
substrate shift. Such a high amount of dead biomass can lead to
the breakdown of granules in real UASB reactors and formation
of smaller “daughter” granules, only with two cell types: Oleate-
degraders and Methanogen1 (Grotenhuis et al., 1991). However,
this division should only occur under a sheer stress of the upflow
velocity in the UASB reactors, when the flow is high enough to
physically break the granule with dead particles in it (Mu and
Yu, 2006). Otherwise, newly augmented granule will continue to
grow with cavities, just like predicted in our model (Figure 4D)
and as described in laboratory studies (Schmidt and Ahring,
1999; Liu et al., 2002; Muda et al., 2013). Summary of all cell types
distribution at the end of all simulation scenarios can be found in
Figure 5.

DISCUSSION

The model for a bioaugmented granule presented here
was successfully developed in the agent-based simulator
framework, cDynoMiCs. Demonstrated results support substrate-
niche necessity for successful bioaugmentation. In addition,
results demonstrate importance of considering the type of feed
that is used during bioaugmentation. A unique combination
of new and old substrates is needed, to support growth of all
bacterial species, including all of those already existing in the
granular consortia and the ones to be incorporated into the

granule. Low concentrations of substrates that support bacteria
to be augmented can make those new species highly prone
to sloughing off the surfaces of the granules, with inability
to be incorporated into the inner layers of the granule. More
research is needed to find the exact ratio of augmenting
substrate to the previously used one and algorithms can help
to screen the area of parameters in silico (Doloman et al.,
2017). Also, more investigations are needed to be done on
the importance of granular sloughing diameter, strength of
the feed in the simulated UASB reactors, and correspondent
washout speeds.

The computational study described here also supports
experimental observations by (Rocheleau et al., 1999; Batstone
et al., 2004; Díaz et al., 2006; Baloch et al., 2008) in visualizing
stratification/lack of thereof in a complex substrate-fed granule.
The main conclusion is that stratification in granules is more
likely to occur if solutes (substrates and products governing
biochemical conversions) have varying diffusion coefficients,
thus not being homogeneously available to all the correspondent
microbial consumers. In addition to stratification, this in silico
study provides an explanation for the reasons some anaerobic
granules are seen with cavities (dead bacterial biomass) in them
(Schmidt and Ahring, 1999; Liu et al., 2002; Muda et al., 2013):
a combination of low flow rate inside UASB reactor and low
diffusivity of the growth supporting substrate into the core of
the granule will lead to the decay of bacterial biomass. Switching
to the higher flow rates in the bioreactors can lead to division
of cavitated granules into smaller granules with continuation of
their growth and expansion.

The described model can be further extended and applied
to test various combinations of microorganisms and changing
substrate feeds. Based on the reported results above, the
model produces reliable, predictable and literature-validated
observations. The model still needs improvements on both
the framework and biological side. Potential additions to the
simulator code will include an algorithm to simulate division of
a mature complex granule into two daughter granules, exploring
a scenario of a complete substrate switch, and sudden biomass
decay. In addition, the model needs improvements from the
biological and reactor operations stand points. For example,
adding complexity into the microbial interactions via flow of
electron-donors and electron-acceptors between separate cells
(such as sulfates and oxygen). Simulation of how anaerobic
system can adapt to the trace amounts of oxygen present during
the start-up of the reactors and resulting microbial fluctuations
can bring some useful insights into operation of the anaerobic
reactors under varying feed conditions.

Potential future application of the cDynoMiCs framework
demonstrated here will be in adding a functionality in the
code to model granulation with addition of the granulating
agents, such as calcium and magnesium ions, or even activated
carbon. Of particular interest is development of a model that can
describe mechanisms of saline wastewater anaerobic digestion.
As reported in the recent studies (Gagliano et al., 2017; Sudmalis
et al., 2018), sodium ions can replace calcium ions inside
the granule but not necessarily lead to the disruption of the
aggregates. Since the mechanisms of the described process
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FIGURE 4 | Spatial distribution of the bacterial cell types and fermentation products throughout the incorporation experiment with Oleate-degraders. (A) granule

grown on 1.5 g/L of cellobiose and oleate; (B) granule grown on 1 g/L of cellobiose and oleate; (C) granule grown on 0.5 g/L of cellobiose and oleate; (D) granule

grown on 1.5 g/L of oleate, cellobiose supply is halted at the time of incorporation on day 17. The color legend: green (Clostridium1), blue (Methanogen1 and

Methanogen2), yellow (Desulfovibrio) and red (Oleate-degraders).

are not exactly clear, a computer model might be useful in
that area.

Overall, modeling of anaerobic granulation during
bioaugmentation process proved useful in visually demonstrating

the importance of the substrate niche and impact of washout
on the outcome of digestion enhancement. The current
model can be used as a great planning tool for researchers
assessing the potential of bioaugmentation strategies for
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FIGURE 5 | Cell type composition of each granule in different simulation scenarios. (A) 1.5 g/L cellobiose, (B) 1 g/L cellobiose, (C) 1.5 g/L cellobiose without

ethanol-degrading Desulfovibrio, (D) 1.5 g/L cellobiose with re-introduced Desulfovibrio on day 16, (E) 1.5 g/L cellobiose with re-introduced Desulfovibrio and

Methanogen2 on day 16, (F) 1.5 g/L oleate and 1.5 g/L of cellobiose with Oleate-degraders, (G) 1.5 g/L oleate and 1.5 g/L of cellobiose with Oleate-degraders and

1mm boundary granule growth, (H) 1 g/L oleate and 1 g/L of cellobiose with Oleate-degraders, (I) 0.5 g/L oleate and 0.5 g/L of cellobiose with Oleate-degraders, (J)

1.5 g/L oleate with Oleate-degraders.

the known consortia in their anaerobic reactors, thus
eliminating the risk of crushing the reactor due to the
improper planning.

DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and
accession number(s) can be found at: https://github.com/
adoloman/Granular-augmentation-model.

AUTHOR CONTRIBUTIONS

AD conceived the study and together with AM developed the
plan for the simulation. AM updated the code for the framework
and ran simulations. YP developed a code for image processing
and analysis. AD wrote the manuscript. NF and CM supervised

the work and reviewed the manuscript. All authors contributed
to the article and approved the submitted version.

FUNDING

This work was supported by the EPA:14th Annual P3 Awards: A
National Student Design Competition for Sustainability Focusing
on People, Prosperity and the Planet, USU Department of
Biological Engineering, the Huntsman Environmental Research
Center, the Sustainable Waste-to-Bioproducts Center and the
Utah Science Technology and Research Initiative.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fmicb.
2020.566826/full#supplementary-material

Frontiers in Microbiology | www.frontiersin.org 10 October 2020 | Volume 11 | Article 566826

https://github.com/adoloman/Granular-augmentation-model
https://github.com/adoloman/Granular-augmentation-model
https://www.frontiersin.org/articles/10.3389/fmicb.2020.566826/full#supplementary-material
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.frontiersin.org/journals/microbiology#articles


Doloman et al. A Model for Bioaugmented Anaerobic Granulation

REFERENCES

Angelidaki, I., Ellegaard, L., and Ahring, B. K. (1999). A

comprehensive model of anaerobic bioconversion of complex

substrates to biogas. Biotechnol. Bioeng. 63, 363–372.

doi: 10.1002/(SICI)1097-0290(19990505)63:3<363::AID-BIT13>3.0.CO;2-Z

Araya-Kroff, P., Amaral, A. L., Neves, L., Ferreira, E. C., Pons, M.-N., Mota, M.,

et al. (2004). Development of image analysis techniques as a tool to detect

and quantify morphological changes in anaerobic sludge: I. Application to a

granulation process. Biotechnol. Bioeng. 87, 184–193. doi: 10.1002/bit.20207

Baloch, M. I., Akunna, J. C., Kierans, M., and Collier, P. J. (2008).

Structural analysis of anaerobic granules in a phase separated

reactor by electron microscopy. Bioresour. Technol. 99, 922–929.

doi: 10.1016/j.biortech.2007.03.016

Batstone, D. J., Keller, J., and Blackall, L. L. (2004). The influence of substrate

kinetics on the microbial community structure in granular anaerobic biomass.

Water Res. 38, 1390–1404. doi: 10.1016/j.watres.2003.12.003

Bohutskyi, P., Chow, S., Ketter, B., Betenbaugh, M. J., and Bouwer, E. J. (2015).

Prospects for methane production and nutrient recycling from lipid extracted

residues and whole Nannochloropsis salina using anaerobic digestion. Appl.

Energy 154, 718–731. doi: 10.1016/j.apenergy.2015.05.069

Bouchez, T., Patureau, D., Dabert, P., Wagner, M., Delgenes, J. P., and

Moletta, R. (2000). Successful and unsuccessful bioaugmentation experiments

monitored by fluorescent in situ hybridization. Water Sci. Technol. 41, 61–68.

doi: 10.2166/wst.2000.0240

Champion, K. M., Zengler, K., and Rabus, R. (1999). Anaerobic degradation of

ethylbenzene and toluene in denitrifying strain EbN 1 proceeds via independent

substrate-induced pathways. J. Mol. Microbiol. Biotechnol. 1, 157–164.

Cirne, D. G., Björnsson, L., Alves, M., and Mattiasson, B. (2006). Effects

of bioaugmentation by an anaerobic lipolytic bacterium on anaerobic

digestion of lipid-rich waste. J. Chem. Technol. Biotechnol. 81, 1745–1752.

doi: 10.1002/jctb.1597

Da Silva, M. L. B., and Alvarez, P. J. J. (2004). Enhanced anaerobic

biodegradation of benzene-toluene-ethylbenzene-xylene-ethanol mixtures in

bioaugmented aquifer columns. Appl. Environ. Microbiol. 70, 4720–4726.

doi: 10.1128/AEM.70.8.4720-4726.2004

Desvaux, M., Guedon, E., and Petitdemange, H. (2001). Carbon flux distribution

and kinetics of cellulose fermentation in steady-state continuous cultures of

Clostridium cellulolyticum on a chemically defined medium. J. Bacteriol. 183,

119–130. doi: 10.1128/JB.183.1.119-130.2001

Dhouib, A., Ellouz, M., Aloui, F., and Sayadi, S. (2006). Effect of bioaugmentation

of activated sludge with white-rot fungi on olive mill wastewater detoxification.

Lett. Appl. Microbiol. 42, 405–411. doi: 10.1111/j.1472-765X.2006.01858.x

Díaz, E. E., Stams, A. J. A. M., Amils, R., Sanz, J. L., Diaz, E. E., Stams,

A. J. A. M., et al. (2006). Phenotypic properties and microbial diversity

of methanogenic granules from a full-scale upflow anaerobic sludge bed

reactor treating brewery wastewater. Appl. Environ. Microbiol. 72, 4942–4949.

doi: 10.1128/AEM.02985-05

Doloman, A., Varghese, H., Miller, C. D., and Flann, N. S. (2017).

Modeling de novo granulation of anaerobic sludge. BMC Syst. Biol. 11:69.

doi: 10.1186/s12918-017-0443-z

El Fantroussi, S., and Agathos, S. (2005). Is bioaugmentation a feasible strategy

for pollutant removal and site remediation? Curr. Opin. Microbiol. 8, 268–275.

doi: 10.1016/j.mib.2005.04.011

Ellis, D. E., Lutz, E. J., Odom, J. M., Buchanan, R. J., Bartlett, C. L., Lee, M. D.,

et al. (2000). Bioaugmentation for accelerated in situ anaerobic bioremediation.

Environ. Sci. Technol. 34, 2254–2260. doi: 10.1021/es990638e

Fotidis, I. A., Karakashev, D., and Angelidaki, I. (2013). Bioaugmentation

with an acetate-oxidising consortium as a tool to tackle ammonia

inhibition of anaerobic digestion. Bioresour. Technol. 146, 57–62.

doi: 10.1016/j.biortech.2013.07.041

Fu, C., Hung, T., Chen, J., Su, C., andWu,W. (2010). Hydrolysis of microalgae cell

walls for production of reducing sugar and lipid extraction. Bioresour. Technol.

101, 8750–8754. doi: 10.1016/j.biortech.2010.06.100

Gagliano, M. C., Ismail, S. B., Stams, A. J. M., Plugge, C. M., Temmink,

H., and Van Lier, J. B. (2017). Biofilm formation and granule properties

in anaerobic digestion at high salinity. Water Res. 121, 61–71.

doi: 10.1016/j.watres.2017.05.016

Grotenhuis, J. T. C., Kissel, J. C., Plugge, C. M., Stams, A. J. M., and Zehnder,

A. J. B. (1991). Role of substrate concentration in particle size distribution

of methanogenic granular sludge in UASB reactors. Water Res. 25, 21–27.

doi: 10.1016/0043-1354(91)90094-7

Hagman, M., Nielsen, J. L., Nielsen, P. H., and Jansen, J. C. (2008). Mixed

carbon sources for nitrate reduction in activated sludge-identification

of bacteria and process activity studies. Water Res. 42, 1539–1546.

doi: 10.1016/j.watres.2007.10.034

Herrero, M., and Stuckey, D. C. (2015). Bioaugmentation and its application

in wastewater treatment: a review. Chemosphere 140, 119–128.

doi: 10.1016/j.chemosphere.2014.10.033

Hulshoff Pol, L. (1989). The Phenomenon of Granulation of Anaerobic Sludge.

(Doctoral Dissertation), Landbouwuniversiteit te Wageningen, the

Netherlands.

Kamali, M., Gameiro, T., Costa, M. E. V., and Capela, I. (2016).

Anaerobic digestion of pulp and paper mill wastes - an overview of the

developments and improvement opportunities. Chem. Eng. J. 298, 162–182.

doi: 10.1016/j.cej.2016.03.119

Lardon, L. A., Merkey, B. V., Martins, S., Dötsch, A., Picioreanu, C.,

Kreft, J.-U., et al. (2011). iDynoMiCS: next-generation individual-

based modelling of biofilms. Environ. Microbiol. 13, 2416–2434.

doi: 10.1111/j.1462-2920.2011.02414.x

Lens, P. N. L., Gastesi, R., Vergeldt, F., van Aelst, A. C., Pisabarro, A. G.,

and Van As, H. (2003). Diffusional properties of methanogenic granular

sludge: 1H NMR characterization. Appl. Environ. Microbiol. 69, 6644–6649.

doi: 10.1128/AEM.69.11.6644-6649.2003

Liu, S., and Suflita, J. M. (1993). Ecology and evolution of microbial

populations for bioremediation. Trends Biotechnol. 11, 344–352.

doi: 10.1016/0167-7799(93)90157-5

Liu, W. T., Chan, O. C., and Fang, H. H. P. (2002). Characterization of microbial

community in granular sludge treating brewery wastewater. Water Res. 36,

1767–1775. doi: 10.1016/S0043-1354(01)00377-3

Liu, Y., Xu, H.-L., Yang, S.-F., and Tay, J.-H. (2003). Mechanisms and models for

anaerobic granulation in upflow anaerobic sludge blanket reactor. Water Res.

37, 661–673. doi: 10.1016/S0043-1354(02)00351-2

Mohan, S. V., Mohanakrishna, G., Raghavulu, S. V., and Sarma, P. N. (2007).

Enhancing biohydrogen production from chemical wastewater treatment in

anaerobic sequencing batch biofilm reactor (AnSBBR) by bioaugmenting with

selectively enriched kanamycin resistant anaerobic mixed consortia. Int. J.

Hydrog. Energy 32, 3284–3292. doi: 10.1016/j.ijhydene.2007.04.043

Mu, Y., Yu, H.-Q. (2006). Rheological and fractal characteristics of granular

sludge in an upflow anaerobic reactor. Water Res. 40, 3596–3602.

doi: 10.1016/j.watres.2006.05.041

Muda, K., Aris, A., Salim, M. R., and Ibrahim, Z. (2013). “Sequential anaerobic-

aerobic phase strategy using microbial granular sludge for textile wastewater

treatment,” in Biomass Now. ed M. D. Matovic (Rijeka: IntechOpen).

doi: 10.5772/54458

Nery, V., Del, P. E., Damianovic, M. H. R. Z., Domingues, M. R., and Zaiat, M.

(2008). Granules characteristics in the vertical profile of a full-scale upflow

anaerobic sludge blanket reactor treating poultry slaughterhouse wastewater.

Bioresour. Technol. 99, 2018–2024. doi: 10.1016/j.biortech.2007.03.019

Nzila, A., Razzak, S. A., and Zhu, J. (2016). Bioaugmentation: an emerging strategy

of industrial wastewater treatment for reuse and discharge. Int. J. Environ. Res.

Public Health 13:846. doi: 10.3390/ijerph13090846

Rocheleau, S., Greer, C. W., Lawrence, J. R., Cantin, C., Laramée, L., and Guiot, S.

R. (1999). Differentiation of Methanosaeta concilii and methanosarcina barkeri

in anaerobicmesophilic granular sludge by fluorescent in situ hybridization and

confocal scanning laser microscopy. Appl. Environ. Microbiol. 65, 2222–2229.

doi: 10.1128/AEM.65.5.2222-2229.1999

Sawatdeenarunat, C., Surendra, K. C., Takara, D., Oechsner, H., and

Khanal, S. K. (2015). Anaerobic digestion of lignocellulosic biomass:

challenges and opportunities. Bioresour. Technol. 178, 178–186.

doi: 10.1016/j.biortech.2014.09.103

Schauer-Gimenez, A. E., Zitomer, D. H., Maki, J. S., and Struble, C. A. (2010).

Bioaugmentation for improved recovery of anaerobic digesters after toxicant

exposure.Water Res. 44, 3555–3564. doi: 10.1016/j.watres.2010.03.037

Schmidt, J. E., and Ahring, B. K. (1999). Immobilization patterns and dynamics of

acetate-utilizing methanogens immobilized in sterile granular sludge in upflow

Frontiers in Microbiology | www.frontiersin.org 11 October 2020 | Volume 11 | Article 566826

https://doi.org/10.1002/(SICI)1097-0290(19990505)63:3<363::AID-BIT13>3.0.CO;2-Z
https://doi.org/10.1002/bit.20207
https://doi.org/10.1016/j.biortech.2007.03.016
https://doi.org/10.1016/j.watres.2003.12.003
https://doi.org/10.1016/j.apenergy.2015.05.069
https://doi.org/10.2166/wst.2000.0240
https://doi.org/10.1002/jctb.1597
https://doi.org/10.1128/AEM.70.8.4720-4726.2004
https://doi.org/10.1128/JB.183.1.119-130.2001
https://doi.org/10.1111/j.1472-765X.2006.01858.x
https://doi.org/10.1128/AEM.02985-05
https://doi.org/10.1186/s12918-017-0443-z
https://doi.org/10.1016/j.mib.2005.04.011
https://doi.org/10.1021/es990638e
https://doi.org/10.1016/j.biortech.2013.07.041
https://doi.org/10.1016/j.biortech.2010.06.100
https://doi.org/10.1016/j.watres.2017.05.016
https://doi.org/10.1016/0043-1354(91)90094-7
https://doi.org/10.1016/j.watres.2007.10.034
https://doi.org/10.1016/j.chemosphere.2014.10.033
https://doi.org/10.1016/j.cej.2016.03.119
https://doi.org/10.1111/j.1462-2920.2011.02414.x
https://doi.org/10.1128/AEM.69.11.6644-6649.2003
https://doi.org/10.1016/0167-7799(93)90157-5
https://doi.org/10.1016/S0043-1354(01)00377-3
https://doi.org/10.1016/S0043-1354(02)00351-2
https://doi.org/10.1016/j.ijhydene.2007.04.043
https://doi.org/10.1016/j.watres.2006.05.041
https://doi.org/10.5772/54458
https://doi.org/10.1016/j.biortech.2007.03.019
https://doi.org/10.3390/ijerph13090846
https://doi.org/10.1128/AEM.65.5.2222-2229.1999
https://doi.org/10.1016/j.biortech.2014.09.103
https://doi.org/10.1016/j.watres.2010.03.037
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.frontiersin.org/journals/microbiology#articles


Doloman et al. A Model for Bioaugmented Anaerobic Granulation

anaerobic sludge blanket reactors. Appl. Environ. Microbiol. 65, 1050–1054.

doi: 10.1128/AEM.65.3.1050-1054.1999

Schneider, I. D., and Topalova, Y. I. (2011). Effect of bioaugmentation on anaerobic

wastewater treatment in the dairy industry. J. Dairy Sci. 94, 4389–4397.

doi: 10.3168/jds.2009-2670

Sreekrishnan, T. R., Kohli, S., Rana, V., and others (2004). Enhancement of

biogas production from solid substrates using different techniques—a review.

Bioresour. Technol. 95, 1–10. doi: 10.1016/j.biortech.2004.02.010

Stephenson, D., and Stephenson, T. (1992). Bioaugmentation for enhancing

biological wastewater treatment. Biotechnol. Adv. 10, 549–559.

doi: 10.1016/0734-9750(92)91452-K

Stewart, P. S. (2003). Diffusion in biofilms. J. Bacteriol. 185, 1485–1491.

doi: 10.1128/JB.185.5.1485-1491.2003

Sträuber, H., Bühligen, F., Kleinsteuber, S., Nikolausz, M., and Porsch, K. (2015).

Improved anaerobic fermentation of wheat straw by alkaline pre-treatment

and addition of alkali-tolerant microorganisms. Bioengineering 2, 66–93.

doi: 10.3390/bioengineering2020066

Sudmalis, D., Gagliano, M. C., Pei, R., Grolle, K., Plugge, C. M., Rijnaarts, H. H.

M., et al. (2018). Fast anaerobic sludge granulation at elevated salinity. Water

Res. 128, 293–303. doi: 10.1016/j.watres.2017.10.038

Suksong,W., Kongjan, P., Prasertsan, P., Imai, T., Sompong, O., and others (2016).

Optimization and microbial community analysis for production of biogas from

solid waste residues of palm oil mill industry by solid-state anaerobic digestion.

Bioresour. Technol. 214, 166–174. doi: 10.1016/j.biortech.2016.04.077

Weimer, P. J., and Zeikus, J. G. (1977). Fermentation of cellulose

and cellobiose by clostridium thermocellum in the absence of

methanobacterium thermoautotrophicum. Appl. Environ. Microbiol. 33,

289–297. doi: 10.1128/AEM.33.2.289-297.1977

Xavier, J. B., De Kreuk, M. K., Picioreanu, C., and van Loosdrecht, M. C. M.

(2007). Multi-scale individual-based model of microbial and bioconversion

dynamics in aerobic granular sludge. Environ. Sci. Technol. 41, 6410–6417.

doi: 10.1021/es070264m

Conflict of Interest: The 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.

Copyright © 2020 Doloman, Mahajan, Pererva, Flann and Miller. This is an open-

access article distributed under the terms of the Creative Commons Attribution

License (CC BY). The use, distribution or reproduction in other forums is permitted,

provided the original author(s) and the copyright owner(s) are credited and that the

original publication in this journal is cited, in accordance with accepted academic

practice. No use, distribution or reproduction is permitted which does not comply

with these terms.

Frontiers in Microbiology | www.frontiersin.org 12 October 2020 | Volume 11 | Article 566826

https://doi.org/10.1128/AEM.65.3.1050-1054.1999
https://doi.org/10.3168/jds.2009-2670
https://doi.org/10.1016/j.biortech.2004.02.010
https://doi.org/10.1016/0734-9750(92)91452-K
https://doi.org/10.1128/JB.185.5.1485-1491.2003
https://doi.org/10.3390/bioengineering2020066
https://doi.org/10.1016/j.watres.2017.10.038
https://doi.org/10.1016/j.biortech.2016.04.077
https://doi.org/10.1128/AEM.33.2.289-297.1977
https://doi.org/10.1021/es070264m
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.frontiersin.org/journals/microbiology#articles

	A Model for Bioaugmented Anaerobic Granulation
	Introduction
	Materials and Methods
	Results
	Formation of a Granule on Cellobiose
	Model of a Granule Augmented With Ethanol-Degrading Bacteria
	Model of a Bioaugmented Granule Grown on Oleate or a Mix of Oleate and Cellobiose
	Augmentation When Both Oleate and Cellobiose (1.5, 1, and 0.5 g/L Scenarios) Are Available in the Environment
	Augmentation With Only 1.5 g/L Oleate Present in the Environment


	Discussion
	Data Availability Statement
	Author Contributions
	Funding
	Supplementary Material
	References


