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A B S T R A C T

In this paper, we present the rich physics and chemistry of the gastric digestion of protein gels. Knowledge of this matter is important for the development of sus-
tainable protein foods that are based on novel proteins sources like plant proteins or insects. Their digestibility is an important question in the design of these new
protein foods.

As polyelectrolyte gels, they can undergo volume changes upon shifts in pH or ionic strengths, as protein gels experience when entering the gastric environment. We
show that these volume changes can be modelled using the Flory-Rehner theory, combined with Gibbs-Donnan theory accounting for the distribution of electrolytes
over gel and bath. In-vitro experiments of soy protein gels in simulated gastric fluid indeed show intricate swelling behaviour, at first the gels show swelling but at
longer times they shrink again. Simulations performed with the Flory-Rehner/Gibbs-Donnan theory reproduce qualitatively similar behaviour. In the final part of the
paper, we discuss how the model must be extended to model realistic conditions existing in the in-vivo gastric environment.
1. Introduction

Proteins are one of the essential ingredients in our diet. They are
sometimes present as soluble ingredients in a drink, but more often
proteins are present in a certain structure or food matrix. The type of
structure affects the digestibility of the proteins (Norton et al., 2015;
Singh et al., 2015). Due to the interest of new protein sources, e.g. plant
or insect proteins, it is essential to have a better understanding of the
underlying mechanisms of the digestion of structured protein-rich food.
This can help us to understand the relation between food properties and
the physiological mechanisms underlying the absorption of nutrients and
feelings of satiety or fullness (Veldhorst et al., 2008). Especially struc-
tured foods, high in proteins, have shown to be strongly satiating, due to
the slow rate of gastric digestion and gastric emptying rate (Zhang and
Vardhanabhuti, 2014).

The first step in the digestion of protein gels happens in the stomach.
Contrary to other parts of the digestive tract, the gastric secretion is very
acidic. This condition has a significant impact on the digestion of foods
high in proteins. Protein gels behave as polyelectrolyte gels, whose
swelling is very responsive to external pH conditions, leading to either
swelling or collapse - which depends on how the internal pH differs from
the isoelectric point. It can be expected that the swelling enhances the
digestion, as it allows a convective influx of acid and enzymes. Similar to
polyelectrolyte gels, the amount of swelling will depend on the charge of
the protein, and the amount of crosslinking. The amount of swelling will
facilitate the diffusion of digestive enzymes into the gel, while strong
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crosslinking will hinder the diffusion and consequently the digestion of
the gel (Sarkar et al., 2015; Opazo-Navarrete et al., 2018). During
digestion, the internal pH will strongly vary. When pH is near the iso-
electric point, the gel will strongly contract (Floury et al., 2018). At the
edge of the gel, the gel will swell as pH is lower than pI, allowing the
pepsin to perform hydrolysis. There is a clear indication of a pH gradient
inside the gel.

It is assumed that gastric digestion of protein gels can be steered via
the crosslink density or the composition in amino-acid groups, which
determine the protein charge as a function of pH. There are ample tools to
design protein gel microstructure for improved satiety, as the crosslink
density of protein gels can be controlled via environmental conditions
during gelation, such as temperature, shear, pH, ionic strength, and
concentration of crosslinking agents or enzymes. This is particularly
opportune for novel food products like meat replacers based on plant
proteins, which receive recently a strong research interest (Dekkers et al.,
2018; Jones, 2016). Literature search shows that in the development of
novel food products digestibility is rarely evaluated. We argue to take
digestibility into account in the development and design of novel protein
foods.

In food science, there is knowledge lacking in the interaction between
the swelling of protein gels and their gastric digestion. Only in the last
decade, in-vitro and in-silico models of food digestion are being devel-
oped (Muttakin et al., 2019). Recognizing protein gels as polyelectrolyte
gels, one can use the vast collection of knowledge developed in polymer
physics describing the swelling of such gels (Horkay et al., 2006; Hong
rsity & Research, the Netherlands.
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et al., 2010; Quesada-P�erez et al., 2011; Kees de Kruif et al., 2015). Based
on this knowledge, this paper will present and discuss the theoretical
framework for modelling the behaviour of protein foods in gastric con-
ditions. Using the theory a model is constructed. Simulation results are
compared in a qualitative way to the observed behaviour of soy gels,
which have been subjected to in-vitro experiments using simulated
gastric juice. From this comparison, it has become apparent that a com-
puter model simulating realistic gastric conditions needs to model
changes in the gastric fluid too, due to its finite volume and limitation on
the secretion rate of gastric juices. We conclude the paper with an
outlook on such a model for the gastric environment.

2. Theory

The theoretical framework builds on previous work from several
fields. We use the thermodynamic theory for the swelling of poly-
electrolyte gels, as developed by Tanaka and coworkers (English et al.,
1996), who combine the Flory-Rehner theory with Gibbs-Donnan theory.
Flory-Rehner theory has been developed for describing the swelling of
neutral gels, expressing the balance between mechanical stress and os-
motic pressure. Gibbs-Donnan theory describes the ionic contribution to
the osmotic pressure, which is non-zero due to partitioning of free ions
over the gel phase and external bath. This partitioning is a consequence
of the fixed charges on the polyelectrolyte, as follows also from the
Gibbs-Donnan theory.

Protein gels are so-called polyampholyte gels, which are poly-
electrolyte gels that carry both positive and negative fixed charges. In
proteins, the fixed charges arise from the dissociation of weak acidic or
basic side groups of the amino-acid monomers. The dissociation de-
pends on the pH of the gel phase. Several amino-acids are having either
an acidic or basic side group, each having a different dissociation
constant (pK value). The dissociation of the protein will be modelled as
being a collection of different weak acids and bases, each having a
different, but fixed pK value. Putting a protein gel, initially at neutral
pH, in an acidic bath, leads to an extensive binding of protons to
negatively charged, dissociated acidic side groups. It is said that protein
gels have a strong buffering capacity. If put in a bath of finite volume,
the pH of the bath will strongly increase due to the extensive binding of
protons. Therefore, determining the buffering capacity of protein gels is
an important step in developing numerical models for the gastric
digestion of protein gels. Furthermore, one also needs to determine the
isoelectric point, the pH where the total fixed charge of the protein is
exactly zero. For many proteins, the isoelectric point is around pI � 5,
which is often in between the initial pH of protein gel, and the pH of the
gastric juice (1 < pH < 2).

For the kinetics of swelling and ion transport, we build on the tri-
phasic models as applied to the swelling of cartilage (Lai et al., 1991). In
these models the swelling and ion transport is modelled in a thermody-
namically consistent way, using the Stefan-Maxwell framework. The
triphasic models take the gradients in chemical potential as the driving
force for transport. The chemical potentials can be derived from the
above model of polyampholyte gel swelling. After some algebraic
manipulation, we show the ion transport model can be simplified to a
flux law with a convective and diffusive contribution, with the convec-
tive contribution due to the water transport in case of swelling or
shrinkage of the gel.

Due to the extensive binding of protons by protein gels in the gastric
environment, one can compare the ion transport in protein gels with that
in ion-exchange resins (Geise et al., 2010). We show that this insight
leads to further simplification of the ion transport model.

The literature on ion-exchange membranes (Kamcev et al., 2016) also
shows thatwehave to account for the non-ideality of the activity of free ions
in the gel and its bathing fluid. Furthermore, the ionic strength requires a
redefinition for ions inside the gel phase.We follow the theory ofMaurer for
non-ideality of polyelectrolyte solutions (Pessôa Filho and Maurer, 2008),
which uses the Debye-Hueckel and Pitzer theory for the non-ideality of the
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ion and solvent activity, together with a redefinition of the ionic strength.
The theory for polyelectrolyte gel swelling will be constructed in

several steps. First, we discuss the dissociation of proteins. Secondly, we
discuss the Donnan theory, rendering the ionic contribution to the
swelling pressure of the gel. Thirdly, we discuss the equilibrium relations
governing the swelling of polyelectrolyte gels, where we include the first
two theories. Subsequently, we discuss the kinetics of swelling using the
triphasic model, and how the ion transport can be simplified to an ion-
exchange model. Next, we discuss the non-ideality of (poly)electrolyte
solutions. Finally, we discuss how calculations can be simplified via
integration of the model over the gel volume, rendering a lumped model
for the swelling kinetics and the transport of ions. A schematic of all
physico-chemical processes involved is shown in Fig. 1. All these pro-
cesses will be discussed in detail below. In the numerical model most of
these processes will be incorporated, except for the enzyme digestion -
which will be incorporated in a later stage.

2.1. Dissociation of proteins

Proteins have ionizable acidic and basic groups, due to (de)proton-
ation of these groups the protein will carry fixed charges on its polymer
chain. Proteins are characterized by their isoelectric point (pI), where the
sum of positive and negatives fixed charges is zero. If pH > pI the pro-
teins will be negatively charged, and if pH < pI the proteins will be
positively charged. For most of the proteins pI < 7. Hence, under neutral
conditions (pH¼7) most of the proteins will be negatively charged. (Poly)
electrolyte solutions are always electroneutral, and the negatively
charged protein will be accompanied by positive counter-ions like Naþ.

The acidic and basic groups have each a dissociation equilibrium
constant, often expressed by their pK value. Proteins have multiple types
of acidic and basic groups, each having its pK value. In the stomach, the
pH range is often 2<pH<7. Within this range, one can assume that the
basic groups are fully dissociated. Hence, we have to regard only the
dissociation of three amino-acids, with pKa<7, which are aspartate
(Asp), glutamate (Glu) and histidine (His). Mind that Asp and Glu are
acidic, while His is basic, and it will be positively charged when disso-
ciated. For isolated amino-acids the pKa values are: 3.67, 4.25, and 6.54
respectively (Thurlkill et al., 2006). But, in proteins, the local chemical
environment (such as nearby charges) lead to shifts of the pKa values
(Alexov et al., 2011).

The acidic groups and the basic groups can undergo the following
protonation reactions:

HA ↔ Hþ þ A�

BHþ ↔ Bþ Hþ (1)

A� and BHþ represent the charged groups. Protons are also involved in
the dissociation of water:

H2O ↔ OH� þ Hþ (2)

This reaction must be taken into account in the above dissociation
chemistry.

The above reactions have associated reaction constants:

Kw ¼ aHaOH
aw

KA ¼ aHaA
aHA

K�
A ¼

aBaH
aBH

(3)

Instead of the reaction constants one defines pKa ¼ �10logðKAÞ, and
pKw ¼ �10logðKwÞ ¼ 14.



Fig. 1. Schematic diagram of physical chemistry happening during gastric digestion of protein gel particles.
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ai is the activity of the ions and neutral groups, which relates to their
chemical potential μi ¼ RT logðaiÞ. The activity is often rewritten in
terms of the activity coefficient γi, as ai ¼ γini. ni is the molal concen-
tration. For very dilute solutions γi � 1, otherwise the Debye-Hueckel
theory can be used. For high ionic strengths Debye-Hueckel breaks
down and the Pitzer theory has to be used.

Assuming ideal solution conditions, the molal concentration of
charged amino-groups is given by:

n�A;i ¼ nA;i
KA;i

nH þ KA;i

nþBH;i ¼ nB;i
nH

nH þ K�
A;i

(4)

with nH the molal concentration of free protons. The pH of the liquid is
related to that: pH ¼ �10logðnHÞ.

Similarly, we can derive the number of bound protons to the acidic/
basic groups:

nHA;i ¼ ntotA;i

nH
nH þ KA;i

nþBH;i ¼ ntotB;i

nH
nH þ K�

A;i

(5)

Note, that ntotA;i ¼ nHA;i þ n�A;i and ntotB;i ¼ nþBH;i þ nB;i.
We assume that basic groups with pKa > 7, such as lysine (Lys) and

arginine (Arg) are fully dissociated. Their molal concentration is denoted
as nB ¼ nþB . At the so-called isoelectric point the total charge on the
protein is zero:X
i

n�A;i ¼
X
i

nþBH;i (6)

The isoelectric point is at a specific nH concentration. The corre-
sponding pH is denoted as pI. We note that the buffer capacity of the
protein gel is independent of the isoelectric point.

Below, in the Donnan theory, the total fixed charge on the protein is
important. We define that here as (with i ¼ 1;2 for Asp and Glu, i ¼ 3 for
His, and nþB for Lys and Arg):

np ¼ nþB þ nþBH;3 � n�A;2 � n�A;1

¼ nþB þ nA;3
nH

nH þ KA;3
� nA;2

KA;2

KA;2 þ nH
� nA;1

KA;1

KA;1 þ nH

(7)
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Below, we will mainly use the expression np.

2.2. Donnan theory

Here, we first present the Donnan theory for ideal solutions (Horkay
et al., 2000). In a later section, we present how to model non-idealities.
We apply the theory to simulated gastric juice, as used in the experi-
ments, which is an aqueous solution of HCl and NaCl. Hence, we consider
the following free ions: Hþ, OH�, Naþ and Cl�. The first two are always
related via the dissociation of water: nOH ¼ Kw

nH
. The external ion con-

centrations of the bath will be denoted as n�H , n
�
OH , n

�
Na and n�Cl. The free

ions concentrations inside the gel are denoted as: nH , nOH , nNa and nCl.
For both the bath and the gel electroneutrality holds:

n�H þ n�Na � n�OH � n�Cl ¼ 0

nH þ nNa � nOH � nCl þ np ¼ 0 (8)

Due to the charging of the protein, there will be a partitioning of
the free ions between the gel phase and the bath. The difference in
ion concentrations will lead to an electrical potential difference, Ψ, the
so-called Donnan potential. This potential must be included in the
chemical potential of the free ions. The partitioning of ions
follows from the equality of the chemical potential inside and outside
the gel:

μH ¼RT logðxHÞ þ FΨ

μOH ¼RT logðxOHÞ � FΨ

μNa ¼RT logðxNaÞ þ FΨ

μCl ¼RT logðxClÞ � FΨ

F is the Faraday constant. In principle the swelling pressure inside the
gel should be taken into account in the above chemical potentials, cf.
(Jansen et al., 1996; Bellot et al., 1999; Hong et al., 2010; Yu et al., 2017;
Galizia et al., 2017). However, for small ions as in our simulated gastric
fluid, the swelling pressure contribution is negligible compared to the
Donnan potential (Sassi et al., 1996).

Themole fractions xi are linear with the molar/molal concentration ni
for dilute solutions. One can eliminate the potential Ψ, obtaining the
Gibbs-Donnan relations:
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n�Hn
�
OH ¼ nHnOH ¼ Kw

n n ¼ n� n� ¼ K (10)
H Cl H Cl HCl

nNanCl ¼ n�Nan
�
Cl ¼ KNaCl

These relations can be substituted into the electroneutrality condition
of the gel, which can be expressed as a function of nH only:

nH þ nHKNaCl

KHCl
� Kw

nH
� KHCl

nH
þ np ¼ 0 (11)

This equation will be solved numerically in the model using non-
linear solvers. It is instructive to derive a simplified equation, in line
with the original Donnan theory. In the simulated gastric juice the NaCl
concentration is in the order of 100 mM. Hence, if pH � 2 it follows that
nOHnH ≪ nNa. Hence, the amount of cations in the gels is approximately
equal to the amount of sodium ions: nþ � nNa. Similar arguments hold for
the bath. We define the ionic strength of the bath I2 ¼ n�Nan

�
Cl. For this

approximation, the solution to the Donnan problem is:

nþ ¼ � 1
2
np þ

�
I2 þ

�
1
2
np

�2�1
2

(12)

The ionic contribution to the osmotic pressure is due to the difference
in ion concentrations between the gel phase and the bath (with contri-
butions of OH� being negligible):

Πion ¼RT
�
nH þ nNa þ nCl � n�H � n�Na � n�Cl

�
(13)

Substituting the above approximation renders:

Πion ¼ 2RT

24 ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi
I2 þ

�
1
2
np

�2
s

� I

35 (14)

2.3. Swelling equilibrium

The condition for swelling equilibrium is that the swelling pressure is
zero:

Πswell ¼Πmix þ Πelas þ Πion ¼ 0 (15)

The first two terms we take from the Flory-Rehner theory. For the
ionic pressure we take the Donnan expression.

For Πmix and Πelas we will use expressions as developed by Cornet
(Cornet et al., 2019). Πmix is modelled following Flory-Huggins:

Πmix ¼ � RT
νw

h
log

�
1�ϕp

�þϕp þ χwsϕ
2
p

i
(16)

νw is the molar volume of water, ϕp is the polymer volume fraction, and
χws is the interaction parameter, which depends on composition as fol-
lows:

χws ¼ χ0 þ ðχ1 � χ0Þϕ2
p (17)

with χ0 ¼ 0:5, and χ1 depends on the specific protein used.
Πelas follows from the Neo-Hookean model.

Πelas ¼ � Gref
~ϕ

1
3 (18)

with Gref the shear modulus under reference conditions ϕp ¼ ϕref , and
~ϕ ¼ ϕp=ϕref . Gref and ϕref are properties of the gel, and they are related to
the initial concentration of proteins used at gelation. Via this amount the
crosslink density is controlled, and thus mechanical properties like Gref .

The mixing chemical potential is per definition negative (as aw < 1).
Hence, the mixing pressure is positive. The elastic pressure counteracts
the swelling, and Πelas < 0. The ionic pressure is always positive, as can
be viewed also from the approximations above. The condition for
swelling equilibrium, Eq. (15), is to be solved for ϕp, from which the gel
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volume follows assuming incompressibility of solvent and polymer. Note,
that upon change of the gel volume all concentrations in the gel phase
will change accordingly.
2.4. Triphasic model for swelling kinetics and diffusion

The ion transport is investigated first using the triphasic model, as
pioneered by Lai and Mow for cartilage (Lai et al., 1991). Four compo-
nents are distinguished: 1) water (with index i ¼ w), 2) polymer (i ¼ p),
and 3) the mobile ions (i ¼ �). In the derivation below, we first assume
that nþ � nNa ≫ nH , and n� ¼ nCl. The derivation of the triphasic model
starts with the steady-state momentum equations, similar to
Stefan-Maxwell and Kirkwood-Bearman models. The driving forces are
gradients in the chemical potential rμi, which are balanced by friction
forces linear in the friction coefficient ζij between components i and j. In
the momentum balances below, we neglect the friction between ions:

0¼ϕwrμw � ζwp
�
up � uw

�� ζwþðuþ � uwÞ � ζw�ðu� � uwÞ

0¼ϕþrμþ � ζþp

�
up � uþ

�� ζwþðuw � uþÞ

0¼ϕ�rμ� � ζ�p

�
up � u�

�� ζw�ðuw � u�Þ

0¼ϕprμp � ζwp
�
uw � up

�� ζþp

�
uþ � up

�� ζ�p

�
u� � up

�
(19)

In principle the fourth momentum equation is superfluous, as
the deformation is solved via the condition for mechanical equilibrium:
r � σ ¼ 0, with σ the mechanical stress. If we assume uniform and
isotropic deformation, the condition for mechanical equilibrium r � σ ¼
rΠelas ¼ 0 is satisfied.

The total deformation will follow from the influx of water, using the
incompressibility assumption. Furthermore, the concentration and mo-
mentum of the ions will be coupled via the electroneutrality condition.
Hence, we have to solve the momentum balance equation only for one
type of ion. In the momentum balance for water, we neglect the friction
of polymers with ions, compared to the friction between polymer and
water (as the amount of ions is negligible compared to water).

Summarizing, we need to solve only the momentum equations for the
water phase, and the mobile ions. We rewrite their equations in terms of
the slip velocities using the framework of the moving polymer network:
wi ¼ ui � up, with i ¼ w;þ. The first two lines in Eq. (19) can be rewritten
in terms of wi only:

0¼ϕwrμw þ ζwpww

0¼ϕþrμþ � ζwþðww �wþÞ (20)

Yao and Gu have proposed to transform the above set of equations to
a convection-diffusion framework (Yao and Gu, 2007), similar to others
(Zhang and Szeri, 2005, 2008; Abazari et al., 2009). We explore this
approach.

We solve the above equations, Eq. (20), explicitly in terms of wþ:

wþ ¼ ζwþ�
ζþp þ ζwþ

�ww � 1�
ζþp þ ζwþ

�ϕþrμþ (21)

The convective velocity is defined as:

wc ¼ ζwþ�
ζþp þ ζwþ

�ww ¼ hþww (22)

Hence, the (relative) solute velocity is decomposed in a convective
term and a diffusive term, with the latter linear in the gradient of its
chemical potential. hþ is the so-called convective coefficient, or hin-
drance factor, as in the work of Deen and coworkers (Deen, 1987;
Davidson and Deen, 1988; Johnston and Deen, 1999). The diffusive flux
of ions (in the reference frame of the gel) equals:
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Jdiff ;þ ¼ϕþðwþ �wcÞ¼ � ϕ2
þ

ζ þ ζ
rμþ ¼ � Dþ

RT
rμþ (23)
þp wþ

Dþ is the ion diffusion coefficient inside the gel, which depends on the
friction coefficients ζþp, ζwþ. The latter are quite difficult to determine
experimentally, in contrast to diffusion coefficients.

For the internal solution, we define ϕþ ¼ nþϕw. For dilute solutions
the chemical potential is μþ ¼ RT logðnþÞ. Hence,

rμþ ¼RT
rnþ
nþ

(24)

Hence, the diffusive flux will be similar to Fick's law:

Jdiff ;þ ¼ϕþðwþ �wcÞ¼ � ϕwDþrnþ (25)

The convective flux wc ¼ hþww follows from the above momentum
equation for water:

ww ¼ � ϕw

ζwp
rμw (26)

which is a generalization of Darcy's law?
The flux of mobile ions, relative to the polymer network, is defined as:

Jþ ¼ϕþwþ ¼ϕþwc þϕþðwþ �wcÞ¼ nþϕwhþwc � ϕwDþrnþ (27)

2.5. Ion-exchange model

Contrary to the above triphasic model, we have multiple positive and
negative ions, namely Hþ, OH�, Naþ and Cl�. Hence, the triphasic
approach should be extended to account for that. Recall, that we assume
that the digested protein gel starts at neutral pH, with negative fixed
charges and Naþ as counter-ions. Protons from the acidic gastric juice
will migrate to the gel, and they will be bound by the dissociated acidic
groups:Hþ þ A� → HA. At the end of gastric digestion, the internal pH of
the gel will be about pH ¼ 2, with positive fixed charges and Cl� as
counter-ions.

This process is very similar to ion-exchange resins as used in chro-
matography. The protein gels in the gastric juice will exchange Naþ for
Hþ. Due to the constraint that the electric current is always zero, the
cation transport will always be accompanied by the anion, Cl� (Geise
et al., 2010).

A simplified ion-exchange model for ion-exchange resins is described
by Paul and coworkers (Geise et al., 2010). They consider a charged resin
immersed in a bath containing a monovalent salt MX. It is assumed that
polyelectrolyte is negatively charged, with Mþ as counter-ion. The bath
contains less Mþ ions, but more X� ions. Due to a Donnan potential,
combined with electroneutrality, there is a partitioning of ions between
bath and membrane.

The authors have derived the ion-exchange model from the Stefan-
Maxwell, similar to the above triphasic model. The model is formu-
lated in the framework co-moving with the resin (which can swell in
principle). The fluxes of MX are coupled due to the electric potential, and
electroneutrality condition. Hence, it is advantageous to define the
neutral salt flux:

Js ¼ xsðJw þ JsÞ þ cTDsrlogðasÞ (28)

jw is the water flux, xs is the molar fraction of the salt MX, cT is the total
molar concentration in the solution, as ¼ aMaX is the mean activity of the
salt MX. Ds is the effective salt diffusion coefficient. As above, the flux is
decomposed in a convective term, and a diffusive term. The triphasic
model and ion-exchange model are consistent with each other if one
defines js ¼ Jþ þ J�.

For a charged resin the effective salt diffusion coefficient is assumed
to be equal to the harmonic mean of the diffusion coefficient of the in-
dividual ions:
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xs þ xp
Ds

¼ xp þ xs
DM

þ xs
DX

(29)
with xp the molar fraction of the polyelectrolyte monomers.
Similarly, we can define the fluxes for both HCl and NaCl ion pairs

for our case study regarding a protein gel swelling in gastric fluid.
Assuming ideal solutions, the diffusive part of the fluxes can be written
as:

JNaCl ¼ �RTζNaClnNaClrðlogðnNaÞ þ logðnClÞÞ
JHCl ¼ �RTζHClnHClrðlogðnHÞ þ logðnClÞÞ (30)

with ζi the Stefan-Maxwell friction coefficients, accounting for friction
with both the polymer and the water phase, similar to the above triphasic
model.

Note that an expression consistent with Fick's law follows using the
chain rule:

JNaCl ¼ �RTζNaClnNaClrðlogðnNaÞ þ logðnClÞÞ

¼ �RTζNaClnNaCl

�rnNa
nNa

þrnCl
nCl

�
¼ �DNaCl½rnNa þrnCl�

(31)

2.6. Non-ideal contributions

Various theories are formulated how to deal with non-ideality in
polyelectrolyte gels. Hence, first, we review these theories.

Manning counter-ion condensation phenomenon states that poly-
electrolytes line charge density will never exceed e=lB ¼ 1=z, with lB �
0.7 nm the Bjerrum length (Andelman, 2006). Compare this to charge
density of proteins during titration (as reported in section). The average
percentage of charged amino acids in soy is about 40–50% (Ishihara
et al., 2003). Around pI the charge density is about zero, no condensation
is expected. If pH ≪ pI the acidic groups have bound protons, and the
charge is due to arginine and lysine, which are about 10–15% (Ishihara
et al., 2003). The size of an amino-acid molecule is about 0.35 nm, and
hence the average distance between charges is dc ¼ 3.5 nm, which is
much larger than zlB. Hence, the positively charged protein will not reach
the Manning condensation limit.

The first correction to non-ideality is given by the Debye-Hueckel
theory (Andelman, 2006). In polyelectrolyte gel and solution problems,
one often sees that non-ideality is taken into account for the activity
coefficient of the electrolytes, but not for the osmotic pressure of solvent,
as it is said to give too much deviation from experiment (Hasa et al.,
1975; Baker et al., 1995; Nguyen et al., 2018).

The expression for the Debye-Huckel activity coefficient γ� (ac-
counting for finite size of ion with radius r) (Baker et al., 1995):

logðγ�Þ¼ � z2i F
2

8πε0εrNART
κ

1þ κr
(32)

εεr is the dielectric constant of the solvent, NA is Avogrados number, F is
the Faraday constant, and κ is the inverse Debye screening length:

κ2 ¼ F2

ε0εrRT
I (33)

I is the ionic strength (which is just a summation over all free ions in
case of monovalent ions). The activity coefficient is used in the chemical
potentials of the ions, and for the non-ideality in the dissociation re-
actions of the charged amino-acid groups.

Debye-Huckel theory can explain the anti-polyampholyte effect, i.e.
the swelling of the polyampholyte gels upon the increase of added salts. It
is due to non-ideal contribution to Πion (Baker et al., 1995; Nguyen et al.,
2018). This non-ideal contribution is named Πdirect , giving an
independent addition to the swelling pressure Πswell. Πdirect is a negative
contribution and thus it enhances the swelling of the gel. Its expression is:
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Πdirect ¼ � RT
NA

κ3

24π
3

ðκrÞ2
�
1þ κr� 1

1þ κr
� 2 logð1þ κrÞ

�
(34)
Table 1
Pitzer interaction coefficients (Kim et al., 1993; Meng et al., 1995).

ion-pair βð0Þ βð1Þ

NaþCl� 0.0765 0.2664
HþCl� 0.1775 0.2945
NaþA� �0.06 0.835
BþCl� 0.12 0.425
If κr≪ 1 σ ¼ 1

For a gel the osmotic pressure difference between gel and bath,
indicated with index α and β respectively (Goh et al., 2019):

ΔΠdirect ¼ RT
24π

ΣðκrÞ (35)

with

ΣðκrÞ¼ �
κ3βσβ � κ3ασα

�
(36)

An approximation of Σ is:

ΣðκaÞ¼ 1� 3
2
κr þ 9

5
ðκrÞ2 (37)

For 1:1 electrolyte solutions r ¼ 0.304 nm (Baker et al., 1995).
Maurerarguedthattheionicstrengthofapolyelectrolytesolutionshould

be modified to include also the (partially) mobile charges on the polymer
(Pessôa FilhoandMaurer, 2008). For ourproteingel, it is definedas:

I ¼ 1
2

�
nNaþ þ nCl� þ nHþ þ nOH� þ nA� þ nBþ (38)

To calculate the molar concentrations the volume of proteins is
excluded from the total volume of the gel, cf. (Pessôa Filho and Maurer,
2008), similar to the Ross equation (van der Sman, 2012).

Andelman has given another definition of ionic strength in weak
acidic polyelectrolyte gels (Borukhov et al., 2000):

Ieff ¼ 1
2

�
nNaþ þ nCl� þ nHþ þ nOH� þ neffA� þ neffBþ

�
(39)

with

neffA� ¼
X
i

nA;i2iA;ið1� iA;iÞ

neffBþ ¼
X
i

nB;i2iB;ið1� iB;iÞ
(40)

with iA;i ¼ ni;A�=nA;i, and iB;i ¼ ni;Bþ=nB;i the degree of ionization of the
acidic and basic chargeable groups. iAð1�iAÞ is a measure of the mobility
of bound protons on the polyelectrolyte chain. There is zero mobility if
the chain is fully charged or is non-charged.

The next order of non-ideal correction is given by Pitzer theory
(Edwards et al., 1978), accounting for short-range interactions. Hence,
the activity coefficient of ion a is defined by:

logðγaÞ¼ z2aFðIÞþ 2
X
c

mcBac þ z2a
X
c

X
a0
mcma0B0

ac0 (41)

The first term of Eq. (41) is the Debye contribution, as given above. In
Eq. (41) the subscripts ac represent any anion/cation pair, while a0c
represent anion/cation pairs with a0 6¼ a. Bca are called the binary ion-ion
parameters.

The binary Pitzer coefficients are a function of the ionic strength I,
via:

Bac ¼ βð0Þac þ 2βð1Þac

1�
�
1þ α

ffiffi
I

p � 1
2α

2I
�
exp

��α
ffiffi
I

p �
α2I

(42)

and

B0
ac0 ¼ � βð1Þac0

1�
�
1þ α

ffiffi
I

p þ 1
2α

2I
�
exp

��α
ffiffi
I

p �
α2I2

(43)
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The constant is α ¼ 2. Sometimes for complexmixtures the term in Bac

linear with α2I is neglected (Edwards et al., 1978; Millero, 1983). In a
single electrolyte mixture, or binary mixtures with common ions one
finds this term (Pitzer, 1973; P de Lima and Pitzer, 1983).

The ionic pressure of the electrolyte solution is given in terms of the
osmotic coefficient Φ, defined as:

Πion ¼ΦRT
X
i

ni (44)

with Φ given as (Pitzer, 1973; Edwards et al., 1978):

Φ ¼ � 2AϕI3=2

1þ b
ffiffi
I

p

þ
X
a

X
c

mamc

h
βð0Þac þ βð1Þac exp

	
�α

ffiffi
I

p 
i (45)

The first term is again the Debye contribution.
Data on interaction coefficients βðiÞca are shown in Table 1, which are

taken from (Kim et al., 1993; Meng et al., 1995). The interaction co-
efficients between salt and charged acidic or basic groups of proteins (A�

and Bþ), are assumed similar to that of amino-acids and salts (De Stefano
et al., 2000). Interactions between protons and acidic/basic groups are
assumed negligible (De Stefano et al., 2000).

2.7. Volume integrated model

To reduce the complexity of this model of protein gel digestion it is
convenient to assume small gradients inside the gel, and integrate all
mass balances over the total volume using the Gauss theorem. We illus-
trate that for the mass balance of water, which holds:

∂tϕw ¼ �r � Jw (46)

with water flux density JwerΠswell. After volume integration of the left
hand side of Eq. (46), one obtains:

R
∂tΦwdV ¼ ∂tVwater , which is the time

derivative of the total amount of water in the gel. For nowwe assume that
there is no loss of proteins due to digestion. Hence, the amount of pro-
teins, Vp remains constant. The total volume of the gel is
Vgel ¼ Vwater þ Vp. Consequently, ∂tVgel ¼ ∂tVwater . The polymer volume
fraction follows from the ratio: ϕp ¼ Vp=Vgel.

Via Gauss theorem we convert the volume integral of the flux, into an
integral of the flux over the surface:

∂tVgel ¼ �
Z

r � JwdV ¼ �
Z

Jw;surf dS (47)

We assume that the water flux has a constant value over the whole
surface. The surface flux is:

Jw;surf ¼ � k
η
rΠswell;surf (48)

k is the permeability, and η is the viscosity of the solvent, which is
assumed to be equal to pure water.

We need to estimate the gradient in the swelling pressure at the
surface. We take the ambient pressure in the bath as a reference value,
and hence the external pressure is zero. The governing equation for water
transport is quite similar to diffusion. Hence, we estimate the internal
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resistance for water transport similar to our previous work on the (heat)
diffusion resistance of a sphere (Van der Sman, 2008):

rΠswell;surf ¼ Πswell

Rgel

�
5

(49)

Rgel is the radius of the spherical gel particle, computed via the volume:
Vgel ¼ 4=3πR3

gel. The surface area of the gel is: Sgel ¼ 4πR2
gel. Hence, the

governing equation for the volume of the gel becomes:

∂tVgel ¼ � Jw;surf Sgel ¼ 4πR2

R=5
κ

η
Πswell (50)

Similarly, we integrate the mass balances for the ions. The number of
moles of sodium and chloride ions in the gel evolves as:

dNNa

dt
¼ þJNaCl

dNCl

dt
¼ þJNaCl þ JHCl

(51)

The charge on the protein follows from electroneutrality:

Np ¼ � NNa þ NCl (52)

The internal pH is computed from Np, from the known titration curve,
Donnan relations and electroneutrality. The approximated fluxes follow:

JNaCl ¼ Jwn�NaCl þ
DNaCl

RT
SgelbnNaCl

�
μNaCl � μ�NaCl

�
JHCl ¼ Jwn�HCl þ

DHCl

RT
SgelbnHCl

�
μHCl � μ�HCl

� (53)

with

μMX ¼RT logðγMγXnMnXÞ (54)

The chemical potential of the ions in the bath are indicated with the
asterisk *. bnMX is the estimation of the molar concentration at the inter-
face. bnNaCl � nNa þ n�Na, and bnHCl � nH þ n�H .

Due to the complexity of the model, we think it is instructive to
present the algorithm, we have used to solve the swelling model. A flow
sheet representing the algorithm is shown in Fig. 2. It represents the main
iteration, which is supplemented with initial conditions. The bath is
thought to be infinite, and at constant (external) pH: pHext , and salt
concentration n�NaCl. The gel has initially a neutral pH, pHint ¼ 7, and a
certain added salt concentration n0NaCl. The amount of sodium ions is
increased with the number of counter-ions needed to balance the nega-
tive fixed charge at pHint ¼ 7. Also, the initial gel volume, V0

gel, is a given
value.

Furthermore, it is instructive to analyse the time scales of the model,
where we follow the earlier analysis of a charged swellable membrane
(Jeremy and J Grodzinsky, 1981). We start with the time scale for
swelling. The balance equation for water is:

∂tϕwVgel ¼ � Sgel
R=5

κ

η
∂Πswell

∂ϕw

�
ϕw �ϕ�

w

�
(55)

with the (osmotic) bulk modulus, defined as (De Aguiar et al., 2017):

Kbulk ¼ ∂Πswell

∂ϕw
(56)

Hence, the characteristic time scale for swelling is:

τswell ¼ η
κ

15R2

Kbulk
(57)

Due to the ion exchange character of the protein swelling, while
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transferred from initial neutral pH to the acidic pH of the bath with
simulated gastric juice, there is a single time scale for ion transport,
which is governed by the protonation of the protein gel (Jeremy and J
Grodzinsky, 1981). As most of the protons are quickly absorbed by the
protein, the dynamics will be determined by the slow evolving variable,
the total number of free and bound protons in the gel. nH;tot ¼ nH þ nHA.
The governing equation is:

∂tnH;totVgel ¼ ∂tCHnHVgel ¼DHCl
Sgel
R=5

�
nH � n�H

�
(58)

CH ¼ ∂nH;tot=∂nH ¼ 1þ ∂nHA=∂nH is the so-called buffer capacity of the
protein gel. The value of the buffer capacity follows from the dissociation
equilibrium:

CH ¼ 1þ
X
i

nA;i
K�

A;i	
K�

A;i þ nH

2 (59)

Note, that the effective buffer capacity CH is dependent of the ionic
strength of the gel phase, via the effective dissociation constant K�

A;i,
which takes the non-ideality into account.

The time scale for ion transport is given by (Jeremy and J Grodzinsky,
1981):

τH ¼ 15CHR2

DHCl
(60)

3. Results

3.1. Buffer capacity of soy protein gel

Titration experiments were conducted to determine the buffer ca-
pacity of a 5 wt% solution of soy protein isolate (SPI), which was pur-
chased from Solae (St. Louis, MO, USA). The SPI solution was stirred in
water at room temperature (20	C) for 2 hours. A Metrohm Titrator 877
was used with a constant titration rate of 0.05 ml/min. The titrant con-
tained 0.5 M HCl and 0.88 wt% NaCl. The pH of the solution was
measured every 40 seconds until a final pH of 2 is reached. The mass of
SPI is mp ¼ 5 g. At the beginning of the experiments, SPI was dispersed
into VL ¼ 100 g of deionized water, which was titrated back to an initial
neutral pH, pHext ¼ 7:2 before adding the soy. After the addition of soy,
the titration with acid began for the buffer capacity determination.

Under the acidic conditions in the stomach, the basic Lys and Arg
groups are assumed to be fully dissociation. Hence, for the modelling of
the buffer capacity, we only have to regard the dissociation of Asp, Glu
and His. For isolated amino-acids, the pK values of the side groups are
3.67, 4.25, and 6.54 respectively (Thurlkill et al., 2006). Recall that Asp
and Glu are acidic, while His has a basic side group.

Mind that pK and pH are defined for concentrations expressed
in molarity (mol/L). For the modelling we have converted them into
mol/m3.

The total volume of added titrant is not negligible compared to the
initial volume of the bath Vinit . The number of bound protons is deter-
mined as a function of the amount of protein, which is independent of the
total volume: NHA ¼ P

i
NA;in�H=ðn�H þKA;iÞ. We use the following proton

balance to fit the titration curve:

X
i

NA;i
n0H

n0H þ KA;i
þVtitrcHCl ¼

X
i

NA;i
n�H

n�H þ KA;i
þ ðVtitr þVwaterÞnH (61)

n0H is the pH at the start of the titration, which was pH ¼ 7.2.
In literature there is quite some variation in pKa values of the amino-

acid side groups: Asp: 3:5 < pKa1 < 4:2, Glu 4:2 < pKa2 < 4:5, His 6:0 <

pKa3 < 6:6 (Audain et al., 2015). Furthermore, there can be pKa shifts of



Fig. 2. Flowsheet for the simulation of protein gel in simulated gastric fluid
with reference to used equations.

Fig. 3. Titration curve of soy protein isolate (blue line) fitted with the model
(red line), allowing for some shift in pKA of acidic side-groups.
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individual side groups due to electrostatic interactions with nearby
charged groups within the protein. pKa shifts can be up to 0.5 points for
amino-acids in very specific environments, such as enzyme catalytic
centres, but most pKa shifts are modest (Jan et al., 1994). Due to the pKa
shifts, we will also estimate individual pKa values, but within the
following bounds: Asp 3:4 < pKa1 < 4:3, Glu 4:1 < pKa2 < 4:6, and His
5:9 < pKa3 < 6:7. Our fit to the titration curve is shown in Fig. 3, with
estimated pKa values being: pKa1 ¼ 3:4, pKa2 ¼ 4:6, and pKa3 ¼ 5:9,
which are all equal to one of the limits. Fitted values are: NA1=

mp ¼ 0.67 mmol/g, NA2=mp ¼ 0.10 mmol/g NA3=mp ¼ 0.43 mmol/g.
Note, that in the titration experiment we have used mp ¼ 5 g. Hence, the
total amount of protonated amino-acid groups is NA ¼ P

i
NA;i ¼ 6 mmol.

This must be of similar order as the amount of HCl added. The total added
volume of the titrant is 14 ml. Hence, about 7 mmol HCl is added, which
agrees quite well with the fitted parameters. Hence, the ionic strength of
the titrated protein solution is still reasonably low. Consequently, we
neglect non-idealities from the fitting, which will complicate the fitting
severely.

An important parameter of the model is the isoelectric point pI, and
the charge at initial pH. For soy protein isolate it is reported that pI � 5:0
(Yuan et al., 2002). In our model, we tune the pI via the number of basic
groups, nB, which are all assumed to be charged at pH 
 7. At pH ¼ pI the
net charge of His, Asp, Glu groups is:

Np;I ¼ � NA;1
KA;1

KA;1 þ nH;I
� NA;2

KA;2

KA;2 þ nH;I
þ NA;3

nH;I

KA;3 þ nH;I
(62)
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This is balanced by the number of Lys/Arg basic groups:

Nð0Þ
B ¼ � Np;I ¼ 0.306 mmol/g.
The charge on the proteins during the initial pH determines the

number of counter-ions present in the gel, as they account for electro-
neutrality. The initial proton concentration is nH;0.

Np;0 ¼ �NA;1
KA;1

KA;1 þ nH;0
�NA;2

KA;2

KA;2 þ nH;0
þNA;3

nH;0

KA;3 þ nH;0
þ Nð0Þ

B (63)

For pHi ¼ 7:2 the net protein charge is Np;0 ¼ - 0.38 mmol/g. The
amount of initial sodium counter-ions is nþNa;0 ¼ 0.38 mmol/g.
3.2. Swelling experiments

We will compare simulation results with swelling experiments
performed with soy gels, which were prepared similar to reported in
our earlier paper (Cornet et al., 2019). Gels were made from soy
protein isolate (SPI). SPI was weighed and mixed well with water until
the dry SPI powder was fully incorporated to form a loose, dough-like
mixture. The dough was then vacuum packed and stored in the fridge
for 24 hours. A circle of dough was cut out, cutting off the top and
bottom to ensure an even surface, and placed in a gel mould with a
height of 5 mm and a diameter of 12.5 mm. After closing and sealing
the mould, it was put in a 95oC water bath for 30 minutes. The mould
was then cooled in cold water for 5 minutes, after which the gel was
removed from the mould. A 7 mm gel cutter was used to cut samples
from the gels.

Gel samples of about 0.5 g were submerged in 1000 ml of simulated
gastric fluid (SGF) (without pepsin) at 37oC. The SGF consisted of a
physiological salt at a concentration of 0.88% (weight basis), via adding
NaCl to deionized water. The pH is set at different values (pH ¼ 2,4,6)
via titration of 2 M HCl or 0.5 M NaOH. Swelling experiments were
conducted for approximately 25 hours. Gel samples (in duplo) were
removed from the SGF and weighed every 15 minutes for the first hour
and then once per hour (accuracy of the scales was 5 mg). After the
measurement, the gel is returned to the SGF. Gel samples were kept in
individual mesh gaskets, which were hung in the SGF. During swelling
the pH is kept constant via titration using a 5 mM to 0.5 M HCl solu-
tions. At different time intervals, the gaskets are taken out of the SGF,
and their masses are weighted (after gently removing excess water
droplets from gaskets). Assuming a density of ρs ¼ 1330 kg/m3 the
volume of the gel is calculated from the mass and initial moisture
content.

We show the results of swelling experiments of gels with initial pro-
tein mass fraction of yp ¼ 0.30 in Fig. 4. Initially, all gels tended to swell,
as the moisture content is far from equilibrium. However, at longer times
one observes differences in swelling dynamics depending on the pH of
the SGF. Above all, one observes shrinkage after initial swelling for
pH ¼ 4, but also slightly for pH ¼ 6.



Fig. 4. Results of swelling experiments of soy gels with yp ¼ 30% at pHext ¼
f2;4;6g. Error bars are smaller than symbols, and are not shown.
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3.3. Simulation of swelling experiments

First, we test the model while assuming ideality of the bath and gel
phase. Exemplary simulations are shown in Fig. 5, where the external pH
is taken from the range: pH ¼ f2; 4;6g. Elastic properties depend on the
amount of proteins at gelation (Cornet et al., 2019). Simulations are
performed for mass fraction of proteins at gelation yp ¼ 0:30. Due to the
production of SPI one can expect NaCl to be present in the level of
0.3–1%. Hence, we have assumed the initial NaCl concentration
(excludingNaþ counterions) to be 70 mmol/L. Furthermore, we assumed

the shear modulus to be related to yp via: Gref ¼ 5� 107ϕ9=4
ref (Cornet

et al., 2019), with ϕref ¼ 0:34yp. The permeability is taken as κ ¼ 8�
10�18 m�2, which is comparable to values assumed for water transport in
cheese (Dijk et al., 1984). The diffusion coefficient at 37	C for NaCl is
assumed to be DNaCl ¼ 0:6ð1�ϕpÞ10�9 cf. salt diffusion in cheese (Pajonk
et al., 2003), and DHC ¼ 2DNaCl, because of the smaller size of HCl. The
mass of the gel particle ismp ¼ 0.5 g. In the figures we show a) the change
of the internal pH (pHint), b) the gel volume Vgel, and c) the ion concen-
trations inside the gel nNa and nCl.

Due to the high internal and external ion concentrations, the ideal
solution assumption is not valid. We are interested in whether the non-
ideality has a significant influence on the protein swelling. Hence, we
perform similar simulations, but now with non-ideality of dissolved ions
taking into account, as computed with the Pitzer theory - and using the
Diamant definition of the ionic strength in polyelectrolyte gels. Results are
shown in Fig. 6, which can be compared to simulation using the ideal
solution assumption, as shown in Fig. 5. Qualitatively, the results are quite
similar, albeit that the swelling is reduced if one assumes non-ideality.

The simulation results are qualitatively in agreement with expecta-
tions based on experiments shown in Fig. 4 when considering pH with
respect to the isoelectric point pI. At pH ¼ 6, pH > pI and only part of the
sodium counter-ions are exchanged for Hþ, allowing Cl� to enter the gel
phase. As the final pH is near the pI the swelling is small as compared to
pH ¼ 2 treatment. At pH ¼ 4 a similar picture arises, only nCl exceeds
nNa, as pH < pI and the protein is now negatively charged. The final
volume is similar as pH ¼ 6, as the distance from pI is similar. At the
internal pH crosses the pI there is a reversal of charge, contributing to the
elaborate dynamics of the swelling: first the gel swells, and then it
shrinks. A similar dynamics of initial swelling followed by shrinkage is
observed experimentally, as shown in Fig. 4. At pH ¼ 2, pH ≪ pI and the
swelling is quite large, due to the large (negative) charge of the protein,
and consequently nCl ≫ nNa. Also in the swelling experiments, we
observe the maximal swelling at pH ¼ 2, with the tendency to de-swell at
long times. The simulation results are still not in quantitative agreement,
as the swelling is predicted too large. But it requires more measurements
while varying initial and final pH, ionic strength, and bath volume, and
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also of additional observables like the electrical conductivity of the bath,
and mechanical strength at different pH and ionic strengths.

4. Models with realistic gastric conditions

In the above model, it is assumed that the protein gel is immersed in
an infinite bath of constant conditions. However, due to meal sizes
compared to stomach volume, and high buffer capacity of proteins the
assumption in the model above of an infinite bath is a poor approxima-
tion of the real gastric conditions in the human body. A better approach is
taken in engineering perspectives of digestions. Here, the digestive tract
is envisioned as a collection of reactor vessels of finite volume, connected
in series, each performing a set of unit operations (M Bornhorst et al.,
2016; Lamond et al., 2019). The stomach performs the following unit
operations: mechanical breakdown, mixing, pH regulation, enzymatic
hydrolysis, and sieving (via the pyloric valve).

TheabovemodelhasfocussedonlyontheeffectofpHandionicstrength
of the (simulated) gastric juice on the pH and moisture transport into the
proteingel,whichisonlyasmallpartoftheprocessesgoingoninthestomach.
Ourmodel does show that pHand ionic strength internally the protein gels
canbesignificantlydifferentfromthevaluesinthegastricjuice.Hence,inthe
stomachatleasttwophasesmustbedistinguished:a)theproteingel(ormeal)
andb)thegastricjuice.Fromthediscussionbelowfollowsthatonemightalso
need todescribeagasphase, toaccount forCO2production if gastricacid is
neutralizedbysodiumbicarbonateinthemucousliningoftheepithelialcells
(Stevenset al., 1987;Goetze et al., 2007).

For each phase, we need to establish balance equations for the total
phase volume, moisture content, electrolyte concentrations (including
Hþ), and enzyme concentrations. The governing equations for meal
volume and gastric juice are the following:

dVmeal

dt
¼ þ Intake� EmptyingþMoistureUptake� Digestion (64)

The balance of the gastric juice is:

dVjuice

dt
¼ þ Secretion� JuiceEmptying�MoistureUptakeþ Digestion (65)

Meal volume increases via the Intake function, which is distributed over
a finite time for a meal containing a protein gel, as it needs mastication.
Gastric emptyingdecreases the volumeof bothmeal and gastric juice. There
ismoisture transport between juice and gel, as described above via swelling
or shrinkage. Enzymatic digestion converts part of the protein gel into sol-
uble peptides, which can be viewed as part of the gastric juice. The gastric
juice increases due to secretion, which is regulated by hormones. Such
hormonal regulation also holds for the gastric emptying.

In the following subsections, we discuss several of the processes
happening in the stomach in more detail. These processes are enzymatic
digestion, electrolyte transport, gastric secretion, and emptying. In the
discussion of electrolyte transport, we also take into account electrolyte
transport across the mucus layer. For gastric secretion and emptying the
regulation is important to know.

In the discussion below, we disregard spatial gradients inside the
meal particles. In reality, the spatial gradients in pH, electrolyte
concentration, moisture content, and enzyme concentration might be
quite significant and need to be taken into account in the modelling.
Strong gradients in mechanical deformation can be accounted for in the
polyelectrolyte gel modelling approach using the approach for Suo and
coworkers (Hong et al., 2010), as we have recently applied to water
holding capacity of cellular tissue (Van der Sman, 2015). But, a discus-
sion on this aspect is out of the scope of this review.
4.1. Enzymatic digestion

Pepsin is the proteolytic enzyme secreted in the human stomach. Its
precursor, pepsinogen is produced by chief cells in the same glands as



Fig. 5. Simulation results for pH ¼ f2;4; 6g (top to bottom), assuming ideal solutions. We show internal pH, pHint , the gel volume Vgel, and ions concentrations inside
the gel nNa (red) and nCl (blue).
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hydrochloric acids and must pass the mucus layer to enter the gastric
environment.

The activity of pepsin has an optimum at pH � 2. Effect of ionic
strength is less known. Commonly, enzyme kinetics are described by
Michaelis-Menten kinetics. A recent study shows that pepsin activity at
pH ¼ 2 decreases at increasing ionic strength. The enzyme kinetics ap-
pears not to followMichaelis-Menten. Pepsin can attack multiple peptide-
bonds, with some more easily than others. Its activity is said to be
inhibited by intermediate peptides (Qi et al., 2018). Salivary amylase and
gastric lipase can be active in the stomach (Sarkar et al., 2015; Lamond
et al., 2019), but their action is irrelevant for meals of protein gels, and
hence we disregard further discussion of that.

Recently, the enzyme kinetics of pepsin has been modelled
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(Kondjoyan et al., 2015; Sicard et al., 2018). There, pepsin is assumed to
behave as a diprotic acid, cf. (Lin et al., 1992):

EH2 ↔ Hþ þ EH� ↔ 2HþE2� (66)

Only the active form of the enzyme HE� leads to protein hydrolysis.
The dissociation constants are KE1 and KE2:

KE1 ¼ EH�Hþ

EH2

KE2 ¼ E2�Hþ

EH�

(67)

Substitution of these constants in the relation that the total amount of



Fig. 6. Examplary simulation results for pH ¼ f2;4;6g (top to bottom) using non-ideality models. We show internal pH, pHint , the gel volume Vgel, and ions con-
centrations inside the gel nNa (red) and nCl (blue).
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E remains constant Eðt¼ 0Þ ¼ E ¼ EH2 þ EH� þ E2� renders the
following relation for the amount of active enzyme (Kondjoyan et al.,
2015; Sicard et al., 2018):

EH�

E
¼ 1
1þ KE2=nH þ nH=KE1

(68)

pKE1 ¼ 2:5; pKE2 ¼ 1:6

First-order kinetics is assumed for protein digestion (Kondjoyan et al.,
2015):

dP
dt

¼ � Pθmax
EH�

EH� þ L
(69)
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The enzyme absorbs at the protein similar to a Langmuir isotherm. P is
the undigested protein concentration. It will decrease due to digestion, it
will be related to ϕp. L is linked to the maximum amount of enzymes
absorbed to the substrate. It is assumed that heating induces protein
denaturation and aggregation. Denaturation increases the (relative)
amount of binding sites for pepsin θmax, while aggregation reduces the
reaction speed (i.e. diffusion of enzymes is hindered by the dense protein
matrix), but also reduces the accessibility of the substrates for the enzyme.

Pepsin produces amino-acids/peptides, which contribute to the buffer
capacity of the gastric juice. For each hydrolysis, an extra carboxyl and
amide group is produced (JL Mat et al., 2018), which can be ionized
depending on the pH of the gastric juice. The degree of hydrolysis can be
obtained via titration but must be corrected for the buffer capacity of the
undigested protein. After cleaving most of the hydrolysis products can
still be bound to the network. Only after the second cleavage, individual
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peptides are liberated, which can diffuse from the gel phase to the gastric
juice. Diffusion can be slow due to the large size of fragments. Hence,
titration is a better measure for the degree of hydrolysis than the amount
of hydrolysis products in the juice phase.

Across the mucous layer, there is a pH gradient from pH ¼ 2 at the
gastric lumen side to pH ¼ 7 at the side of the epithelial cells. Only at the
top of the mucous layer, the pepsinogen (EH2) is converted into the active
pepsin form (EH�). However, pepsin acts also on the mucus layer, which
needs to be replenished continuously. Campos (Campos and Sancho,
2003) states that there is an intermediate form of pepsin, which binds to
mucin, which is transported from the crypts containing the parietal and
chief cells to the lumen.
4.2. Enzyme transport and partitioning

The enzyme transport from the gastric juice to the protein gel has to
be incorporated in the model. Several studies have already indicated the
importance of diffusion of pepsin (Thevenot et al., 2017; Qi et al., 2017;
Somaratne et al., 2020), and how it is influenced via the protein gel
microstructure via obstruction and decrease of free volume (Axpe et al.,
2019). The diffusion of pepsin, or fluorescent molecules of similar size,
has been compared to several diffusion models, as reviewed by (Masaro
and Zhu, 1999; Amsden, 2002).

However, recent investigations in our research group has shown that
convection of pepsin by the gastric fluid imbibing the gel during swelling
is an equally important transport mechanism to be accounted for (Deng
et al., 2019). Moreover, we have found that there is also a significant
partitioning of the enzyme between the gel and the bathing (simulated)
gastric juice. Such a partitioning of solutes between gel and bath phase is
described by thermodynamic theory (Van Der Sman, 2018). The elastic
contribution in the swelling pressure, Πelas, also contributes to the
chemical potential of the solute, resulting in unequal distribution (i.e.
partitioning) of the solute between gel and bath. The partitioning is
dependent on the molecular size of the solute and the solute concentra-
tion. Partitioning is particular significant at low concentrations, and high
molecular sizes - as holds for enzymes.
4.3. Electrolyte transport in the gastric juice

We restrict this discussion to monovalent ions only for the sake of
brevity. Gastric juice contains the following monovalent ions Hþ, OH�,
Cl�, Naþ, and Kþ. HCO�

3 is assumed not to be present in the gastric juice,
as it would be neutralized directly by Hþ to H2O and CO2. However,
HCO�

3 transport across the mucus layer is important for the protection of
the epithelial cells against the low pH of the gastric lumen.

The electrolyte contents of the gastric juice changes due to ion ex-
change with the protein gel, and the ion exchange with the cells lining
the stomach: during secretionHþ, Cl� and Kþ are secreted (but Kþ can be
cycled back). This exchange of electrolytes between gastric juice and cells
is modelled by de Beus (De Beus et al., 1993), who has also included the
secretion of HCO�

3 by the epithelial cells. Furthermore, the transport of
electrolytes via the blood vessels is modelled. Acid production by the
parietal cells leads to the so-called alkaline tide in the blood, which
passes directly to the epithelial cells, which uptake the bicarbonate for
the neutralization of acid at the lumen side of their mucosal lining. An
important constraint of any digestion model is that the gastric juice re-
mains electroneutral. A remarkable feature of the model by de Beus is
that there is no transport of sodium from the gastric lumen to the cellular
environment.

The electrolyte transport between cellular environment and gastric
lumen is via the mucosal lining. Mucin, the glycoprotein in the mucus
layer, is a polyelectrolyte, like proteins, and it swells as function of pH
and ion composition (Lewis et al., 2018). Ion transport in the mucus layer
is similar to ion-exchange membrane (Lewis et al., 2017). It is hypothe-
sized that protons are sequestered by the mucin, and that they are
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released by the degradation of mucin by pepsin. A mathematical model is
constructed (Lewis et al., 2017; Lewis et al., 2018), which is very similar
to models used to describe cartilage swelling, as discussed above. Four
ions are considered: Hþ, Naþ, Cl�, and HCO�

3 . H
þ and HCO�

3 combine to
H2O and CO2. Binding/unbinding of Hþ is not modelled in the mucus
layer. An ion exchange of Cl�=HCO�

3 and Hþ=Naþ at the epithelial sur-
face is assumed (Lewis et al., 2017).

This recent model (Lewis et al., 2017; Lewis et al., 2018) is much in
agreement with an earlier (qualitative) model of Schreiber and Scheid
(Schreiber and Scheid, 1997; Schreiber et al., 2000). Here, mucus is
viewed as a proton/diffusion barrier. There is continuous growth of the
mucus layer, which is required because of its degradation by pepsin.
Pepsinogen is simultaneously secreted with acid, bicarbonate, and
mucus. Near the lumen, pepsinogen is converted into pepsin. Protons are
back diffusing in the epithelial mucus layer. Near the gastric acid gland,
there is proton release from the mucus.HCO�

3 transport to the lumen side
is coupled to Cl� , via a special protein transporter. It is suggested that
there is active Naþ transport via Hþ/Naþ ion exchange, which appears to
be in contradiction with the model of de Beus (De Beus et al., 1993).

In an even earlier model (Allen and Garner, 1980), it is assumed so-
dium is secreted by epithelial cells together with bicarbonate. Bicar-
bonate neutralized the protons in the mucus layer, leaving sodium
chloride remaining in the mucus layer, of course, free to diffuse. How-
ever, later the same author (Allen and Flemstr€om, 2005) shows that
HCO�

3 secretion is coupled to Cl� via theHCO3=Cl exchanger at the apical
membrane (lumen side). At the basolateral side HCO�

3 is imported via
Naþ=HCO�

3 co-transporter. Naþ can be transported via Naþ=Hþ ex-
changers, and Naþ=Kþ ATPase. Also, it is proposed there are (apical)
Naþ-Kþ-2Cl� cotransporters, and basolateral Naþ-Cl�-HCO�

3 cotrans-
porter (White, 2010). Hence, there is ample opportunity for epithelial
cells to transport Naþ across the membrane. Naþ=Hþ exchangers are
thought to act only at the basolateral side of parietal cells, which are
secreting the gastric acid HCl (Ritter et al., 2001). Perhaps, these models
can be reconciled if one assumes ionic conduction of Naþ inside the
mucus layer. Polyelectrolyte gels are capable of ion conduction if electric
potential differences arise. There can be Donnan potential differences
between mucus layer lining epithelial cells and that lining the gastric
gland, as shown in Fig. 7.

4.4. Gastric emptying and secretion models

The gastric secretion and emptying are under hormonal control,
receiving signals from the small intestine, gastric juice and the stretching
of the stomach wall. A very elaborate model is developed by Joseph
(Joseph et al., 2003), having a detailed description of the various hor-
mones involved. Also, it describes the fate of endocrine cell populations.
The latter is not significant on the time scale of the digestion of a meal.
Hence, the model is later simplified in (Marino et al., 2003), assuming
steady cell populations. It models acid and bicarbonate secretion, which
can be different in either fundus or antrum (upper and lower part of the
stomach). The gastrin hormone diffuses between fundus and antrum,
which is simplified with a delay function. However, the model has few
links to the signals controlling the hormone levels.

Models with a more engineering perspective are more helpful for
extending our digestion model towards realistic gastric conditions. Such
models have been developed by Marciani as based on MRI observations
(Marciani et al., 2000, 2001). This model regards two phases in the
stomach: a) the meal with volume Vm and b) the gastric juice with volume
Vs. Vm decreases via gastric emptying, which is assumed to have a con-
stant rate: dVm=dt ¼ � kpVm. The secreted volume evolves as:

dVs

�
dt ¼ S0 þ kmVm � kpVs (70)

There is a basal secretion rate, S0. Secretion is stimulated by the
presence of food, and it is assumed to be linear with Vm: the increase of
the volume of the stomach leads to stretching of the stomachwalls, which
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is sensed and triggers acid secretion. The last term represents the loss of
gastric fluid via gastric emptying (having the same rate p as the meal
volume).

Sauter has developed a similar model (Sauter et al., 2012):

dVm

�
dt ¼ �kpVm þ ksVs

dVs

�
dt ¼ þkmVm � kpVs

(71)

But, there is little physiological justification for the coupling between
Vs and Vm via the term linear in ks.

Moxon proposed that the secretion rate is a function of the chyme
viscosity (Moxon et al., 2017), which is explained via the meal effect on
gastric distension (i.e. the stretching of the stomach wall). We view that
elastic properties, as exhibited by protein gels, have a similar effect on
gastric distension.

Gastric emptying is largely regulated by digestion in small intestine
(Depoortere, 2014; Sarkar et al., 2015; Moxon et al., 2017). Similar to
taste sensors in the mouth the small intestine has similar nutrient sensors,
feeding information back to the stomach hormone system, which con-
trols the gastric emptying. The feedback from absorbed nutrients in the
small intestine is assumed to be the major control mechanism for gastric
emptying. Hence, it will be important to incorporate digestion in the
small intestine into the gastric digestion model, to have more realistic
feedback on gastric emptying, cf. (Moxon et al., 2017).
Fig. 7. Ion exchange between meal, gastric juice, mucus and cellular
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Gastric emptying is also controlled by the particle size (Moxon et al.,
2017). Particles larger than a critical size of 1–2 mm will not pass the
pyloric sphincter, which acts as a filter. Particle size can decrease due to
enzymatic digestion or mechanical fragmentation due to the antral
waves. Thus, a realistic gastric digestion model should also describe the
evolution of particle sizes. Effects of swelling and enzymatic digestions
are described above. A proper fragmentation model is still lacking in the
literature.

5. Conclusions

The gastric digestion of (novel) protein gels has a very rich physics
and chemistry due to their polyelectrolyte character of the gels. We have
shown that their physical chemistry can be described using models,
which have been developed already in the fields of polymer physics and
biophysics. In particular, we have described in detail a model for the
description of the swelling of protein gels in simulated gastric fluids,
which shows qualitative similar behaviour as observed in in-vitro ex-
periments performed with soy gels. This model is assembled from several
building blocks, describing a) the charging of proteins at different pH
conditions, b) the distribution of ions over gel and gastric juice following
Gibbs-Donnan, c) the swelling (kinetics) of the protein gel following
Flory-Rehner and Darcy's law, and d) ion transport between gel and
environment, where we distinguish parietal and epithelial cells.



Table 3 (continued )

Symbol Description Unit

σ stress [Pa]
τi time scale [s]
ζij friction coefficient [kg/mol/s]
φ osmotic coefficient [-]
πi pressure [Pa]
σ Debye-Hueckell correction factor [-]
ψ electric potential [V]
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gastric juice following Stefan-Maxwell. Considering the high electrolyte
concentration in the gastric juice and protein gel, extensions of the above
theories with the Debye-Hueckel or Pitzer theories must be used for
dealing with the non-ideality of the electrolyte solutions. This hypothesis
paper is concluded with an outlook on how the above model must be
extended for simulating realistic (in-vivo) gastric conditions. For that the
model needs to be extended with the following building blocks: a)
enzyme kinetics as function of pH, b) transport of enzyme into the gel, c)
exchange of electrolytes between glands/epithelial cells with the gastric
juice via the mucus lining the stomach, d) physiology of gastric emptying
and gastric secretion. All these submodels need to be integrated into a
process model accounting for the finite volume of the stomach,
describing volume changes in gastric juice and protein gel, due to food
intake, gastric emptying, gastric juice secretion, and gel swelling/
shrinkage. We hope this overview gives new directions to the experi-
mental investigation of gastric digestion, and development of in-vitro
digestion protocols, which are more compliant with realistic gastric
conditions.
Table 2
List of symbols.

Symbol Description Unit

ai activity of compound i [-]
cT total molar concentration [mol/m3]
hi convective coefficient [-]
ii degree of ionization [-]
k permeability [m2]
mi molal concentration [mol/kg]
ni molar concentration of compound i [mol/m3]
pI isoelectric point [-]
pKi logarithm of dissociation reaction constant [-]
r mean ion radius [m]
t time [s]
ui velocity [m/s]
wi drift velocity [m/s]
xi mole fraction [-]
zi valency of ion [-]
Aϕ Debye coefficient [-]
Bij Pitzer coefficient [-]
CH buffer capacity [mol/mol]
Di diffusion coefficient [m2/s]
F Faraday constant [C/mol]
Gi elastic modulus [Pa]
Ki dissociation reaction constants [-]
Kbulk osmotic bulk modulus [Pa]
I ionic strength [mol/m3]
Ji molar flux density [mol/s.m2]
L saturation constant [mol/m3]
NA number of avogrado [-]
Ni number of moles [mol]
P amount of proteins [kg/m3]
R universal gas constant [J/mol/K]
Rgel radius of gel [m]
S Surface area [m2]
T temperature [K]
V volume [m3]

Table 3
List of symbols.

Symbol Description Unit

α Pitzer constant [-]
βij Pitzer coefficient [-]
γi activity coefficient [-]
ε dielectric constant [-]
χi Flory-Huggins interaction parameter [-]
η viscosity [Pa.s]
ϕi volume fraction [-]
κ inverse of Debye screening length [1/m]
μi chemical potential of compound i [J/mol]
νi molar volume [m3/mol]
θmax fraction of enzyme binding sites [-]

58
References

Abazari, Alireza, Elliott, Janet AW., Law, Garson K., McGann, Locksley E., Jomha, Nadr
M., 2009. A biomechanical triphasic approach to the transport of nondilute solutions
in articular cartilage. Biophys. J. 97 (12), 3054–3064.

Alexov, Emil, Mehler, Ernest L., Baker, Nathan, Baptista, Ant�onio M., Huang, Yong, 2011.
Francesca Milletti, Jens Erik Nielsen, Damien Farrell, Tommy Carstensen, Mats HM
Olsson, et al. Progress in the prediction of pka values in proteins. Proteins: struct.
funct. bioinform. 79 (12), 3260–3275.

Allen, Adrian, Flemstr€om, Gunnar, 2005. Gastroduodenal mucus bicarbonate barrier:
protection against acid and pepsin. Am. J. Physiol. Cell Physiol. 288 (1), C1–C19.

Allen, A., Garner, A., 1980. Mucus and bicarbonate secretion in the stomach and their
possible role in mucosal protection. Gut 21 (3), 249.

Amsden, Brian, 2002. Modeling solute diffusion in aqueous polymer solutions. Polymer
43 (5), 1623–1630.

Andelman, David, 2006. Introduction to electrostatics in soft and biological matter. Soft
condens. matter phys. mol. cell biol. 6.

Audain, Enrique, Ramos, Yassel, Hermjakob, Henning, Flower, Darren R., Perez-
Riverol, Yasset, 2015. Accurate estimation of isoelectric point of protein and peptide
based on amino acid sequences. Bioinformatics 32 (6), 821–827.

Axpe, Eneko, Chan, Doreen, Offeddu, Giovanni S., Chang, Yin, Merida, David, Lopez
Hernandez, Hector, Appel, Eric A., 2019. A multiscale model for solute diffusion in
hydrogels. Macromolecules 52 (18), 6889.

Baker, John P., Blanch, Harvey W., Prausnitz, John M., 1995. Swelling properties of
acrylamide-based ampholytic hydrogels: comparison of experiment with theory.
Polymer 36 (5), 1061–1069.

Bellot, Jean Christophe, Vega Tarantino, Ramon, Condoret, Jean-St�ehane, 1999.
Thermodynamic modeling of multicomponent ion-exchange equilibria of amino
acids. AIChE J. 45 (6), 1329–1341.

Borukhov, Itamar, Andelman, David, Borrega, Regis, Cloitre, Michel, Leibler, Ludwik,
Orland, Henri, 2000. Polyelectrolyte titration: theory and experiment. J. Phys. Chem.
B 104 (47), 11027–11034.

Campos, Luis Alberto, Sancho, Javier, 2003. The active site of pepsin is formed in the
intermediate conformation dominant at mildly acidic ph. FEBS Lett. 538 (1–3),
89–95.

Cornet, Steven, van der Goot, Atze-Jan, van der Sman, Ruud, 2019. Effect of Mechanical
Interaction on the Hydration of Mixed Plant Protein Gels. Food Hydrocolloids
(submitted for publication).

De Aguiar, I Bouhid, Laar, T., Meireles, Martine, Antoine, Bouchoux, Sprakel, Joris,
Schro€en, Karin, 2017. Deswelling and deformation of microgels in concentrated
packings. Sci. Rep. 7 (1), 10223.

De Beus, A.M., Fabry, T.L., Lacker, H.M., 1993. A gastric acid secretion model. Biophys. J.
65 (1), 362–378.

Davidson, Marc G., Deen, William M., 1988. Hindered diffusion of water-soluble
macromolecules in membranes. Macromolecules 21 (12), 3474–3481.

Deen, W.M., 1987. Hindered transport of large molecules in liquid-filled pores. AIChE J.
33 (9), 1409–1425.

Dekkers, B.L., Boom, R.M., van der Goot, A.J., 2018. Structuring processes for meat
analogues. Trends Food Sci. Technol. 81, 25–36.

Deng, R., Mars, M., van der Sman, R.G.M., Graaf, C de, Smeets, P.A.M., Janssen, A.E.M.,
2019. The Importance of Swelling: in Vitro Gastric Digestion of Whey Protein Gels
with Nacl (in preparation).

Depoortere, Inge, 2014. Taste receptors of the gut: emerging roles in health and disease.
Gut 63 (1), 179–190.

De Stefano, Concetta, Foti, Claudia, Gianguzza, Antonio, Sammartano, Silvio, 2000. The
interaction of amino acids with the major constituents of natural waters at different
ionic strengths. Mar. Chem. 72 (1), 61–76.

Edwards, T.J., Maurer, G., Newman, J., Prausnitz, J.M., 1978. Vapor-liquid equilibria in
multicomponent aqueous solutions of volatile weak electrolytes. AIChE J. 24 (6),
966–976.

English, Anthony E., Maf�e, Salvador, Manzanares, Jos�e A., Yu, Xiahong,
Grosberg, Alexander Yu, Tanaka, Toyoichi, 1996. Equilibrium swelling properties of
polyampholytic hydrogels. J. Chem. Phys. 104 (21), 8713–8720.

Floury, Juliane, Bianchi, Tiago, Th�evenot, Jonathan, Dupont, Didier, Jamme, Fr�ed�eric,
Lutton, Evelyne, Panouill�e, Maud, Bou�e, François, Le Feunteun, Steven, 2018.
Exploring the breakdown of dairy protein gels during in vitro gastric digestion using
time-lapse synchrotron deep-uv fluorescence microscopy. Food Chem. 239, 898–910.

Galizia, Michele, Benedetti, Francesco M., Paul, Donald R., Freeman, Benny D., 2017.
Monovalent and divalent ion sorption in a cation exchange membrane based on
cross-linked poly (p-styrene sulfonate-co-divinylbenzene). J. Membr. Sci. 535,
132–142.

http://refhub.elsevier.com/S2665-9271(19)30011-5/sref1
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref1
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref1
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref1
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref3
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref3
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref3
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref3
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref3
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref3
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref4
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref4
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref4
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref4
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref5
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref5
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref6
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref6
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref6
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref7
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref7
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref8
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref8
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref8
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref8
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref9
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref9
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref9
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref10
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref10
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref10
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref10
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref11
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref11
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref11
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref11
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref11
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref13
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref13
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref13
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref13
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref14
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref14
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref14
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref14
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref14
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref15
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref15
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref15
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref2
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref2
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref2
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref2
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref12
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref12
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref12
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref16
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref16
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref16
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref17
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref17
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref17
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref18
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref18
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref18
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref19
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref19
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref19
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref20
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref20
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref20
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref82
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref82
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref82
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref82
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref23
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref23
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref23
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref23
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref24
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref24
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref24
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref24
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref24
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref24
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref25
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref26
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref26
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref26
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref26
http://refhub.elsevier.com/S2665-9271(19)30011-5/sref26


R.G.M. van der Sman et al. Current Research in Food Science 2 (2020) 45–60
Geise, Geoffrey M., Lee, Hae-Seung, Miller, Daniel J., Freeman, Benny D., McGrath, James
E., Paul, Donald R., 2010. Water purification by membranes: the role of polymer
science. J. Polym. Sci. B Polym. Phys. 48 (15), 1685–1718.

Goetze, Oliver, Steingoetter, Andreas, Menne, Dieter, van der Voort, Ivo R.,
Kwiatek, Monika A., Boesiger, Peter, Weishaupt, Dominik, Thumshirn, Miriam,
Fried, Michael, Werner, Schwizer, 2007. The effect of macronutrients on gastric
volume responses and gastric emptying in humans: a magnetic resonance imaging
study. Am. J. Physiol. Gastrointest. Liver Physiol. 292 (1), G11–G17.

Goh, K.B., Li, Hua, Lam, K.Y., 2019. Modeling the dual oxygen-and ph-stimulated
response of hemoglobin-loaded polyampholyte hydrogel for oxygen-ph coupled
biosensor platform. Sens. Actuators B Chem. 286, 421–428.

Hasa, J., Ilavskỳ, M., Du�sek, K., 1975. Deformational, swelling, and potentiometric
behavior of ionized poly (methacrylic acid) gels. i. theory. J. Polym. Sci. Polym. Phys.
Ed 13 (2), 253–262.

Hong, Wei, Zhao, Xuanhe, Suo, Zhigang, 2010. Large deformation and electrochemistry
of polyelectrolyte gels. J. Mech. Phys. Solids 58 (4), 558–577.

Horkay, Ferenc, Tasaki, Ichiji, Basser, Peter J., 2000. Osmotic swelling of
polyacrylate hydrogels in physiological salt solutions. Biomacromolecules 1 (1),
84–90.

Horkay, Ferenc, Han, Man-Hee, Han, In Suk, Bang, In-Seok, Magda, Jules J., 2006.
Separation of the effects of ph and polymer concentration on the swelling pressure
and elastic modulus of a ph-responsive hydrogel. Polymer 47 (21), 7335–7338.

Ishihara, Kengo, Fukuchi, Yoshiko, Mizunoya, Wataru, Mita, Yukiko, Fukuya, Yoko,
Fushiki, Tohru, Yasumoto, Kyoden, 2003. Amino acid composition of soybean protein
increased postprandial carbohydrate oxidation in diabetic mice. Biosc. Biotech.
Biochem. 67 (12), 2505–2511.

Jan, Antosiewicz, McCammon, J Andrew, Gilson, Michael K., 1994. Prediction of ph-
dependent properties of proteins. J. Mol. Biol. 238 (3), 415–436.

Jansen, Marcel L., Straathof, Adrie JJ., van der Wielen, Luuk AM., Luyben, Karel Ch AM.,
van den Tweel, Will JJ., 1996. Rigorous model for ion exchange equilibria of strong
and weak electrolytes. AIChE J. 42 (7), 1911–1924.

Jeremy, H Nussbaum, Grodzinsky, Alan J., 1981. Proton diffusion reaction in a protein
polyelectrolyte membrane and the kinetics of electromechanical forces. J. Membr.
Sci. 8 (2), 193–219.

JL Mat, Damien, Cattenoz, Thomas, Souchon, Isabelle, Michon, Camille, Le
Feunteun, Steven, 2018. Monitoring protein hydrolysis by pepsin using ph-stat: in
vitro gastric digestions in static and dynamic ph conditions. Food Chem. 239,
268–275.

Johnston, Scott T., Deen, William M., 1999. Hindered convection of proteins in agarose
gels. J. Membr. Sci. 153 (2), 271–279.

Jones, Owen Griffith, 2016. Recent advances in the functionality of non-animal-
sourced proteins contributing to their use in meat analogs. Curr. Opin. Food Sci. 7
(7–13).

Joseph, Ian MP., Zavros, Yana, Merchant, Juanita L., Kirschner, Denise, 2003. A model for
integrative study of human gastric acid secretion. J. Appl. Physiol. 94 (4),
1602–1618.

Kamcev, Jovan, Galizia, Michele, Benedetti, Francesco M., Jang, Eui-Soung, Paul, Donald
R., Freeman, Benny D., Manning, Gerald S., 2016. Partitioning of mobile ions
between ion exchange polymers and aqueous salt solutions: importance of counter-
ion condensation. Phys. Chem. Chem. Phys. 18 (8), 6021–6031.

Kees de Kruif, C.G., Anema, Skelte G., Zhu, Changjun, Havea, Palatasa, Coker, Christina,
2015. Water holding capacity and swelling of casein hydrogels. Food Hydrocolloids
44, 372–379.

Kim, Y.P., Seinfeld, J.H., Saxena, P., 1993. Atmospheric gas-aerosol equilibrium i.
thermodynamic model. Aerosol Sci. Technol. 19 (2), 157–181.

Kondjoyan, Alain, Daudin, Jean-Dominique, Sant�e-Lhoutellier, V�eronique, 2015.
Modelling of pepsin digestibility of myofibrillar proteins and of variations due to
heating. Food Chem. 172, 265–271.

Lai, W Michael, Hou, J.S., Mow, Van C., 1991. A triphasic theory for the swelling and
deformation behaviors of articular cartilage. J. Biomech. Eng. 113 (3), 245–258.

Lamond, Alexander R., Janssen, Anja EM., Mackie, Alan, Bornhorst, Gail M.,
Bakalis, Serafim, Gouseti, Ourania, 2019. An engineering perspective on human
digestion. In: Interdisciplinary Approaches to Food Digestion. Springer,
pp. 255–273.

Lewis, Owen L., Keener, James P., Fogelson, Aaron L., 2017. A physics-based model for
maintenance of the ph gradient in the gastric mucus layer. Am. J. Physiol.
Gastrointest. Liver Physiol. 313 (6), G599–G612.

Lewis, Owen, Keener, James, Fogelson, Aaron, 2018. Electrodiffusion-mediated swelling
of a two-phase gel model of gastric mucus. Gels 4 (3), 76.

Lin, Y., Fusek, M., Lin, X., Hartsuck, J.A., Kezdy, F.J., Tang, J., 1992. Ph dependence of
kinetic parameters of pepsin, rhizopuspepsin, and their active-site hydrogen bond
mutants. J. Biol. Chem. 267 (26), 18413–18418.

Bornhorst,GailM.,Gouseti,Ourania,Wickham,MartinSJ., Bakalis, Serafim,2016.
Engineeringdigestion:multiscale processes of fooddigestion. J. FoodSci. 81 (3),
R534–R543.

Marciani, Luca, Gowland, Penny A., Spiller, Robin C., Manoj, Pretima, Moore, Rachel J.,
Young, Paul, Al-Sahab, Shireen, Bush, Debbie, Wright, Jeff, Fillery-Travis, Annette J.,
2000. Gastric response to increased meal viscosity assessed by echo-planar magnetic
resonance imaging in humans. J. Nutr. 130 (1), 122–127.

Marciani, Luca, Gowland, Penny A., Spiller, Robin C., Manoj, Pretima, Moore, Rachel J.,
Young, Paul, Fillery-Travis, Annette J., 2001. Effect of meal viscosity and nutrients on
satiety, intragastric dilution, and emptying assessed by mri. Am. J. Physiol.
Gastrointest. Liver Physiol. 280 (6), G1227–G1233.

Marino, Simeone, Ganguli, Suman, Joseph, Ian MP., Kirschner, Denise E., 2003. The
importance of an inter-compartmental delay in a model for human gastric acid
secretion. Bull. Math. Biol. 65 (6), 963–990.
59
Masaro, L., Zhu, X.X., 1999. Physical models of diffusion for polymer solutions, gels and
solids. Prog. Polym. Sci. 24 (5), 731–775.

Meng, Z., Seinfeld, J.H., Saxena, P., Kim, Y.P., 1995. Atmospheric gas-aerosol equilibrium:
iv. thermodynamics of carbonates. Aerosol Sci. Technol. 23 (2), 131–154.

Millero, Frank J., 1983. The estimation of the pk ha of acids in seawater using the pitzer
equations. Geochem. Cosmochim. Acta 47 (12), 2121–2129.

Moxon, Thomas E., Nimmegeers, Philippe, Telen, Dries, Fryer, Peter J., Impe, Jan Van,
Bakalis, Serafim, 2017. Effect of chyme viscosity and nutrient feedback mechanism
on gastric emptying. Chem. Eng. Sci. 171, 318–330.

Muttakin, Syahrizal, Moxon, Thomas E., Gouseti, Ourania, 2019. In vivo, in vitro, and in
silico studies of the gi tract. In: Interdisciplinary Approaches to Food Digestion.
Springer, pp. 29–67.

Nguyen, Tram, Magda, Jules J., Tathireddy, Prashant, 2018. Manipulation of the
isoelectric point of polyampholytic smart hydrogels in order to increase the range and
selectivity of continuous glucose sensors. Sens. Actuators B Chem. 255, 1057–1063.

Norton, J.E., Gonzalez Espinosa, Y., Watson, R.L., Spyropoulos, F., Norton, I.T., 2015.
Functional food microstructures for macronutrient release and delivery. Food funct 6
(3), 663–678.

Opazo-Navarrete, Mauricio, Altenburg, Marte D., Boom, Remko M., Janssen, Anja EM.,
2018. The effect of gel microstructure on simulated gastric digestion of protein gels.
Food Biophys. 13 (2), 124–138.

P de Lima, M Conceiç~ao, Pitzer, Kenneth S., 1983. Thermodynamics of saturated aqueous
solutions including mixtures of nacl, kcl, and cscl. J. Solut. Chem. 12 (3), 171–185.

Pajonk, A.S., Saurel, R., Andrieu, J., 2003. Experimental study and modeling of effective
nacl diffusion coefficients values during emmental cheese brining. J. Food Eng. 60
(3), 307–313.
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