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Abstract: There is a need to better understand the possible anti-nutritional effect of food stabilizers on
the digestibility of important macronutrients, like proteins. This study hypothesized that the anionic
nature of κ-, ι-, λ-, Carrageenan (CGN) and xanthan gum directs their interactions with food proteins
leading to their subsequent attenuated digestive proteolysis. Model chocolate milk drinks were tested
for their colloidal properties, viscosity and proteolytic breakdown in adults and children using in vitro
digestion models coupled with proteomic analyses. SDS-PAGE analyses of gastro-intestinal effluents
highlight stabilizers hinder protein breakdown in adults and children. Zeta potential and colloidal
particle size were the strongest determinants of stabilizers’ ability to hinder proteolysis. LC-MS
proteomic analyses revealed stabilizer addition significantly reduced bioaccessibility of milk-derived
bioactive peptides with differences in liberated peptide sequences arising mainly from their location
on the outer rim of the protein structures. Further, liberation of bioactive peptides emptying from
a child stomach into the intestine were most affected by the presence of ι-CGN. Overall, this study
raises the notion that stabilizer charge and other properties of edible proteins are detrimental to
the ability of humans to utilize the nutritional potential of such formulations. This could help food
professionals and regulatory agencies carefully consider the use of anionic stabilizers in products
aiming to serve as protein sources for children and other liable populations.

Keywords: carrageenan; xanthan gum; stabilizers; chocolate milk drink; in vitro digestion; digestive
proteolysis; bioactive peptides; bioaccessibility

1. Introduction

Food additives are widely used for a myriad of techno-functional purposes and are regulated
by various agencies around the globe. Anionic polysaccharides from natural sources are central food
additives that exhibit high functionality and high consumer acceptance. Such natural biopolymers, e.g.,
alginate, xanthan gum, carrageenan, starch and pectin, are widely used to manipulate food properties
via various mechanisms, including macromolecular biopolymer interactions. For example, electrostatic
biopolymer interactions between high methoxyl, low methoxyl pectin, xanthan gum, alginate or
carrageenan with food proteins (such as whey proteins) govern their complexation and colloidal
properties [1–7] In fact, harnessing polysaccharide-protein interactions to tailor food formulation
properties, e.g., particulation and gelation, has been at the heart of numerous studies and reviews [8–11].
However, the implications of hydrocolloid interactions on the digestive fate of foods is not fully resolved
and some argue food additives may attenuate digestion and compromise gut health [12–15].

This study is focused on carrageenan (CGN; E-407) and xanthan gum (XG; E-415), which are
extensively used to shape the flow behavior and textural properties of a large variety of food
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products [16–19]. The first is a family of sulphated galactans produced from algae [20] while the latter
is an exopolysaccharide produced during fermentation by Xanthomonas campestris [16]. Both those
anionic polysaccharides are approved for food applications [17,19] and are documented to interact
with dairy proteins [6,21,22]. The main mode of action is electrostatic biopolymer interactions [21,23],
although physical entrapment and gelation have also been reported [24]. In fact, the rising use of food
additives, such as anionic polysaccharide stabilizers and emulsifiers, has given rise to considerable
debate on their possible ramifications to food’s digestive fate and overall consumer health [17,19,25].
For example, CGN safety has been under vivid public and professional debate [26,27].

In respect to the ramification of food stabilizers on food digestion, studies show carboxymethyl
cellulose, pectin and guar gum may affect luminal mass transfer rates of simple carbohydrates [15,28].
Other studies show that CGN can hinder the breakdown of whey, soy and egg proteins and inhibit
gastrointestinal proteases that ultimately attenuate the digestive fate of elemental macronutrients, such
as proteins [13,29,30]. Such effects on digestive proteolysis may be further modulated by consumer
gut physiology, which varies during the healthy lifespan [31–35]. Thus, there seems to be a gap in
our understanding of the impact of anionic polysaccharide stabilizers on protein digestion in different
age groups and liable populations with altered gastro-intestinal functions. For example, a recent
study demonstrated that CGN can attenuate protein breakdown and hinder the bioaccessibility of
whey-derived bioactive peptides in toddlers (David et al., 2020). Further elucidation of such effects
in toddlers and children is in dire need, as they have been recently identified as a liable strata of the
population with high levels of expected exposure to food stabilizers, such as CGN [36].

This research aimed to study whether and to which extent anionic polysaccharides may modulate
the digestive proteolysis of a chocolate milk drink (CMD), as a model of a real product, consumed
by various consumers but predominantly by children (two years old children or older). Three key
commercial carrageenan preparations (κ-CGN, ι-CGN, λ-CGN) and xanthan gum were analyzed and
used to stabilize test drinks. In turn, characterized test drinks were fed into semi-dynamic in vitro
digestion models and effluents were analyzed by various proteomic analyses to gain insight into the
bioaccessible peptide entities. Thus, enabling elucidation of the differential effects of the stabilizers on
the proteolytic breakdown of milk proteins and the luminal bioaccessibility of bioactive peptides.

2. Materials and Methods

2.1. Materials

Food grade stabilizers and ingredients. Commercial κ-, ι- and λ-CGN (GenugelR type CHP-2,
GenugelR type CJ and GenuviscoR type CSM-2, respectively) were provided by CP Kelco (Atlanta,
GA, USA). Xanthan gum was kindly donated by Frutarom (Haifa, Israel). Sugar, 3% fat milk and cocoa
powder were purchased from a local supermarket.

Reagents for in vitro digestion and subsequent analyses. Mucin from porcine stomach (cat. M2378,
Lot 100M0187V); Pepsin from porcine gastric mucosa (cat. P7000, Lot BCBR4540V); Trypsin from
porcine pancreas (cat. T0303, Lot SLBG6474V); α-chymotrypsin from bovine pancreas (cat. C4129,
Lot SLBT5554); Taurocholic acid sodium salt hydrate (cat. T4009), Acrylamide/bis-acrylamide,
40% solution (cat. A7802) and phenylmethanesulfonylfluoride (PMSF) (cat. 93482) were purchased
from Sigma-Aldrich (Rehovot, Israel). Sodium glycodeoxycholate (cat. GK3611) was purchased from
Glentham Life Sciences (Corsham, UK). Comassie Brilliant Blue R250 was purchased from Bio-Rad
(Rishon LeZion, Israel). Spectra Multicolor low range protein ladder (cat. 26628, Lot 00615745) and
PageRuler Prestained Ladder (cat. 26616) were purchased from Thermo scientific. Simulated digestive
fluids as well as bile were formulated following the INFOGEST harmonized protocol (Minekus et al.,
2014). Age-related differences in the composition of these biofluids were made based on information
gathered in relevant publications [31,33,37]. Double-distilled water (DDW) was used to make all
samples and all other chemicals were of analytical grade.
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2.2. Methods

2.2.1. Characterization of Stabilizers

In house analyses were performed to characterize the food grade CGNs and XG.
Mineral content quantification. Since minerals are not just of nutritional importance but also

affect electrostatic interactions all stabilizers were analyzed for mineral content. Solutions of κ-, ι-
or λ- CGN and XG were prepared in DDW, pH 7, at room temperature at a final concentration of
1 mg/mL. Determination of mineral content (namely, Ca, Cd, Cr, Fe, Hg, K, Mg, Mn, Na, Pb and
Zn) was performed in a Thermo Scientific ICAP 6000 ICP-Optical Emission Spectroscopy analyzer
(Thermo Fisher Scientific Inc., Waltham, MA, USA) and results are summarized in Table 1. No traces
of Cd, Cr, Hg, Mn, Pb and Zn were detected in all samples. Sulphate content in κ, ι, λ-CGN and XG
was quantitated by CHNS elemental analysis using Flash 2000 Organic elemental analyzer (Thermo
Scientific, Waltham, MA, USA) that showed samples contained 52.85 ± 0.29, 79.35 ± 1.00, 61.53 ± 0.88
and 0.00 ± 0.00 mg/gr sulphate, respectively.

Table 1. Elemental analysis of commercial κ-, ι-, λ-Carrageenan (CGN) and Xanthan gum (XG) (mg/gr)
determined by ICP.

Ca Fe K Mg Na S

κ-CGN 0.130 ± 0.007 Non detected 62.04 ± 3.573 0.144 ± 0.005 3.850 ± 0.014 46.75 ± 1.040

ι-CGN 0.820 ± 0.031 0.004 ± 0.000 23.31 ± 1.043 0.327 ± 0.068 22.61 ± 1.527 74.85 ± 2.200

λ-CGN 3.905 ± 0.249 Non detected 7.535 ± 0.481 1.913 ± 0.439 17.11 ± 1.514 58.90 ± 0.000

XG 6.820 ± 0.140 Non detected 0.480 ± 0.170 0.070 ± 0.000 3.630 ± 0.130 0.950 ± 0.060

Characterization of stabilizer molecular weights. Molecular weights of κ-, ι-, and λ- CGN as
well as XG were determined by size exclusion chromatography with multi-angle laser light scattering
and refractive index detectors (SEC-MALLS-RI system, Postnova analytics, Landsberg, Germany).
These analyses were performed on 0.1% (w/v) of ι- or λ-CGN or 0.05% (w/v) κ-CGN or XG samples
that were pre-dissolved in 0.1M NaNO3. Stabilizer samples were filtered using 0.45 µm filters and
100 µL of the filtrate were automatically injected into the SEC-MALLS-RI system. The samples were
separated at 35 ◦C using three packed columns: Ultra-hydrogel 250, 1000 & 2000 (Waters, Milford,
MA, USA). SEC eluent was pre-filtered (0.1 µm) 0.1 M NaNO3 in DDW used at 0.5 mL/min flow
rate. Refractive index (dn/dc) values of 0.12 mL/g were applied to CGN analyses, based on past
studies [38,39]. All gathered information was processed using Nova MALS software version 1.5.0.7
(Postnova Analytics, Landsberg, Germany) fitted with the Debye model to calculate molecular weight
distributions and results presented as means of duplicates.

Determination of CGNs and XG Zeta-potentials. The electrophoretic mobility of κ-, ι-, and λ-
CGN and of XG was measured by dynamic laser scattering (Nano-ZS, Malvern Instruments, UK).
CGNs or XG were suspended in DDW at pH 7 to obtain samples with similar flow behavior (at final
concentrations of 0.1% and 0.01% w/v CGN or XG, respectively), then balanced using 0.5M HCl or
NaOH to obtain samples with pH values of 3–7. The Smoluchowski model was used to interpret
DLS data using the Nano-ZS software into zeta-potential values. These experiments were done in
duplicates, and each replicate was measured three times.

2.2.2. Preparation and Characterization of CMDs

Chocolate milk drink (CMD) with xanthan gum, κ-, ι- or λ-carrageenan were prepared by
dissolving each stabilizer overnight at room temperature in double-distilled water (DDW) pH = 7 to
reach a final concentration of 2% w/v. Subsequently, these were used to produce an initial 2% (w/v) fat
CMD containing 1.192 gr cocoa powder, 5.04 gr sugar and 0.5% w/v stabilizer [40]. As homogenization
is a common processing operation in the production of chocolate milk drinks, the initial drinks were
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subjected to high-pressure homogenization and pasteurization before being refrigerated before their
subsequent analyses (no longer than two days storage).

High pressure homogenization of the CMD formulations was performed in a high pressure
homogenizer (model FPG 12800, Stansted Fluid Power Ltd., Harlow, UK) equipped with Y-shaped
valve and single piston (9 mL cell) and external heat exchanger set-up to minimize process-induced
sample heating. Homogenization was held at a pressure of 55 MPa at Tinlet = 25 ◦C for one
homogenization cycle. Following homogenization, the formulations were heated to 75 ◦C for 15 s,
cooled and refrigerated (4 ◦C) before their in vitro digestion. Similarly, CMD without any thickener
was produced to serve as a control. The pH of all CMD was corrected to pH = 6.5.

Physicochemical characterization of CMD. This included determination of CMD viscosity,
colloidal particle size and physical stability to separation phenomena, i.e., creaming or cocoa
sedimentation. The flow behavior of CMD in the presence or absence of stabilizer was measured using
a rheometer (MCR302, Anton Paar, Rhenium, Modiin, Israel) maintained at 37 ◦C using Peltier elements
(P-PTD200 and H-PTD200) (to mimic temperature of human digestion), shear rate of 0.01–100 1/s (using
a 50 mm cone plate geometry with 2 degrees cone and a measuring gap of 0.215 mm). The colloidal
particle size was determined based on laser scattering (Malvern Mastersizer 3000, Malvern Instruments,
UK). The dispersant refractive index was set at 1.330 and particle refractive index was set at 1.34, based
on preliminary analysis. Data was processed using the general Fraunhofer model and presented as
d4,3 particle distribution and mean diameter. Each measurement was conducted at least in duplicate
with every sample measured thrice to ensure consistency and reproducibility. In addition, accelerated
physical stability tests were performed on all CMD drinks (LUMisizer, L.U.M. GmbH, Berlin, Germany).
Analytical centrifugation cuvettes were filled with 400µL of each sample, then centrifuged for 10.5 h
(3000 RPM at 4 ◦C). Measurement of time and space resolved transmission profiles of samples during
centrifugation enabled accelerated comparative analysis of the physical stability.

2.2.3. In Vitro Adult’s or Child’s Digestion of CMD with and without Stabilizers

Evidence show that polysaccharides, such as carrageenan, guar gum, pectin, and carboxymethyl
cellulose can modulate digestive processes and mass transfer rates in the gut lumen [13,15,28–30].
These experiments interrogated whether and the extent by which stabilizers may affect the in vitro
digestive proteolysis of a real food product using a previously described in vitro digestion model
(IVD) [37]. Moreover, age-related differences in gastro-intestinal functions were explored via the
application of either adult or child gastrointestinal conditions to a dual auto titration unit (Titrando 902,
Metrohm, Switzerland) maintained at 37 ◦C with stirring set at ~250 rpm. TIAMO 2.0 software was used
to generate pH gradients in the IVD models based on physiological data described previously [31,37].
During all IVD experiments 1.3 mL aliquots were withdrawn for further analysis (e.g., proteomic
analysis): during the gastric phase at 0, 10, 30, 60 and 120 min, and during the duodenal phase at
5, 30 and 60 min. One additional sample from the duodenal stage was collected at 90 min during
child in vitro digestion. Inactivation of the enzymes was obtained with 1M ammonium bicarbonate for
gastric samples (to increase samples’ pH) or PMSF (0.5 mM) for aspirates collected from the intestinal
stage. For subsequent analyses, samples were stored at −20 ◦C.

Simulated adult’s digestion. All IVD experiments relied on the INFOGEST protocol
(Minekus et al., 2014). In brief, CMD formulations were mixed (1:1 v/v) with simulated salivary
fluid (SSF) to form a 50 mL oral bolus. Afterwards, 40 mL of the bolus was mixed with 57 mL of
preheated simulated gastric fluid (SGF) (pH 1.3, 37 ◦C). Subsequently, chyme was formed by addition
of 3mL of pepsin (2000 U/mL) and 18 µL CaCl2 (2 M) into the bioreactor vessel. Gastric chyme pH
was adjusted to pH = 4.5 (using 0.1 M NaOH) and computer-controlled gastric pH gradient was
initialized (using 0.5M HCl) for a 2 h gastric phase, followed by a 1 h intestinal phase, as detailed
before (Shani-Levi et al., 2013). Intestinal phase was initiated by mixing half of the gastric effluent with
an equal volume of simulated duodenal fluid (SDF) followed by the sequential addition of trypsin,
α-chymotrypsin, bile salts (10 mM) and 6µl CaCl2 (2 M). The pH of the intestinal phase was maintained
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at pH = 6.25 using 0.5 M NH4HCO3. An additional trypsin and α-chymotrypsin dose was added
10 min after initialization of the intestinal phase (to reach a final concentration of 100 and 50 U/mL,
respectively).

Simulated child’s digestion. IVD model recreating the conditions of a 2 years old child was
performed similarly to the adult IVD model using bio-relevant data of a child’s gut functions, detailed
previously [31]. In practice, levels of pepsin, trypsin and chymotrypsin were set at 1760 U/mL, 100 U/mL,
and 45 U/mL chymotrypsin in the corresponding digestive phases. Luminal fluid compositions, e.g.,
simulated gastric fluid, were also adjusted as detailed in Table 2. In addition, the length of the duodenal
phase was extended to 90 min (pH was kept at 6.25).

Table 2. Composition of simulated digestive fluids [41] used in in vitro digestion experiments mirroring
a child’s gut (SGF: simulated gastric fluid, SDF: simulated duodenal fluid (SDF) and SBF: simulated
bile fluid).

Volumes Used from Stock Solutions

Compound Stock Solutions [g/L] Saliva [mL] SGF [mL] SDF [mL] SBF [mL]

KCl 46.72 20.00 56.00 10.80 10.80
KH2PO4 68.00 40.00 1.800 1.600 35.80
NaHCO3 84.00 8.000 26.00 87.00 19.00

NaCl 120.0 2.000 20.00 15.08 16.00
MgCl2(H2O)6 30.00 2.000 4.000 2.200 2.200

NH4Cl 27.28 — 2.000 — —
NaH2PO4(H2O)2 166.0 — — — 20.00

Urea 22.50 10.00 0.600 4.800 10.40
DDW 918.0 889.6 878.5 885.8

pH adjustment 6.800 1.300 8.100 8.200
CaCl2(H2O)2 2 M

[µL per mL of
simulated fluid]

0.273 0.180 1.200 1.850

2.2.4. Monitoring Stabilizer Effect on In Vitro Digestive Proteolysis of CMD

This part of the work aimed to investigate the proteolytic breakdown of milk proteins using sodium
dodecyl sulfate polyacrylamide gel electrophoresis (SDS-PAGE) and liquid chromatography-mass
spectrometry/mass spectrometry (LC-MS/MS) proteomic analyses.

SDS PAGE analyses. Qualitative analysis of protein degradation was conducted using 16%
Tris-Tricine gels separated at 140 V and 15% acrylamide gels at 180 V, for two different protein ranges:
2–40 kDa and 10–170 kDa, respectively. Coomassie Brilliant blue was used to stain protein bands,
followed by distaining with acetic acid/ethanol/DDW and thereupon imaged in a Microtek 9800XL
Plus scanner (Microtek, Carson, CA, USA).

LC-MS/MS peptide profiling. LC-MS/MS proteomic analyses were conducted on gastric effluents
collected after 180 min (G180) of IVD experiments held under a child’s gut conditions. The procedure
for sample preparation for MS included denaturation (8 M Urea, 400 mM ammonium bicarbonate and
10 mM Dithiothreitol at 60 ◦C, 30 min), mixing with Iodoacetamide (8.8 mM) and filtering (centrifugal
filter Amicon® Ultra, 0.5 mL, 30 KDa). Samples were desalinated by C18 tips (Ultra-Micro, Harvard)
re-suspended in 0.1% Formic acid after being dried. Reversed phase chromatography was used to
resolve the peptides on 0.075 × 180-mm fused silica capillaries (J & W) packed with Reprosil (Dr. Maisch
GmbH, Germany). Peptide elution gradients were: 60 min linear gradient of 5 to 28%, 15 min gradient
of 28 to 95% and 15 min of 95% acetonitrile with 0.1% formic acid in water at flow rates of 0.15 µL/min.
these analyses were done on a Q-Exactive plus system (Thermo Scientific, Waltham, MA, USA) operated
in a positive mode, repetitively full MS scan followed by collision induces dissociation (HCD) of the 10
most dominant ions selected from the first MS scan. Discoverer 1.4 software with the Sequest algorithm
(Thermo Scientific, Waltham, MA, USA) was applied to the data and compared against the Bovine
proteome from the Uniprot database. Peptide- and protein-level false discovery rates were filtered to
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1% using the target-decoy strategy. The peptide lists were based on a minimum of 2 peptides identified
following filtering with high confidence, top rank, mass accuracy.

Peptidomics analyses. In order to decipher the bio-relevance of the findings, peptide lists were
mined for high homology (>80%) to known bioactive peptides or explored for potentially novel bioactive
peptides using a predictive software. First, peptides originating from milk proteins were compared
against the Milk Bioactive Peptide Database (MBPDP) http://mbpdb.nws.oregonstate.edu/peptide_
search/ [42] to identify homologous sequences and level of homology, as done previously [12,43].
In addition, identified peptide sequences were analyzed in silico using PeptideRanker predictive
software [44] in an attempt to identify possible novel bioactive peptides with a bioactivity probability
exceeding 80%.

Data collection and statistics. All analyses were carried out at least in duplicate, reproducibility
verified not to exceed a threshold of 10% difference and data presented as means ± SD. T-test assuming
equal variances were accomplished using the Data analysis Toolpak of Microsoft Excel 2013. Principal
component analysis was applied using OriginPro 2019 (OriginLAb, Wellesley, MA, USA).

3. Results and Discussion

Stabilizers are highly functional and indispensable ingredients in numerous processed foods such
as dairy products [45]. Numerous studies elucidate the mechanisms directing the effects of different
stabilizers on food properties, e.g., rheology, and shelf life. Yet, there is a need to better understand
their roles during human digestion in respect to the possibility of modulating bioaccessibility of macro-
and micro-nutrients, as recently shown [28]. This study explores the possible involvement of xanthan
gum, κ-,ι-, or λ- carrageenan in modulating the in vitro digestive proteolysis of a model chocolate milk
drink (CMD).

3.1. Characterization of Stabilizers and CMDs

First, commercial preparations of the stabilizers were obtained and characterized in terms of
average MW and zeta-potential (Figure 1) as well as colloidal particle size and flow behavior of the
model drinks (Figure 2). Overall, XG had the higher average MW while no significant (p < 0.05)
differences were noted for the CGN preparations (Figure 1A). Zeta-potential measurements (Figure 1B)
indicate that all four stabilizers also have a distinct anionic nature at 3 < pH < 7 (that are relevant to
food and the digestive conditions). ι- and λ-CGN was found to have the highest charge levels (−50.46
± 3.16 mV < zeta potential < −81.22 ± 2.26 mV) as oppose to XG, which had stable yet low levels of
charge (−37.68 ± 1.10 mV < zeta potential < −48.86 ± 0.12 mV). Observation seems to be of importance,
as electrostatic polysaccharide-protein interactions are elemental in the role of stabilizers in dairy
products [46]. Figure 2A shows the effect of the stabilizers on the colloidal particle size distributions of
the various test drinks produced, with ι-CGN having the largest colloidal particle sizes. These findings
concur with a previous study [47] and show an increase in particle size (d4,3) in the presence of CGN
or XG but with no appreciable differences between κ-CGN and λ-CGN. Moreover, this is in line with
previous observations that were attributed to the stabilizer interactions with dairy proteins [22,46,48].

Characterization of the impact of the stabilizers on the flow behavior of the test drinks (Figure 2B)
shows an increase in drink viscosity and the generation of a shear-thinning behavior, in line with
previous reports [49–53]. κ-CGN (which has the lowest sulphation degree among the CGNs) had the
highest effect on viscosity, followed by ι-CGN, XG and λ-CGN (which has the highest sulphation
degree). In the case of CGN, this trend can be attributed to a gelation process [50] in which the
more sulphate groups per repeating unit the stronger the CGN-protein interactions. In turn, strong
CGN-protein interactions hinder CGN-CGN interactions which are necessary for gelation. λ-CGN had
the lowest impact on CMD viscosity, because it can’t form gels as ι-CGN and κ-CGN can [54]. In the
case of XG, the flow behavior stems from the combination of high MW and a mild charge. In addition,
the effect of the stabilizers was evaluated by accelerated tests in an analytical centrifuge. Figure 3
shows the space and time-resolved extinction profiles of cuvettes filled with the test drinks during

http://mbpdb.nws.oregonstate.edu/peptide_search/
http://mbpdb.nws.oregonstate.edu/peptide_search/
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centrifugation and corresponding images of cuvettes at the end of the experiments. These findings
demonstrate that ι-CGN had the best physical stabilization effect, yielding CMD with the lowest
separation compared to all other CMD formulations (including the CMD devoid of stabilizer). Contrary,
λ-CGN exacerbated instability phenomena and caused an appreciable sedimentation.
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3.2. Monitoring Stabilizer Effects on In Vitro Digestive Proteolysis of CMD

In light of the varying effects of the stabilizers on the properties and flow behavior of the test
CMD, in vitro digestion (IVD) of the CMD samples was performed. SDS-PAGE analyses of gastric
and intestinal aspirates collected from a child or adult IVD model provide a qualitative evidence of
the differential effects of the stabilizers on the proteolysis of milk proteins (Figure 4 & in Appendix A
for protein ranges: 2–40 kDa and 10–170 kDa, respectively). Overall, all stabilizer had varying effects
on the extent of digestive proteolysis, which was appreciably noted in changes in the breakdown of
α-lg and β-lac and the formation of various patterns of bioaccessible peptides. Moreover, stabilizer
effects seem to be selective, with α-lg breakdown being delayed in children while β-lac being the most
affected protein in adults. This can be attributed to the differences in ionic composition of the luminal
fluids that affect protein conformations and subsequently protein susceptibility to proteases.
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In light of an expected high dietary exposure of children to stabilizers, like CGN [36], proteomic 
analyses focused on aspirates collected from a child IVD model. First, peptide sequences in CMD 
digesta samples were identified and compared with known milk-derived bioactive peptides. Table 3 
lists all peptides that were consistently found in digesta samples and carry homology of at least 80% 
with bioactive peptides deposited in the MBPDB database [42]. It is important to note that bioactive 
peptides that were consistently regardless of the CMD formulation have been omitted from Table 3 
and gathered in Table A1 in Appendix B. Overall, all stabilizers were found to reduce the total number 
of bioactive peptides compared to those generated during the digestion of CMD control (without any 
stabilizer). These findings show that ι-CGN had stronger effect on the total amount of bioaccessible 
bioactive peptides (inducing the lowest number of bioactive peptides), than λ-CGN followed by κ-
CGN/XG; the later two stabilizers having the same effect. 

Interestingly, Table 4 summarizes neo-formed bioactive peptides that were only recovered from 
digesta containing stabilizers. This supports the notion that stabilizer-protein interactions may affect 

Figure 4. SDS-PAGE analyses of digesta collected during 120 min of gastric and 60/90 min of duodenal
in vitro digestion under gastro-intestinal conditions of an adult/child, respectively. (A/F) Breakdown of
CMD (B/G) Breakdown of CMD in the presence of κ-CGN (C/H) Breakdown of CMD in the presence of
ι-CGN (D/I) Breakdown of CMD in the presence of λ-CGN (E/J) Breakdown of CMD in the presence of
XG. Pepsin (pep), trypsin (try), chymotrypsin (chy), alpha-lactoglobulin (α-lac) and beta-lactoglobulin
(β-lg) are marked in the images.

In light of an expected high dietary exposure of children to stabilizers, like CGN [36], proteomic
analyses focused on aspirates collected from a child IVD model. First, peptide sequences in CMD digesta
samples were identified and compared with known milk-derived bioactive peptides. Table 3 lists all
peptides that were consistently found in digesta samples and carry homology of at least 80% with
bioactive peptides deposited in the MBPDB database [42]. It is important to note that bioactive peptides
that were consistently regardless of the CMD formulation have been omitted from Table 3 and gathered
in Table A1 in Appendix B. Overall, all stabilizers were found to reduce the total number of bioactive
peptides compared to those generated during the digestion of CMD control (without any stabilizer).
These findings show that ι-CGN had stronger effect on the total amount of bioaccessible bioactive
peptides (inducing the lowest number of bioactive peptides), than λ-CGN followed by κ-CGN/XG;
the later two stabilizers having the same effect.

Interestingly, Table 4 summarizes neo-formed bioactive peptides that were only recovered from
digesta containing stabilizers. This supports the notion that stabilizer-protein interactions may
affect protein conformation and structures that consequently expose different segments to proteolytic
enzymes [12]. This may lead to liberation of different bioactive peptides during digestive proteolysis
from the same progenitor protein. Another proteomic analysis was used to mine for new bioactive
peptides using a predictive software, i.e., PeptideRanker [44]. Table 5. Summarizes bioaccessible
peptides recovered from the gastric effluents that were predicted to have a bioactivity probability
exceeding 80%. These intriguing peptides should be further explored to ascertain or refute their
bioactivity and their possible implications to consumer health and well-being.
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Table 3. Comparison of bioactive peptide sequences to peptides produced during in vitro child’s digestion of chocolate milk drink in the presence of κ, ι and λ-CGN
or XG (&κ, &ι, &λ and &X), or without any stabilizer (R). Bold letters emphasize sequence homology between the peptides detected in the digestive effluents and the
ones described in the literature. Grey filling appears when the peptide was found in the samples, white—when it was not detected.

Peptide # Sequence Known Bioactive Peptide Activity %Homology References R &κ &ι &λ &X
P1 AHKALCSEKL LAHKALCSEKL DPP-IV Inhibitory 90.0 [55] +

P2 ALPMHIRL ALPMHIR
ALPMHIR
ALPMHIR

stimulates proliferation
Reduced vasoconstrictorendothelin-1

release
ACE-inhibitory

87.5
87.5
87.5

[56–59] +

P3 KPTPEGDL LKPTPEGDLE
LKPTPEGDL

DPP-IV Inhibitory
DPP-IV Inhibitory

80.0
88.8

[55] + + + +

P4 LAHKALCSEKL LAHKALCSEKL DPP-IV Inhibitory 100 [55] + + + +

P5 NMAINPSKENLCSTF NMAINPSKENLCSTFCK ACE-inhibitory 88.2 [60] + + + +

P6 SDIPNPIGSENSEKT SDIPNPIGSENSEK Antimicrobial 93.3 [61] + + +

P7 VRTPEVDDEAL TPEVDDEALEK
TPEVDDEALEK

DPP-IV Inhibitory
Antimicrobial

81.8
81.8

[62–64] + + + +

Total number 7 5 ND 4 5

Table 4. Comparison of bioactive peptide sequences whose generation was induced by the presence of one of the stabilizers during in vitro child’s digestion of the
relevant chocolate drinks. Bold letters emphasize sequence homology between the peptides detected in the digestive effluents and the ones described in the literature.
Grey filling appears when the peptide was found in the samples, white- when it was not detected.

Peptide # Sequence Known Bioactive Peptide Activity %Homology References R &κ &ι &λ &X
P8 KIDALNENKV IDALNENK

IDALNENK
stimulates proliferation

antimicrobial
80.0
80.0

[56,62,65] +

P9 RPKHPIKHQGLPQEVLNENL RPKHPIKHQGLPQEVLNENLLRFF
RPKHPIKHQGLPQEVLNENLLRF

Antimicrobial
Antimicrobial

83.3
86.9

[66–68] + +

P10 RVYVEELKPTPEGDLEIL VYVEELKPTPEGDLEILLQK Hypocholesterolemic 85.0 [69] +
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Table 5. Potentially novel bioactive peptides sequences produced during child in vitro digestion of
chocolate milk drink in the presence and absence of κ, ι and λ- CGN or XG. Sequences are predicted
to have at least 80% probability to be bioactive according to PeptideRanker predictive software tool
(Mooney et al., 2012). Grey filling appears when the peptide was found in the samples, white- when it
was not detected.

Sequence Score R &κ &ι &λ &X
DRTPPFYCLCPEGF 0.88 + + + + +

DSWPCVMGR 0.92 +
FGKNGKNCPDKFCL 0.88 + + + + +

FGSPPGQRDLL 0.80 + + + + +
FSQSCAPGADPKSRL 0.82 + + + + +

GGVSLPEWVCTTF 0.84 + + + + +
VRETCGCCDCEKRCGAL 0.82 + + + + +

In order to resolve the trends and bio-relevance of the research findings, principal component
analysis (PCA) was applied to the data with zeta potentials analyzed as absolute values, for ease of
legibility (Figure 5). The PCA analysis cumulative explained total variance of 78.87%. The first principal
component (PC1) accounted for 46.15% of the variability in the data set, while PC2 accounted for 32.72%
of the variance in the data. This analysis clustered parameters with significant positive correlations in
close graphical proximity and negative correlations on opposite graphical quadrants. For example,
XG positively affected the generation of peptides P3, P5 and P7 while ι-CGN was negatively correlated
to the generation of these peptides. This analysis confirms each stabilizer had unique effects on the
proteolysis breakdown patterns with ι-CGN hindering the generation of bioactive peptides to the
largest extent, then followed by λ-CGN then by κ-CGN and XG, both with the least effect. Notably,
zeta potential at the pH range of CMD production (6 < pH < 7) and colloidal particle size but not
viscosity were found to be significant determinants of bioactive peptides generation during digestion.
This agrees with previous studies that demonstrated protein/polysaccharide electrostatic interactions
dominate the digestive behavior and digestibility of whey proteins [12,70]. Altogether, the macroscopic
and non-specific effects of stabilizers on viscosity do not seem to overpower the enzymatic shielding
effects arising from macromolecular electrostatic interactions and the binding affinity and avidity
between the stabilizers and the various proteins.

To elucidate the underlying mechanism of this phenomenon, UCSF Chimera software
(http://www.cgl.ucsf.edu/chimera/1.3/docs/morerefs.html) [71] was used to identify the spatial location
of the bioactive peptides that were sensitive to stabilizer addition (Table 2). One would expect that
the outer more hydrophilic rim of protein structures would be more accessible to proteases, hence,
being more liable to proteolysis over the more hydrophobic or secluded core segments. Our analyses
showed that indeed bioaccessible peptides were predominantly located on protein surfaces in more
hydrophilic regions. Thus, one can postulate that anionic stabilizers interact with the charged
or hydrophilic amino acids on the protein surface thereby limiting their accessibility to proteases.
Moreover, this notion is supported by studies that revealed whey gastric proteolysis initiates in cleavage
of the protein outer rim where more hydrophilic regions are found [72,73].

http://www.cgl.ucsf.edu/chimera/1.3/docs/morerefs.html
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Figure 5. Principal component analysis (PCA) of CMD bioactive peptides recovered in intestinal
samples generated during in vitro digestion under a child’s gut conditions as affected by stabilizer type
and characteristics. P#—numbered bioaccessible bioactive peptide sequence based on the numbering in
Tables 2 and 3; Z pH#—Zeta potential measured at pH = #. Diameter = mean d4,3; Viscosity = viscosity
measured at a designated shear rate, Avg. MW = Average MW measured by SEC MALS. Viscosity @1,
@10 and @ 100 are overlapping in the PCA. Similarly, Diameter overlaps with Z pH 5, P8 overlaps with
P10, and P1, P2 and P6 overlap with the origin.

4. Conclusions

This study sought to extend our understanding of the possible anti-nutritional effects of anionic
polysaccharide stabilizers on digestive proteolysis in a realistic model food system of a chocolate
milk drink (CMD). Proteomic analyses of effluents from in vitro digestion models demonstrate the
heightened sensitivity of children to the addition of stabilizers, as noted in the hindered levels of
gastro-intestinal protein breakdown and reduction in number of bioaccessible bioactive peptides.
Viscosity and particle sizes did not account for the observed effects of the stabilizers on proteolysis while
zeta potential of the stabilizers was clear determinant. The most charged stabilizer, ι-CGN, had the
most marked effect on CMD proteolysis probably due to enhanced protein-polysaccharide electrostatic
interactions. Thus, supporting the notion that zeta potential is an indicator for the electrostatic
polysaccharide-protein interactions that underly the attenuated proteolysis and generation of bioactive
peptides. Overall, this demonstrates that anionic polysaccharides have the potential to attenuate the
proteolysis of milk proteins of liquid foods in the gut of children. Studies show high correlation between
similar in vitro digestion evidence and in vivo findings of macronutrient digestion [74]. Thus, future
research should be warranted to further substantiate or refute any possible adverse effects of anionic
stabilizers on digestive proteolysis in toddlers and children and other sensitive populations. Moreover,
the evidence herein could help improve the design of nourishing and healthier foods as well as provide
policy makers with scientific evidence on the possible antinutritional effects of some food stabilizers.
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Figure A1. SDS-PAGE analyses (in the range of 10–170kDa) of digesta collected during 120 min of
gastric and 60/90 min of duodenal in vitro digestion under gastro-intestinal conditions of an adult/child,
respectively. (A/F) Breakdown of CMD (B/G) Breakdown of CMD in the presence of κ-CGN (C/H)
Breakdown of CMD in the presence of ι-CGN (D/I) Breakdown of CMD in the presence of ι-CGN
(E/J) Breakdown of CMD in the presence of XG. Pepsin (pep), trypsin (try), chymotrypsin (chy),
alpha-lactoglobulin (α-lac) and beta-lactoglobulin (β-lg) are marked in the images.



Foods 2020, 9, 1253 13 of 22

Appendix B

Table A1. Comparison of bioactive peptide sequences to peptides produced during in vitro digestion of chocolate milk drink in the presence and absence of κ, ι and λ-
CGN or XG. Bold letters emphasize sequence homology between the peptides detected in the digestive effluents and the ones described in the literature. Grey filling
appears when the peptide was found in the samples, white—when it was not detected.

Sequence Known Bioactive Peptide Activity Homology
% References R &κ &ι &λ &X

ARHPHPHLSF HPHPHLSF ACE-inhibitory 80 [58,75] + + + + +

AVPYPQRDMPIQAF VPYPQRDMPIQAFL Antimicrobial 92.9 [68] + + + + +

DELQDKIHPF TEDELQDKIHPF Antimicrobial 83.3 [76] + + + + +

DIQKVAGTW

IQKVAGTW DPP-IV Inhibitory,
ACE-inhibitory,
Antimicrobial,

ACE-inhibitory

88.9

[76,77] + + + + +
IQKVAGTW 88.9

GLDIQKVAGT 80
LDIQKVAGTW 80

ELKPTPEGDL
LKPTPEGDLE DPP-IV Inhibitory

DPP-IV Inhibitory
90 [55] + + + + +

LKPTPEGDL 90

FSDKIAKY
FSDKIAK Antimicrobial

ACE-inhibitory
87.5 [78,79] + + + + +

FSDKIAK 87.5

FTKKTKLTEEEKNRL TKKTKLTEEEKNRL Antimicrobial 93.3 [80] + + + + +

IIAEKTKIPAVF IIAEKTKIPAVF Antimicrobial 100 [76] + + + + +

IQPKTKVIPYVRYL WIQPKTKVIPYVRYL Antimicrobial
Antimicrobial

93.3 [80] + + + + +
IQPKTKVIPYVR 85.7

KTKLTEEEKNRL TKKTKLTEEEKNRL Antimicrobial 85.7 [80] + + + + +

KTKLTEEEKNRLNF TKKTKLTEEEKNRL Antimicrobial 85.7 [80] + + + + +

LKPTPEGDL
LKPTPEGDLE DPP-IV Inhibitory

DPP-IV Inhibitory
90 [55] + + + + +

LKPTPEGDL 100

LVYPFPGPIPNSL
LVYPFPGPIPNSLPQN
LVYPFPGPIPNSLPQ

ACE-inhibitory
ACE-inhibitory

81.3 [81,82] + + + + +
86.7

MAIPPKKNQDKTEIPTINT MAIPPKKNQDKTEIPTINT
MAIPPKKDQDKTEVPAINT

Antimicrobial
Antimicrobial

100 [76,83] + + + + +
68.4
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Table A1. Cont.

Sequence Known Bioactive Peptide Activity Homology
% References R &κ &ι &λ &X

MAIPPKKNQDKTEIPTINT MAIPPKKNQDKTEIPTINT
MAIPPKKDQDKTEVPAINT

Antimicrobial
Antimicrobial

100 [76,83] + + + + +
68.4

PQNIPPLTQT LPQNIPPLT DPP-IV Inhibitory
ACE-inhibitory

80 [84,85] + + + + +
NIPPLTQTPV 80

PQNIPPLTQTP NIPPLTQTPV ACE-inhibitory 81.8 [84] + + + + +

PTVMFPPQSVL SPTVMFPPQSVL DPP-IV Inhibitory 91.7 [86] + + + + +

PVLGPVRGPF
EPVLGPVRGP Cytomodulatory

ACE-inhibitory
ACE-inhibitory

90
[87–90] + + + + +VLGPVRGPFP 90

EPVLGPVRGPFP 83.3

PVLGPVRGPFPIIV

YQEPVLGPVRGPFPIIV Immunomodulatory
Antithrombin
Antimicrobial

ACE-inhibitory
Antimicrobial

ACE-inhibitory

82.4

[66,76,81,91–
93]

+ + + + +

YQEPVLGPVRGPFPIIV 82.4
YQEPVLGPVRGPFPIIV 82.4
YQEPVLGPVRGPFPIIV 82.4

YQEPVLGPVRGPFPI 80
QEPVLGPVRGPFPIIV 87.5

RHPHPHLSF HPHPHLSF ACE-inhibitory 88.9 [58,75] + + + + +

RPKHPIKHQGL RPKHPIKHQ ACE-inhibitory 81.8 [94] + + + + +

SDIPNPIGSENSE SDIPNPIGSENSEK Antimicrobial 92.9 [61] + + + + +

SDIPNPIGSENSEK SDIPNPIGSENSEK Antimicrobial 100 [61] + + + + +

SDIPNPIGSENSEKTTM SDIPNPIGSENSEK Antimicrobial 82.4 [61] + + + + +

SDIPNPIGSENSEKTTM SDIPNPIGSENSEK Antimicrobial 82.4 [61] + + + + +

SDKIAKY
FSDKIAK Antimicrobial

ACE-inhibitory
85.7 [78,79] + + + + +

FSDKIAK 85.7

SLSQSKVLPVPQ SQSKVLPVPQ ACE-inhibitory 83.3 [87] + + + + +

SQSKVLPVPQK SQSKVLPVPQ ACE-inhibitory
ACE-inhibitory

90.9 [87,93] + + + + +
SKVLPVPQ 72.7

TKKTKLTEEEKNRL TKKTKLTEEEKNRL Antimicrobial 100 [80] + + + + +
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Table A1. Cont.

Sequence Known Bioactive Peptide Activity Homology
% References R &κ &ι &λ &X

TKKTKLTEEEKNRLNF TKKTKLTEEEKNRL Antimicrobial 87.5 [80] + + + + +

VEELKPTPEGDL VEELKPTPEGNLE Antimicrobial 76.9 [76] + + + + +

VLDTDYKK VLDTDYK ACE-inhibitory 87.5 [81] + + + + +

VYPFPGPIPN

VYPFPGPIP

prolyl
endopeptidase-inhibitory

PEP-inhibitory
prolyl

endopeptidase-inhibitory
PEP-inhibitory

DPP-IV Inhibitory
ACE-inhibitory

Antioxidant
ACE-inhibitory
ACE-inhibitory
ACE-inhibitory
ACE-inhibitory

90

[86,94–100] + + + + +

VYPFPGPIP 90
YPFPGPIPN 90
YPFPGPIPN 90

VYPFPGPIPN 100
VYPFPGPIPN 100

LVYPFTGPIPN 90.9
LVYPFPGPIP 90

VYPFPGPI 80
VYPFPGPI 80

YPFPGPIPN 90
YPFPGPIPN 90

VYPFPGPIPN 100
VYPFPGPIPN 100

LVYPFTGPIPN 90.9
LVYPFPGPIP
LVYPFPGPI

VYPFPGPIPNS

VYPFPGPIP prolyl
endopeptidase-inhibitory

PEP-inhibitory
DPP-IV Inhibitory

ACE-inhibitory Antioxidant
ACE-inhibitory
ACE-inhibitory
ACE-inhibitory

81.8

[94–96,99–
101]

+ + + + +

VYPFPGPIP 81.8
YPFPGPIPN 81.8
YPFPGPIPN 81.8

VYPFPGPIPN 90.9
VYPFPGPIPN 90.9

LVYPFTGPIPN 90.9
LVYPFPGPIP 81.8
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Table A1. Cont.

Sequence Known Bioactive Peptide Activity Homology
% References R &κ &ι &λ &X

VYPFPGPIPNSL
VYPFPGPIPN Antioxidant

ACE-inhibitory
ACE-inhibitory

83.3
[82,96] + + + + +VYPFPGPIPN 83.3

LVYPFPGPIPNSLPQ 80

YQEPVLGPVRGPF
YQEPVLGPVRGPFPI Antimicrobial

ACE-inhibitory
ACE-inhibitory

86.7
[66,76,87,102] + + + + +YQEPVLGPVRG 84.6

EPVLGPVRGPFP 84.6

YQEPVLGPVRGPFPIIV

YQEPVLGPVRGPFPIIV Immunomodulatory
Antithrombin
Antimicrobial

ACE-inhibitory
Antimicrobial

ACE-inhibitory
ACE-inhibitory

100

[66,76,91–93,
103]

+ + + + +

YQEPVLGPVRGPFPIIV 100
YQEPVLGPVRGPFPIIV 100
YQEPVLGPVRGPFPIIV 100

YQEPVLGPVRGPFPI 88.2
QEPVLGPVRGPFPIIV 94.1

LLYQEPVLGPVRGPFPIIV 89.4

YQKFPQY YQKFPQY Antioxidant
ACE-inhibitory

100 [104,105] + + + + +
YQKFPQY 100

YQKFPQYL YQKFPQY Antioxidant
ACE-inhibitory

87.5 [104,105] + + + + +
YQKFPQY 87.5

YQQKPVAL YYQQKPVA Antimicrobial 87.5 [78] + + + + +

YVEELKPTPEGDL VEELKPTPEGNLE Antimicrobial 76.9 [76] + + + + +
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19. Younes, M.; Aggett, P.; Aguilar, F.; Crebelli, R.; Filipič, M.; Frutos, M.J.; Galtier, P.; Gott, D.; Gundert-Remy, U.;

Kuhnle, G.G.; et al. Re-evaluation of carrageenan (E 407) and processed Eucheuma seaweed (E 407a) as food
additives. EFSA J. 2018, 16. [CrossRef]

20. Campo, V.L.; Kawano, D.F.; Silva, D.B.d.; Carvalho, I. Carrageenans: Biological properties, chemical
modifications and structural analysis—A review. Carbohydr. Polym. 2009, 77, 167–180. [CrossRef]

21. Drohan, D.D.; Tziboula, A.; McNulty, D.; McNulty, D. Milk protein-carrageenan interactions. Food Hydrocoll.
1997, 11, 101–107. [CrossRef]

http://dx.doi.org/10.1016/j.foodhyd.2010.12.014
http://dx.doi.org/10.1016/j.foodhyd.2010.11.010
http://dx.doi.org/10.1016/j.foodhyd.2012.09.013
http://dx.doi.org/10.1016/S0308-8146(98)00104-6
http://dx.doi.org/10.1016/j.foodhyd.2009.11.003
http://dx.doi.org/10.1021/la060149+
http://dx.doi.org/10.1016/j.jcis.2008.12.048
http://dx.doi.org/10.1016/S1359-0294(00)00054-6
http://dx.doi.org/10.1016/j.cis.2010.10.006
http://dx.doi.org/10.1016/j.foodhyd.2015.01.035
http://dx.doi.org/10.1146/annurev-food-022814-015558
http://www.ncbi.nlm.nih.gov/pubmed/25884282
http://dx.doi.org/10.1016/j.foodres.2019.108964
http://www.ncbi.nlm.nih.gov/pubmed/32156399
http://dx.doi.org/10.1002/mnfr.201600545
http://www.ncbi.nlm.nih.gov/pubmed/27718308
http://dx.doi.org/10.1016/j.autrev.2015.01.009
http://www.ncbi.nlm.nih.gov/pubmed/25676324
http://dx.doi.org/10.1111/j.1750-3841.2010.01659.x
http://dx.doi.org/10.2903/j.efsa.2017.4909
http://dx.doi.org/10.17221/6758-VETMED
http://dx.doi.org/10.2903/j.efsa.2018.5238
http://dx.doi.org/10.1016/j.carbpol.2009.01.020
http://dx.doi.org/10.1016/S0268-005X(97)80016-1


Foods 2020, 9, 1253 18 of 22

22. Hemar, Y.; Tamehana, M.; Munro, P.A.; Singh, H. Viscosity, microstructure and phase behavior of aqueous
mixtures of commercial milk protein products and xanthan gum. Food Hydrocoll. 2001, 15, 565–574. [CrossRef]

23. De Kruif, C.G.; Tuinier, R. Polysaccharide protein interactions. Food Hydrocoll. 2001, 15, 555–563. [CrossRef]
24. Schorsch, C.; Jones, M.G.; Norton, I.T. Phase behaviour of pure micellar casein/κ-carrageenan systems in

milk salt ultrafiltrate. Food Hydrocoll. 2000, 14, 347–358. [CrossRef]
25. Chassaing, B.; Koren, O.; Goodrich, J.K.; Poole, A.C.; Srinivasan, S.; Ley, R.E.; Gewirtz, A.T. Dietary

emulsifiers impact the mouse gut microbiota promoting colitis and metabolic syndrome. Nature 2015, 519,
92–96. [CrossRef]

26. David, S.; Shani Levi, C.; Fahoum, L.; Ungar, Y.; Meyron-Holtz, E.G.; Shpigelman, A.; Lesmes, U. Revisiting
the carrageenan controversy: Do we really understand the digestive fate and safety of carrageenan in our
foods? Food Funct. 2018, 9, 1344–1352. [CrossRef]

27. McKim, J.M.; Willoughby, J.A.; Blakemore, W.R.; Weiner, M.L. Clarifying the confusion between poligeenan,
degraded carrageenan, and carrageenan: A review of the chemistry, nomenclature, and in vivo toxicology
by the oral route. Crit. Rev. Food Sci. Nutr. 2018, 1–20. [CrossRef]

28. Gouseti, O.; Jaime-Fonseca, M.R.; Fryer, P.J.; Mills, C.; Wickham, M.S.J.; Bakalis, S. Hydrocolloids in human
digestion: Dynamic in-vitro assessment of the effect of food formulation on mass transfer. Food Hydrocoll.
2014, 42, 378–385. [CrossRef]

29. Anderson, W.; Baillie, A.J. Carrageenans and the proteolytic activity of human gastric secretion. J. Pharm.
Pharmacol. 1967, 19, 720–728. [CrossRef]

30. Baillie, A.J.; Anderson, W. Macroanionic Inhibition of Peptic Activity by High and Low Molecular Weight
Macroanions. Nature 1968, 218, 770–771. [CrossRef]

31. Bourlieu, C.; Ménard, O.; Bouzerzour, K.; Mandalari, G.; Macierzanka, A.; Mackie, A.R.; Dupont, D. Specificity
of infant digestive conditions: Some clues for developing relevant in vitro models. Crit. Rev. Food Sci. Nutr.
2014, 54, 1427–1457. [CrossRef]

32. Dupont, D.; Mandalari, G.; Molle, D.; Jardin, J.; Léonil, J.; Faulks, R.M.; Wickham, M.S.J.; Mills, E.N.C.;
Mackie, A.R. Comparative resistance of food proteins to adult and infant in vitro digestion models. Mol. Nutr.
Food Res. 2010, 54, 767–780. [CrossRef] [PubMed]

33. Levi, C.S.; Lesmes, U. Bi-compartmental elderly or adult dynamic digestion models applied to interrogate
protein digestibility. Food Funct. 2014, 5, 2402–2409. [CrossRef] [PubMed]

34. Menard, O.; Cattenoz, T.; Guillemin, H.; Souchon, I.; Deglaire, A.; Dupont, D.; Picque, D.; Ménard, O.;
Cattenoz, T.; Guillemin, H.; et al. Validation of a new in vitro dynamic system to simulate infant digestion.
Food Chem. 2014, 145, 1039–1045. [CrossRef] [PubMed]

35. Rémond, D.; Shahar, D.R.; Gille, D.; Pinto, P.; Kachal, J.; Peyron, M.-A.; Dos Santos, C.N.; Walther, B.;
Bordoni, A.; Dupont, D.; et al. Understanding the gastrointestinal tract of the elderly to develop dietary
solutions that prevent malnutrition. Oncotarget 2015, 6, 13858–13898. [CrossRef]

36. David, S.; Fahoum, L.; Rozen, G.; Shaoul, R.; Shpigelman, A.; Meyron-Holtz, E.G.; Lesmes, U. Reply to the
Comment on “Revisiting the carrageenan controversy: Do we really understand the digestive fate and safety
of carrageenan in our foods?” by M. Weiner and J. McKim, Food Funct., 2019, 10: DOI: 10.1039/C8FO01282B.
Food Funct. 2019, 10, 1763–1766. [CrossRef]

37. Shani-Levi, C.; Levi-Tal, S.; Lesmes, U. Comparative performance of milk proteins and their emulsions under
dynamic in vitro adult and infant gastric digestion. Food Hydrocoll. 2013, 32, 349–357. [CrossRef]

38. Lecacheux, D.; Panaras, R.; Brigand, G.; Martin, G. Molecular weight distribution of carrageenans by
size exclusion chromatography and low angle laser light scattering. Carbohydr. Polym. 1985, 5, 423–440.
[CrossRef]

39. Viebke, C.; Borgström, J.; Piculell, L. Characterisation of kappa- and iota-carrageenan coils and helices by
MALLS/GPC. Carbohydr. Polym. 1995, 27, 145–154. [CrossRef]

40. Hanson, A.L.; Metzger, L.E. Evaluation of increased vitamin D fortification in high-temperature,
short-time-processed 2% milk, UHT-processed 2% fat chocolate milk, and low-fat strawberry yogurt.
J. Dairy Sci. 2010, 93, 801–807. [CrossRef]

41. Minekus, M.; Alminger, M.; Alvito, P.; Ballance, S.; Bohn, T.; Bourlieu, C.; Carrière, F.; Boutrou, R.;
Corredig, M.; Dupont, D.; et al. A standardised static in vitro digestion method suitable for food—An
international consensus. Food Funct. 2014, 5, 1113–1124. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/S0268-005X(01)00077-7
http://dx.doi.org/10.1016/S0268-005X(01)00076-5
http://dx.doi.org/10.1016/S0268-005X(00)00011-4
http://dx.doi.org/10.1038/nature14232
http://dx.doi.org/10.1039/C7FO01721A
http://dx.doi.org/10.1080/10408398.2018.1481822
http://dx.doi.org/10.1016/j.foodhyd.2014.06.004
http://dx.doi.org/10.1111/j.2042-7158.1967.tb08023.x
http://dx.doi.org/10.1038/218770a0
http://dx.doi.org/10.1080/10408398.2011.640757
http://dx.doi.org/10.1002/mnfr.200900142
http://www.ncbi.nlm.nih.gov/pubmed/19937605
http://dx.doi.org/10.1039/C4FO00478G
http://www.ncbi.nlm.nih.gov/pubmed/25131440
http://dx.doi.org/10.1016/j.foodchem.2013.09.036
http://www.ncbi.nlm.nih.gov/pubmed/24128581
http://dx.doi.org/10.18632/oncotarget.4030
http://dx.doi.org/10.1039/C9FO00018F
http://dx.doi.org/10.1016/j.foodhyd.2013.01.017
http://dx.doi.org/10.1016/0144-8617(85)90003-7
http://dx.doi.org/10.1016/0144-8617(95)00017-2
http://dx.doi.org/10.3168/jds.2009-2694
http://dx.doi.org/10.1039/C3FO60702J
http://www.ncbi.nlm.nih.gov/pubmed/24803111


Foods 2020, 9, 1253 19 of 22

42. Nielsen, S.D.; Beverly, R.L.; Qu, Y.; Dallas, D.C. Milk bioactive peptide database: A comprehensive database
of milk protein-derived bioactive peptides and novel visualization. Food Chem. 2017, 232, 673–682. [CrossRef]
[PubMed]

43. Moscovici, A.M.; Joubran, Y.; Briard-Bion, V.; MacKie, A.; Dupont, D.; Lesmes, U. The impact of the Maillard
reaction on the in vitro proteolytic breakdown of bovine lactoferrin in adults and infants. Food Funct. 2014, 5,
1898. [CrossRef] [PubMed]

44. Mooney, C.; Haslam, N.J.; Pollastri, G.; Shields, D.C. Towards the Improved Discovery and Design of
Functional Peptides: Common Features of Diverse Classes Permit Generalized Prediction of Bioactivity.
PLoS ONE 2012, 7, e45012. [CrossRef] [PubMed]

45. Tasneem, M.; Siddique, F.; Ahmad, A.; Farooq, U. Stabilizers: Indispensable Substances in Dairy Products of
High Rheology. Crit. Rev. Food Sci. Nutr. 2014, 54, 869–879. [CrossRef]

46. Dickinson, E. Stability and rheological implications of electrostatic milk protein - Polysaccharide interactions.
Trends Food Sci. Technol. 1998, 9, 347–354. [CrossRef]

47. Meyer, S.; Berrut, S.; Goodenough, T.I.J.; Rajendram, V.S.; Pinfield, V.J.; Povey, M.J.W. A comparative study of
ultrasound and laser light diffraction techniques for particle size determination in dairy beverages. Meas. Sci.
Technol. 2006, 17, 289. [CrossRef]

48. Langendorff, V.; Cuvelier, G.; Michon, C.; Launay, B.; Parker, A.; De, C.G. Effects of carrageenan type on the
behaviour of carrageenan/milk mixtures. Food Hydrocoll. 2000, 14, 273–280. [CrossRef]

49. Glicerina, V.; Balestra, F.; Dalla Rosa, M.; Romani, S. Effect of manufacturing process on the microstructural
and rheological properties of milk chocolate. J. Food Eng. 2015, 145, 45–50. [CrossRef]

50. Iglauer, S.; Wu, Y.; Shuler, P.; Tang, Y.; Goddard, W.A. Dilute iota- and kappa-Carrageenan solutions with
high viscosities in high salinity brines. J. Pet. Sci. Eng. 2011, 75, 304–311. [CrossRef]

51. Laneuville, S.I.; Turgeon, S.L.; Paquin, P. Changes in the physical properties of xanthan gum induced by a
dynamic high-pressure treatment. Carbohydr. Polym. 2013, 92, 2327–2336. [CrossRef] [PubMed]

52. Mine, N.; Santos, P.H.S.; Campanella, O. Mechanically modified xanthan gum: Rheology and polydispersity
aspects. Carbohydr. Polym. 2015, 134, 475–484. [CrossRef]

53. Tárrega, A.; Martínez, M.; Vélez- Ruiz, J.F.; Fiszman, S. Hydrocolloids as a tool for modulating the expected
satiety of milk-based snacks. Food Hydrocoll. 2014, 39, 51–57. [CrossRef]

54. Stanley, N.F. Carrageenans. In Food Gels; Springer: Dordrecht, The Netherlands, 1990; pp. 79–119.
55. Lacroix, I.M.E.; Li-Chan, E.C.Y. Isolation and characterization of peptides with dipeptidyl peptidase-IV

inhibitory activity from pepsin-treated bovine whey proteins. Peptides 2014, 54, 39–48. [CrossRef] [PubMed]
56. Jacquot, A.; Gauthier, S.F.; Drouin, R.; Boutin, Y. Proliferative effects of synthetic peptides fromβ-lactoglobulin

and α-lactalbumin on murine splenocytes. Int. Dairy J. 2010, 20, 514–521. [CrossRef]
57. Maes, W.; Van Camp, J.; Vermeirssen, V.; Hemeryck, M.; Ketelslegers, J.M.; Schrezenmeir, J.; Van Oostveldt, P.;

Huyghebaert, A. Influence of the lactokinin Ala-Leu-Pro-Met-His-Ile-Arg (ALPMHIR) on the release of
endothelin-1 by endothelial cells. Regul. Pept. 2004, 118, 105–109. [CrossRef]

58. Mullally, M.M.; Meisel, H.; Fitzgerald, R.J. Identification of a novel angiotensin-I-converting enzyme
inhibitory peptides corresponding to a tryptic fragment of bovine β-lactoglobulin. FEBS Lett. 1997, 402,
99–101. [CrossRef]

59. Yamada, A.; Sakurai, T.; Ochi, D.; Mitsuyama, E.; Yamauchi, K.; Abe, F. Antihypertensive effect of the bovine
casein-derived peptide Met-Lys-Pro. Food Chem. 2015, 172, 441–446. [CrossRef]

60. Tu, M.; Wang, C.; Chen, C.; Zhang, R.; Liu, H.; Lu, W.; Jiang, L.; Du, M. Identification of a novel ACE-inhibitory
peptide from casein and evaluation of the inhibitory mechanisms. Food Chem. 2018, 256, 98–104. [CrossRef]

61. Hayes, M.; Ross, R.P.; Fitzgerald, G.F.; Hill, C.; Stanton, C. Casein-derived antimicrobial peptides generated
by Lactobacillus acidophilus DPC6026. Appl. Environ. Microbiol. 2006, 72, 2260–2264. [CrossRef]

62. Demers-Mathieu, V.; Gauthier, S.F.; Britten, M.; Fliss, I.; Robitaille, G.; Jean, J. Antibacterial activity of peptides
extracted from tryptic hydrolyzate of whey protein by nanofiltration. Int. Dairy J. 2013, 28, 94–101. [CrossRef]

63. Power, O.; Fernández, A.; Norris, R.; Riera, F.A.; FitzGerald, R.J. Selective enrichment of bioactive properties
during ultrafiltration of a tryptic digest of β-lactoglobulin. J. Funct. Foods 2014, 9, 38–47. [CrossRef]

64. Silveira, S.T.; Martínez-Maqueda, D.; Recio, I.; Hernández-Ledesma, B. Dipeptidyl peptidase-IV inhibitory
peptides generated by tryptic hydrolysis of a whey protein concentrate rich in β-lactoglobulin. Food Chem.
2013, 141, 1072–1077. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.foodchem.2017.04.056
http://www.ncbi.nlm.nih.gov/pubmed/28490127
http://dx.doi.org/10.1039/C4FO00248B
http://www.ncbi.nlm.nih.gov/pubmed/24947428
http://dx.doi.org/10.1371/journal.pone.0045012
http://www.ncbi.nlm.nih.gov/pubmed/23056189
http://dx.doi.org/10.1080/10408398.2011.614702
http://dx.doi.org/10.1016/S0924-2244(98)00057-0
http://dx.doi.org/10.1088/0957-0233/17/2/009
http://dx.doi.org/10.1016/S0268-005X(99)00064-8
http://dx.doi.org/10.1016/j.jfoodeng.2014.06.039
http://dx.doi.org/10.1016/j.petrol.2010.11.025
http://dx.doi.org/10.1016/j.carbpol.2012.11.077
http://www.ncbi.nlm.nih.gov/pubmed/23399295
http://dx.doi.org/10.1016/j.carbpol.2015.07.092
http://dx.doi.org/10.1016/j.foodhyd.2013.12.025
http://dx.doi.org/10.1016/j.peptides.2014.01.002
http://www.ncbi.nlm.nih.gov/pubmed/24440459
http://dx.doi.org/10.1016/j.idairyj.2010.02.013
http://dx.doi.org/10.1016/j.regpep.2003.11.005
http://dx.doi.org/10.1016/S0014-5793(96)01503-7
http://dx.doi.org/10.1016/j.foodchem.2014.09.098
http://dx.doi.org/10.1016/j.foodchem.2018.02.107
http://dx.doi.org/10.1128/AEM.72.3.2260-2264.2006
http://dx.doi.org/10.1016/j.idairyj.2012.09.003
http://dx.doi.org/10.1016/j.jff.2014.04.002
http://dx.doi.org/10.1016/j.foodchem.2013.03.056
http://www.ncbi.nlm.nih.gov/pubmed/23790888


Foods 2020, 9, 1253 20 of 22

65. Sedaghati, M.; Ezzatpanah, H.; Mashhadiakbar Boojar, M.; Tajabadi Ebrahimi, M.; Aminafshar, M.
Plasmin-digest of β-lactoglobulin with antibacterial properties. Food Agric. Immunol. 2015, 26, 218–230.
[CrossRef]

66. Birkemo, G.A.; O’Sullivan, O.; Ross, R.P.; Hill, C. Antimicrobial activity of two peptides casecidin 15 and 17,
found naturally in bovine colostrum. J. Appl. Microbiol. 2009, 106, 233–240. [CrossRef]

67. Lahov, E.; Regelson, W. Antibacterial and immunostimulating casein-derived substances from milk: Casecidin,
isracidin peptides. Food Chem. Toxicol. 1996, 34, 131–145. [CrossRef]

68. Liu, Y.; Eichler, J.; Pischetsrieder, M. Virtual screening of a milk peptide database for the identification of
food-derived antimicrobial peptides. Mol. Nutr. Food Res. 2015, 59, 2243–2254. [CrossRef]

69. Nagaoka, S.; Futamura, Y.; Miwa, K.; Awano, T.; Yamauchi, K.; Kanamaru, Y.; Tadashi, K.; Kuwata, T.
Identification of Novel Hypocholesterolemic Peptides Derived from Bovine Milk β-Lactoglobulin. Biochem.
Biophys. Res. Commun. 2001, 281, 11–17. [CrossRef]

70. Zhang, S.; Zhang, Z.; Vardhanabhuti, B. Effect of charge density of polysaccharides on self-assembled
intragastric gelation of whey protein/polysaccharide under simulated gastric conditions. Food Funct. 2014, 5,
1829–1838. [CrossRef]

71. Pettersen, E.F.; Goddard, T.D.; Huang, C.C.; Couch, G.S.; Greenblatt, D.M.; Meng, E.C.; Ferrin, T.E. UCSF
Chimera: A visualization system for exploratory research and analysis. J. Comput. Chem. 2004, 25, 1605–1612.
[CrossRef]

72. Wang, X.; Ye, A.; Lin, Q.; Han, J.; Singh, H. Gastric digestion of milk protein ingredients: Study using an
in vitro dynamic model. J. Dairy Sci. 2018, 101, 6842–6852. [CrossRef] [PubMed]

73. Ye, A.; Cui, J.; Dalgleish, D.; Singh, H. The formation and breakdown of structured clots from whole milk
during gastric digestion. Food Funct. 2016, 7, 4259–4266. [CrossRef]

74. Bohn, T.; Carriere, F.; Day, L.; Deglaire, A.; Egger, L.; Freitas, D.; Golding, M.; Le Feunteun, S.; Macierzanka, A.;
Menard, O.; et al. Correlation between in vitro and in vivo data on food digestion. What can we predict
with static in vitro digestion models? Crit. Rev. Food Sci. Nutr. 2018, 58, 2239–2261. [CrossRef] [PubMed]

75. Miguel, M.; Gómez-Ruiz, J.; Recio, I.; Aleixandre, A. Changes in arterial blood pressure after single oral
administration of milk-casein-derived peptides in spontaneously hypertensive rats. Mol. Nutr. Food Res.
2010, 54, 1422–1427. [CrossRef] [PubMed]

76. Almaas, H.; Eriksen, E.; Sekse, C.; Comi, I.; Flengsrud, R.; Holm, H.; Jensen, E.; Jacobsen, M.; Langsrud, T.;
Vegarud, G.E. Antibacterial peptides derived from caprine whey proteins, by digestion with human
gastrointestinal juice. Br. J. Nutr. 2011, 106, 896–905. [CrossRef] [PubMed]

77. Lacroix, I.M.E.; Meng, G.; Cheung, I.W.Y.; Li-Chan, E.C.Y. Do whey protein-derived peptides have dual
dipeptidyl-peptidase IV and angiotensin I-converting enzyme inhibitory activities? J. Funct. Foods 2016, 21,
87–96. [CrossRef]

78. López-Expósito, I.; Minervini, F.; Amigo, L.; Recio, I. Identification of antibacterial peptides from bovine
κ-casein. J. Food Prot. 2006, 69, 2992–2997. [CrossRef]

79. López-Expósito, I.; Quirós, A.; Amigo, L.; Recio, I. Casein hydrolysates as a source of antimicrobial,
antioxidant and antihypertensive peptides. Lait 2007, 87, 241–249. [CrossRef]

80. Sistla, S. Structure-activity relationships of αs-casein peptides with multifunctional biological activities.
Mol. Cell. Biochem. 2013, 384, 29–38. [CrossRef]

81. Pihlanto-leppa, A.; Koskinen, I.; Piilola, K.; Tupasela, T.; Korhonen, H. Angiotensin I-converting enzyme
inhibitory properties of whey protein digests: Concentration and characterization of active peptides.
J. Dairy Res. 2018, 67, 53–64. [CrossRef]

82. Smacchi, E.; Gobbetti, M. Peptides from several Italian cheeses inhibitory to proteolytic enzymes of lactic
acid bacteria, pseudomonas fluorescens ATCC 948 and to the angiotensin I-converting enzyme. Enzyme
Microb. Technol. 1998, 22, 687–694. [CrossRef]

83. Robitaille, G.; Lapointe, C.; Leclerc, D.; Britten, M. Effect of pepsin-treated bovine and goat
caseinomacropeptide on Escherichia coli and Lactobacillus rhamnosus in acidic conditions. J. Dairy Sci. 2012,
95, 1–8. [CrossRef] [PubMed]

84. Gobbetti, M.; Ferranti, P.; Smacchi, E.; Goffredi, F.; Addeo, F. Production of
angiotensin-I-converting-enzyme-inhibitory peptides in fermented milks started by Lactobacillus
delbrueckii subsp. bulgaricus SS1 and Lactococcus lactis subsp. cremoris FT4. Appl. Environ. Microbiol. 2000,
66, 3898–3904. [CrossRef]

http://dx.doi.org/10.1080/09540105.2014.893998
http://dx.doi.org/10.1111/j.1365-2672.2008.03996.x
http://dx.doi.org/10.1016/0278-6915(95)00097-6
http://dx.doi.org/10.1002/mnfr.201500182
http://dx.doi.org/10.1006/bbrc.2001.4298
http://dx.doi.org/10.1039/C4FO00019F
http://dx.doi.org/10.1002/jcc.20084
http://dx.doi.org/10.3168/jds.2017-14284
http://www.ncbi.nlm.nih.gov/pubmed/29753488
http://dx.doi.org/10.1039/C6FO00228E
http://dx.doi.org/10.1080/10408398.2017.1315362
http://www.ncbi.nlm.nih.gov/pubmed/28613945
http://dx.doi.org/10.1002/mnfr.200900448
http://www.ncbi.nlm.nih.gov/pubmed/20397194
http://dx.doi.org/10.1017/S0007114511001085
http://www.ncbi.nlm.nih.gov/pubmed/21554806
http://dx.doi.org/10.1016/j.jff.2015.11.038
http://dx.doi.org/10.4315/0362-028X-69.12.2992
http://dx.doi.org/10.1051/lait:2007019
http://dx.doi.org/10.1007/s11010-013-1778-4
http://dx.doi.org/10.1017/S0022029999003982
http://dx.doi.org/10.1016/S0141-0229(97)00261-5
http://dx.doi.org/10.3168/jds.2010-4142
http://www.ncbi.nlm.nih.gov/pubmed/22192178
http://dx.doi.org/10.1128/AEM.66.9.3898-3904.2000


Foods 2020, 9, 1253 21 of 22

85. Nongonierma, A.B.; Fitzgerald, R.J. Structure activity relationship modelling of milk protein-derived peptides
with dipeptidyl peptidase IV (DPP-IV) inhibitory activity. Peptides 2016, 79, 1–7. [CrossRef] [PubMed]

86. Zhang, Y.; Chen, R.; Ma, H.; Chen, S. Isolation and Identification of Dipeptidyl Peptidase IV-Inhibitory
Peptides from Trypsin/Chymotrypsin-Treated Goat Milk Casein Hydrolysates by 2D-TLC and LC-MS/MS.
J. Agric. Food Chem. 2015, 63, 8819–8828. [CrossRef]

87. Hayes, M.; Stanton, C.; Slattery, H.; O’Sullivan, O.; Hill, C.; Fitzgerald, G.F.; Ross, R.P. Casein fermentate
of Lactobacillus animalis DPC6134 contains a range of novel propeptide angiotensin-converting enzyme
inhibitors. Appl. Environ. Microbiol. 2007, 73, 4658–4667. [CrossRef]

88. Quirós, A.; Ramos, M.; Muguerza, B.; Delgado, M.A.; Miguel, M.; Aleixandre, A.; Recio, I. Identification of
novel antihypertensive peptides in milk fermented with Enterococcus faecalis. Int. Dairy J. 2007, 17, 33–41.
[CrossRef]

89. Miguel, M.; Recio, I.; Ramos, M.; Delgado, M.A.; Aleixandre, M.A. Antihypertensive effect of peptides
obtained from Enterococcus faecalis-fermented milk in rats. J. Dairy Sci. 2006, 89, 3352–3359. [CrossRef]

90. Zhao, H.; Zhou, F.; Wang, L.; Fengling, B.; Dziugan, P.; Walczak, P.; Zhang, B. Characterization of a bioactive
peptide with cytomodulatory effect released from casein. Eur. Food Res. Technol. 2014, 238, 315–322.
[CrossRef]

91. Sandreé, C.; Gleizes, A.; Forestier, F.o.; Gorges-Kergot, R.; Chilmonczyk, S.; Léonil, J.l.; Moreau, M.-C.;
Labarre, C. A Peptide Derived from Bovine β-Casein Modulates Functional Properties of Bone
Marrow-Derived Macrophages from Germfree and Human Flora-Associated Mice. J. Nutr. 2001, 131,
2936–2942. [CrossRef]

92. Rojas-Ronquillo, R.; Cruz-Guerrero, A.; Flores-Nájera, A.; Rodríguez-Serrano, G.; Gómez-Ruiz, L.;
Reyes-Grajeda, J.P.; Jiménez-Guzmán, J.; García-Garibay, M. Antithrombotic and angiotensin-converting
enzyme inhibitory properties of peptides released from bovine casein by Lactobacillus casei Shirota.
Int. Dairy J. 2012, 26, 147–154. [CrossRef]

93. Yamamoto, N.; Akino, A.; Takano, T. Antihypertensive Effect of the Peptides Derived from Casein by an
Extracellular Proteinase from Lactobacillus helveticus CP790. J. Dairy Sci. 1994, 77, 917–922. [CrossRef]

94. Saito, T.; Nakamura, T.; Kitazawa, H.; Kawai, Y.; Itoh, T. Isolation and structural analysis of antihypertensive
peptides that exist naturally in Gouda cheese. J. Dairy Sci. 2000, 83, 1434–1440. [CrossRef]

95. Asano, M.; Nio, N.; Ariyoshi, Y. Inhibition of Prolyl Endopeptidase by Synthetic β-Casein Peptides and Their
Derivatives with a C-Terminal Prolinol or Prolinal. Biosci. Biotechnol. Biochem. 1992, 56, 976–977. [CrossRef]
[PubMed]

96. Eisele, T.; Stressler, T.; Kranz, B.; Fischer, L. Bioactive peptides generated in an enzyme membrane reactor
using Bacillus lentus alkaline peptidase. Eur. Food Res. Technol. 2013, 236, 483–490. [CrossRef]

97. Minervini, F.; Algaron, F.; Rizzello, C.G.; Fox, P.F.; Monnet, V.; Gobbetti, M. Angiotensin
I-converting-enzyme-inhibitory and antibacterial peptides from Lactobacillus helveticus PR4
proteinase-hydrolyzed caseins of milk from six species. Appl. Environ. Microbiol. 2003, 69, 5297–5305.
[CrossRef]

98. Otte, J.; Shalaby, S.M.A.; Zakora, M.; Nielsen, M.S. Fractionation and identification of ACE-inhibitory
peptides from α-lactalbumin and β-casein produced by thermolysin-catalysed hydrolysis. Int. Dairy J. 2007,
17, 1460–1472. [CrossRef]

99. Pihlanto, A.; Virtanen, T.; Korhonen, H. Angiotensin I converting enzyme (ACE) inhibitory activity and
antihypertensive effect of fermented milk. Int. Dairy J. 2010, 20, 3–10. [CrossRef]

100. Quirós, A.; Hernández-Ledesma, B.; Ramos, M.; Amigo, L.; Recio, I. Angiotensin-converting enzyme
inhibitory activity of peptides derived from caprine kefir. J. Dairy Sci. 2005, 88, 3480–3487. [CrossRef]

101. Uenishi, H.; Kabuki, T.; Seto, Y.; Serizawa, A.; Nakajima, H. Isolation and identification of casein-derived
dipeptidyl-peptidase 4 (DPP-4)-inhibitory peptide LPQNIPPL from gouda-type cheese and its effect on
plasma glucose in rats. Int. Dairy J. 2012, 22, 24–30. [CrossRef]

102. Sagardia, I.; Iloro, I.; Elortza, F.; Bald, C. Quantitative structure-activity relationship based screening of
bioactive peptides identified in ripened cheese. Int. Dairy J. 2013, 33, 184–190. [CrossRef]

103. Lu, Y.; Govindasamy-Lucey, S.; Lucey, J.A. Angiotensin-I-converting enzyme-inhibitory peptides in
commercial Wisconsin Cheddar cheeses of different ages. J. Dairy Sci. 2016, 99, 41–52. [CrossRef]
[PubMed]

http://dx.doi.org/10.1016/j.peptides.2016.03.005
http://www.ncbi.nlm.nih.gov/pubmed/26988873
http://dx.doi.org/10.1021/acs.jafc.5b03062
http://dx.doi.org/10.1128/AEM.00096-07
http://dx.doi.org/10.1016/j.idairyj.2005.12.011
http://dx.doi.org/10.3168/jds.S0022-0302(06)72372-4
http://dx.doi.org/10.1007/s00217-013-2106-7
http://dx.doi.org/10.1093/jn/131.11.2936
http://dx.doi.org/10.1016/j.idairyj.2012.05.002
http://dx.doi.org/10.3168/jds.S0022-0302(94)77026-0
http://dx.doi.org/10.3168/jds.S0022-0302(00)75013-2
http://dx.doi.org/10.1271/bbb.56.976
http://www.ncbi.nlm.nih.gov/pubmed/1368255
http://dx.doi.org/10.1007/s00217-012-1894-5
http://dx.doi.org/10.1128/AEM.69.9.5297-5305.2003
http://dx.doi.org/10.1016/j.idairyj.2007.04.008
http://dx.doi.org/10.1016/j.idairyj.2009.07.003
http://dx.doi.org/10.3168/jds.S0022-0302(05)73032-0
http://dx.doi.org/10.1016/j.idairyj.2011.08.002
http://dx.doi.org/10.1016/j.idairyj.2012.12.006
http://dx.doi.org/10.3168/jds.2015-9569
http://www.ncbi.nlm.nih.gov/pubmed/26506550


Foods 2020, 9, 1253 22 of 22

104. del Mar Contreras, M.; Sanchez, D.; Sevilla, M.Á.; Recio, I.; Amigo, L. Resistance of casein-derived bioactive
peptides to simulated gastrointestinal digestion. Int. Dairy J. 2013, 32, 71–78. [CrossRef]

105. Silva, S.V.; Pihlanto, A.; Malcata, F.X. Bioactive peptides in ovine and caprine cheeselike systems prepared
with proteases from Cynara cardunculus. J. Dairy Sci. 2006, 89, 3336–3344. [CrossRef]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.idairyj.2013.05.008
http://dx.doi.org/10.3168/jds.S0022-0302(06)72370-0
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Materials 
	Methods 
	Characterization of Stabilizers 
	Preparation and Characterization of CMDs 
	In Vitro Adult’s or Child’s Digestion of CMD with and without Stabilizers 
	Monitoring Stabilizer Effect on In Vitro Digestive Proteolysis of CMD 


	Results and Discussion 
	Characterization of Stabilizers and CMDs 
	Monitoring Stabilizer Effects on In Vitro Digestive Proteolysis of CMD 

	Conclusions 
	
	
	References

