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Abstract: This work presents the sample extraction methods for solid and liquid sample matrices for
simultaneous quantification of oat (Avena sativa L.) and pea (Pisum sativum L.) saponins: avenacoside
A, avenacoside B, 26-desglucoavenacoside A, and saponin B and 2,3-dihydro-2,5-dihydroxy-6-methyl-
4H-pyran-4-one (DDMP) saponin, respectively. The targeted saponins were identified and quantified
using a hydrophilic interaction liquid chromatography with mass spectrometric detection (HILIC-MS)
method. The simple and high-throughput extraction procedure was developed for solid oat- and pea-
based food samples. In addition, a very simple extraction procedure for liquid samples, without the
need to use lyophilisation, was also implemented. Oat seed flour (U-'3C-labelled) and soyasaponin
Ba were used as internal standards for avenacoside A and saponin B, respectively. Other saponins
were relatively quantified based on avenacoside A and saponin B standard responses. The developed
method was tested and successfully validated using oat and pea flours, protein concentrates and
isolates, as well as their mixtures, and plant-based drinks. With this method, the saponins from
oat- and pea-based products were separated and quantified simultaneously within 6 min. The use
of respective internal standards derived from U-'>C-labelled oat and soyasaponin Ba ensured high
accuracy and precision of the proposed method.

Keywords: oat; pea; avenacosides; saponin B; DDMP saponin; plant-based protein

1. Introduction

The demand for sustainable protein sources in food production is continuously grow-
ing [1,2]. Oat (Avena sativa L.) and pea (Pisum sativum L.) proteins in the form of concentrates
or isolates can act as an alternative to animal proteins due to their potential ability to pro-
vide desirable technological properties in plant-based meat and dairy substitutes [3,4]. Pea
protein is an insufficient source of methionine but, on the other hand, has a high content
of the essential amino acid lysine and branched-chain amino acids-leucine, isoleucine,
and valine [4]. In contrast to pea, oat contains enough methionine but a scarce amount
of lysine [3]. Blending oat and pea proteins in products is one way to achieve a complete
essential amino acid profile [5], and such products are already available on the market.
However, one of the main obstacles in the application of plant-based proteins in food
production is their bitter and astringent off-taste [6-8]. It has been suggested that saponins
might be the main cause of this sensation [9-14] influencing consumer acceptance.

Saponins are a diverse group of secondary defence metabolites widely spread in plant
species [15]. Saponins investigated in this study are amphiphilic molecules, with polar
water-soluble sugar moieties attached to a nonpolar, water-insoluble steroid or triterpene
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core [16]. Oats, as the only cereals capable of accumulating saponins, contain bisdesmosidic
steroidal saponins avenacoside A and B, and monodesmosidic 26-desglucoavenacoside A in
their leaves and grains (Figure 1) [9,10,12,13,17]. Saponin B and 2,3-dihydro-2,5-dihydroxy-
6-methyl-4H-pyran-4-one (DDMP) saponin are monodesmosidic triterpenoid saponins
found in peas [18,19]. Besides being taste-active bitter compounds, saponins have also
been reported as antinutrients. As such, they may affect nutrient absorption by inhibiting
metabolic and digestive enzymes [20] and by binding to minerals such as zinc and iron [21].
High concentrations of saponins in the diet may lead to hypocholesterolemic effect [22],
hypoglycemia [23], inefficient protein digestion, vitamin and mineral uptake in the gut,
and the development of a leaky gut [24]. Despite the reported negative nutritional impact,
some studies have also shown positive cholesterol-lowering [25] and anticancerogenic [26]
effects of saponins.
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Figure 1. Chemical structures of saponins: avenacoside A, avenacoside B, and 26-

desglucoavenacoside A from oat, saponin B and DDMP from pea, and soyasaponin Ba (used as
internal standard [IS]).

The analysis of saponins could be performed using a wide range of classical methods
such as gravimetry [15,27], hemolysis [28], bioassays [29], and spectrophotometry [30].
In addition, different saponins could be separated and analysed using chromatographic
methods, e.g., thin-layer chromatography [31,32], gas chromatography [33], and high-
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performance liquid chromatography (HPLC) [19]. The detection of the saponin class
compounds could be carried out using the simplest optical detection methods [34,35],
but these methods usually lack the selectivity and sensitivity of more advanced analytical
techniques such as mass spectrometry [9,17,36-38]. The saponin extraction and the pre- and
post-extraction sample clean-up before the LC analysis [9,17,19,39] are required to obtain
a clean extract which would minimise matrix effect in mass spectrometric measurements.
However, these sample preparation procedures are time-consuming and unsuitable for
routine analysis of large amounts of samples. This creates the need for an improved,
efficient, sensitive, more selective, and reproducible extraction method of saponins prior
to the analysis. The use of liquid chromatography coupled with mass spectrometry (LC-
MS) allows more precise and selective determination of the contents of different types of
saponins in various plant species: oat [9,13,17], pea [19,32], and soya [39,40]. Although, the
amounts of saponins have been quantified mainly from the seeds or husks of numerous oat
and pea varieties [9,19,32], there is a lack of data concerning the concentrations of saponins
in processed food ingredients, and the half- and end-products produced therefrom. To
the best of our knowledge, there is no versatile method for the determination of saponins
derived from different plant species in various food matrices.

The objective of this study was to develop simple sample extraction methods for solid
and liquid plant-based food sample matrices for the selective and quantitative determina-
tion of five oat and pea saponins: avenacoside A, avenacoside B, 26-desglucoavenacoside
A, saponin B, and DDMP saponin, using hydrophilic interaction liquid chromatography
with mass spectrometric detection (HILIC-MS). To our knowledge, there are no reports on
simultaneous HILIC analysis of the above-mentioned saponins in solid and liquid samples
containing concurrent oat and pea ingredients.

2. Materials and Methods
2.1. Chemicals and Materials

HPLC-grade acetonitrile (MeCN), methanol (MeOH), ethanol (EtOH), hexane, propan-
2-ol (IPA), and formic acid (FA) (for MS, 98%) were purchased from Honeywell (Charlotte,
NC, USA). The standard compounds avenacoside A, saponin B (soyasaponin I), and
soyasaponin Ba phyproof® were purchased from Sigma-Aldrich (Darmstadt, Germany).
Uniformly isotopically labelled oat seed flour (U-'3C oat seeds, Avena sativa 97 atom%) was
obtained from IsoLife BV (Wageningen, The Netherlands). Ultrapure water (18.2 M(Q)-cm)
was prepared with MilliQ® HX 7040SD equipped with MilliQ LC-Pak (Merck KGaA,
Darmstadt, Germany). Biotage Isolute® PLD+ and C18 columns (100 mg/1 mL) were
purchased from Biotage Sweden AB (Uppsala, Sweden). Amicon Ultra-0.5 centrifugal filter
units (3, 10, 30, 50 kDa) and Millex-LCR filters (pore size 0.2 pum, filter dimension 13 mm)
were obtained from Merck KgaA (Darmstadt, Germany).

2.2. Food Samples

Yellow pea flour, whole-grain oat flour, and oat and pea drinks were purchased
from a local supermarket. Pea protein isolate (Bang & Bonsomer Estonia OU, Tallinn,
Estonia), pea protein concentrate (Aloja-Starkelsen Ltd., LimbaZu novads, Latvia), and oat
protein concentrate (Lantmannen, Stockholm, Sweden) were obtained from producers. The
composition and nutritional information available on the product label of these products
is available in Supplementary Table S1. Untreated and extruded blends of pea protein
isolate, oat protein concentrate, and pea protein concentrate (52:28:20, w/w) were produced
in-house by following a previously published protocol [41].

2.3. Extraction Method for Solid Samples and for Liquid Samples

Sample extraction methods 1A, 1B, 2A, 2B, and 2C, which were tested during solid
sample extraction method development, are described in the supplementary information.
Solid sample extraction (method 2D) was performed according to Heng et al. [19] with
some modifications. Powdered non-defatted solid sample (100 mg) was weighed into a
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10 mL volumetric flask (n = 3), filled with aqueous EtOH (70%, v/v), mixed thoroughly, and
ultrasonicated for 30 min (without additional heating). After ultrasonication, samples were
centrifuged (14,000 x g for 10 min at 10 °C) to remove insoluble matter. The supernatant
(500 uL) was passed through PLD+ columns by applying positive pressure to remove
proteins and phospholipids. The obtained filtrate was diluted to receive an aqueous MeCN
(50%, v/v) solution. The diluted filtrate (100 nL) was transferred to the LC-MS vials, mixed
with 50 uL soyasaponin Ba working solution and 50 uL U-'3C-oat extract working solution,
and injected into the LC-MS.

A homogeneous liquid sample was weighed (0.25 g) into a 5 mL volumetric flask
(n = 3), filled with ultrapure water, and mixed thoroughly. Diluted sample solutions were
centrifuged (14,000 g for 15 min at 10 °C) to remove insoluble matter. Sample supernatant
(200 pL) and 800 uL MeCN were transferred into the next tube, mixed thoroughly, and
centrifuged (14,000 x g for 15 min at 10 °C) to remove precipitated proteins. The supernatant
(500 pL) was passed through PLD+ columns. The obtained filtrate (300 uL) was transferred
into a clear tube and diluted with 180 pL ultrapure water to obtain an aqueous MeCN
solution (50%, v/v). The diluted sample filtrate was combined with internal standard
solutions as described for solid samples and injected into the LC-MS.

2.4. Preparation of Standard Solutions

The stock solution of avenacoside A (500 mg/L) was prepared in ultrapure water
and the aliquots were stored at —80 °C. The stock solution of saponin B (500 mg/L) was
prepared in aqueous EtOH (60%, v/v) and aliquots were stored at —80 °C. The internal
standard stock solution of soyasaponin Ba (100 mg/L) was prepared in MeOH.

The stock solution of U-13C-oat seed flour extract containing 13C5;-avenacoside A
was prepared using the previously described solid sample extraction method 2D with
some modifications. U-13C-oat seed flour (150 mg) was weighed into a 50 mL volumetric
flask, filled with EtOH (70%, v/v), and mixed thoroughly. The flask was ultrasonicated for
30 min (without additional heating) and the obtained solution was centrifuged (17,000x g
for 10 min at 10 °C) to remove insoluble matter. The supernatant was passed through
PLD+ columns using a vacuum manifold. The cleaned extract was aliquoted and stored
at —80 °C.

The internal standard working solutions were prepared freshly before the analysis.
The working solution of internal standard soyasaponin Ba was prepared by diluting stock
solution in the aqueous MeCN (50%, v/v). The U-13C-oat extract working solution was
prepared by diluting the stock solution two-fold with neat MeCN.

2.5. Liquid Chromatography Mass Spectrometry

Samples were analysed using a Waters UPLC® system (Waters Corporation, Milford,
MA, USA) coupled with a Waters Quattro Premier XE Mass Spectrometer equipped with
ZSpray™ Source and controlled by Waters MassLynx™ 4.1 (V4.1 SCN805, Waters Corpora-
tion, Milford, MA, USA). Mobile phases were as follows: (A) 0.1% FA in ultrapure water,
(B) 0.1% FA in MeCN. Weak needle wash was composed of MeCN in ultrapure water (90%,
v/v), and strong needle wash consisted of IPA in MeCN (50%, v/v). The seal wash solution
was aqueous MeCN (50%, v/v). Samples were stored in an autosampler which was set at
8 °C. The injection volume was 2 pL. Saponins were separated using BEH Amide column
(1.0 x 50 mm, 1.7 pm) coupled with BEH Amide VanGuard Pre-column (2.1 x 5 mm) from
Waters Corporation (Milford, MA, USA). The final gradient was as follows: 0-0.17 min at
10% A, 0.17-3.5 min linear gradient 10-70% A, 3.5-4.0 min at 70% A, 4.0-4.5 min linear
gradient 70-10% A, 4.5-6.0 min at 10% A. The column temperature was held at 50 °C
during all experiments. The flow rate was set at 200 uL/min.

The analytes were ionised under negative electrospray ionisation (ESI-) and optimised
source conditions. The source temperature was set to 120 °C, and high-purity nitrogen was
fed into the source at 25 L/h (cone) and 600 L/h (desolvation) and desolvation gas was
heated to 350 °C. The capillary voltage was set to —1.5 kV, cone voltage to 80 V, and extractor
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voltage to 3 V. For measurement of analytes, a set of m/z values for single-ion-recording
(SIR) experiments was recorded simultaneously during one chromatographic run. For
saponin quantification, deprotonated molecules [M-H]- were chosen based on a scan-type
experiment. Mass-to-charge ratios (m/z £ 0.5 Da) for SIR channels were set as follows:
avenacoside A—m/z 1061.5; avenacoside B—m1/z 1223; 26-desglucoavenacoside A—im/z
899.5; 13Cs;-avenacoside A—ni/z 1112.5 (internal standard); saponin B—m/z 941.5; DDMP
saponin—i/z 1067; soyasaponin Ba—m/z 957.5 (internal standard). Data acquisition was
performed in Waters MassLynx™ V4.1 (SCN805, Waters Corporation, Milford, MA, USA).
Data analysis was performed in Waters QuanLynx™ V4.1 (SCN805, Waters Corporation,
Milford, MA, USA) and Microsoft Excel® (Microsoft 365 Apps for enterprise).

2.6. Calibration and Quantification

The working solution was prepared by diluting standard stock solutions 100 times
with MeCN:H,O:EtOH solution (50:36:14, v/v). Internal standards, soyasaponin Ba and U-
13C-oat extract, were added before injection to the autosampler vial, and their concentration
in the vial was set at 0.75 mg/L and 0.3 mg/L, respectively. Calibration curve standard
solutions (100 puL) were mixed with internal standards working solutions (50 puL U-13C-
oat extract working solution and 50 puL soyasaponin Ba working solution). Calibration
curves were built for avenacoside A (0.01-2.44 mg/L) and saponin B (0.01-2.48 mg/L)
using eight-point measurements of serially diluted standards, which were run in triplicate.
The regression was found by fitting points to the linear equation. The external standard
calibration curves were built by correlating the concentrations of external standards to the
response factors, which were calculated according to Equation (1).

response factor (RF) = (area of analyte)/(area of internal standard) D

As only the avenacoside A standard was commercially available, other analytes of
interest (avenacoside B and 26-desglucoavenacoside A) were quantified relatively using the
avenacoside A calibration curve. Avenacoside B and 26-desglucoavenacoside A results are
presented in avenacoside A equivalents. Avenacosides were quantified using isotopically
labelled '*C-avenacoside A as an internal standard. As DDMP saponin could not be
sourced commercially, its quantification was based on the saponin B standard curve, and
the results are given in saponin B equivalents. Both were quantified using soyasaponin Ba
as an internal standard.

2.7. Validation of the Method

The following parameters were assessed during method validation: linearity, limit
of detection (LOD), limit of quantification (LOQ), precision, specificity, sample extraction
recoveries, and matrix effect (ME). Developed extraction methods for solid and liquid
samples were validated separately. Oat protein concentrate and pea protein isolate were
used to validate the solid sample extraction method. Saponin determination in liquid
samples was validated using oat and pea drinks.

The linear range and linearity were evaluated via repeated measurements of standard
solutions of avenacoside A and saponin B consisting of 8 individual points obtained from
serial dilution of stock solutions. For the calculation of LOD and LOQ values for avena-
coside A and saponin B compounds, the standard deviation (SD), obtained by analysing
the peak areas of the lowest standard concentration point, was multiplied by three or ten,
respectively [42].

To determine the intra-day precision of the instrumental method, oat protein concen-
trate and pea protein isolate extracts containing all analytes and internal standards were
injected six times, and for inter-day precision, sample extracts were studied across three in-
dependent days to confirm the stability of the retention times and peak areas. The precision
of the extraction methods was determined by repeatability (intra-day) and intermediate
precision (inter-day). Repeatability was carried out by performing six repeated analyses of
the samples on the same day, while the intermediate precision of the method was assessed
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using samples that were analysed on three different days over two months under the same
experimental conditions.

The total recoveries for avenacoside A and saponin B were evaluated by spiking
the solid and liquid samples with a known amount of avenacoside A and saponin B at
three different concentration levels. For estimation of solid sample extraction method
recovery, oat protein concentrate and pea protein isolate (100 mg) were weighed into
a 10 mL volumetric flask (n = 3). Aliquots of avenacoside A and saponin B standard
solutions (10 mL) at three different concentrations were prepared in aqueous EtOH (70%,
v/v) separately. These solutions were added to oat protein concentrate and pea protein
isolate, mixed thoroughly and subjected to the solid sample extraction method as described
above. The recoveries of avenacoside A and saponin B in oat and pea liquid samples
were determined by cross-matrix spiking both sample matrices. For estimation of liquid
sample extraction method recovery, separate standard stock solutions of avenacoside A
and saponin B were prepared (200 mg/L). These solutions were added in different volumes
to 0.25 g of liquid sample (oat and pea drink) (n = 3) weighed into a 5 mL volumetric
flask, mixed thoroughly, and subjected to the liquid sample extraction method as described
above. The total recovery was calculated using Equation (2) [43],

total recovery (%) = (Cspiked/ (Cunspiked * Cspike)) X 100% (2)

where Cqpikeq is the amount of saponin determined in the spiked sample, Cypspiked 1 the
amount of saponin in the unspiked sample, and Cgpjie is the amount of saponins at three
different concentration levels.

ME as one of the most problematic issues in LC-MS was evaluated for all four sample
matrices (oat protein concentrate and pea protein isolate and plant-based drinks) by post-
extraction sample spiking with calibration curve standard solutions, then constructing
a calibration curve based on response factors and spiked standard concentrations, and
comparing the matrix-matched calibration curve slope with the calibration curve slope in
solvent (Equation (3)) [42]

ME (%) = Slopematrix-matched / Slopesolvent % 100%. 3)

Statistical analysis was carried out using Excel® (Microsoft® 365 for enterprise). The
results are presented as mean + SD or relative standard deviation (RSD).

3. Results and Discussion
3.1. Development of Liquid Chromatography Method

The HPLC method was developed and assessed by analysing external standards and
compounds available in oat and pea sample matrices. During development of the liquid
chromatography method, two types of stationary phase chemistry were tested (C18 and
HILIC) as well as different column dimensions. The best separation performance in terms
of time of analysis, selectivity, and efficiency was achieved by the BEH Amide column
(1.0 x 50 mm, 1.7 um). Based on the literature [9,19] and scan-type experiments of oat flour
and pea flour sample extracts, m/z values for SIR channels were chosen for the detection
and relative quantification of targeted compounds without existing standard compounds
in these sample matrices. Avenacoside B and 26-desglucoavenacoside A were found to
be present in the oat sample matrix in addition to avenacoside A. DDMP saponin also
occurred in the pea sample matrix besides saponin B. MRM experiments were conducted
during development of a methodology but we have found that the MRM approach did not
bring any more selectivity but significantly reduced sensitivity by not producing consistent
fragments. The example of a chromatogram obtained by injecting the oat and pea flour
extracts is shown in Supplementary Figure S1.



Foods 2023, 12,991

7 of 16

3.2. Development of Sample Extraction Methods

Two previously published extraction methods (avenacosides in grain and husks of
oats [9] and saponins in peas [19]) were the starting points for the development of a method
for simultaneous saponin extraction from oat and pea matrices. As both extraction methods
were time-consuming, a more efficient sample preparation was proposed for saponin
quantification. All samples were analysed using LC-MS method described in the Materials
and Methods section.

Table 1 shows the main steps of extraction methods and saponin extraction yields
obtained by reference methods (1A and 2A) and modified methods (1B, 2B, 2C, and 2D).
To demonstrate the efficiency of the optimized methods, oat protein concentrate and pea
protein isolate were analysed in duplicate.

Since both reference methods [9,19] started by fat elimination, defatted oat protein
concentrate (fat 18.9%) and pea protein isolate (fat 4.7%) were extracted using methods 1A,
1B, 2A, and 2B. The oat protein concentrate extracted using method 1B gave 37% higher
avenacoside A concentration compared to method 1A, and method 2B resulted in 50%
higher yield than method 2A. Overall, the highest avenacoside A content in oat protein
concentrate was achieved using extraction method 2B. Using method 1B, the pea protein
isolate gave two times higher saponin B yield than using extraction method 1A, and method
2B gave a 76% higher yield than method 2A. Thus, the highest saponin B amount from pea
protein isolate was extracted using method 2B. Although both improved methods 1B and
2B gave similar saponin yields in analysed matrices, it was decided to proceed with more
process-efficient method 2B, as method 1B utilizing two-step methanol reflux extraction is
very time-consuming.

The necessity for fat removal before saponin extraction from the matrix was deter-
mined. For this, saponins from four samples (oat flour and protein concentrate and pea
flour and protein isolate) were extracted using extraction methods 2B and 2C, and lastly,
the extracts were filtered through different filtering devices (the molecular weight cut-off
filters with different membrane pore sizes (3, 10, 30, and 50 kDa), 0.2 um syringe filter, and
ISOLUTE® PLD+ Protein and Phospholipid Removal columns) before the LC-MS analysis.
The results of this experiment are shown in Supplementary Figure S2.

No significant differences in avenacoside A, avenacoside B, saponin B, and DDMP
saponin content were determined in Soxhlet-defatted and non-defatted oat and pea matri-
ces. On the other hand, different molecular cut-off sizes had a significant impact on the
recovery of saponins. The 3 kDa and 10 kDa cut-off filters showed inferior performance
irrespective of the sample matrix and saponin type determined. The maximum recovery of
analytes in the samples was achieved using 50 kDa and in some cases 30 kDa cut-off devices.
In all sample matrices except oat protein concentrate, the application of PLD+ columns and
syringe filters gave even better results than 30 kDa or 50 kDa cut-off filters. Although the
PLD+ and 0.2 um syringe filters gave quite similar analyte recovery, the application of PLD+
columns resulted in clearer MS chromatograms with a minimum number of interfering
peaks in the chromatogram baseline. Moreover, filtering through the PLD+ column enables
an easy transition of the procedure to a high-throughput workflow in the case of using
96-well PLD+ plates. The ISOLUTE® PLD+ proprietary multifunctional sorbent phase is
optimised to selectively retain proteins and phospholipids [44]. The results indicated that
pre-extraction fat removal is not necessary before saponin extraction and could be omitted
and the application of PLD+ columns is the best solution for post-extraction clean-up of
sample extracts. This resulted in a modified method 2C (described in Table 1).
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Table 1. The extraction steps of reference methods 1A and 2A [9,19], their modified versions (1B, 2B, 2C, and 2D), and saponin yields obtained using these methods 2.

Sample Extraction Modified Sample Sample Extraction Modified Sample Modified Sample Modified Sample
1A Extraction 1B 2A Extraction 2B Extraction 2C Extraction 2D
Defatted sample yes yes yes yes no no
Sample and solvent amount 0.5g,25mL x 2 0.5 g, 50 mL EtOH 0.1 g, 10 mL EtOH (70%, 0.1 g, 10 mL EtOH (70%, 0.1 g, 10 mL EtOH (70%,
(10 g/L) MeOH 058 25 mL x 2 MeOH (70%, v/v) v/) /) /)
Extraction 2—st'e}'3 reﬂu?< at 2-step reﬂu?< at boiling 1h fat 25 Cina lhat 2.5 Cinashaking 1hat 25 Cin a shaking 30 min ultrasonic bath
boiling point point shaking incubator incubator incubator

} centrifuge (17,000x g x . centrifuge (17,000x g x centrifuge (14,000x g x centrifuge (14,000x g x

Clean-up decant 10 min at 10 °C) ashless filter paper 10 min at 10 °C) 10 min at 10 °C) 10 min at 10 °C)

Solvent evaporation

vacuum rotary

vacuum rotary

evaporator evaporator

an aqueous MeOH . ) ) . .

Resuspended (5%, 0/2)
. 17,000x g x 10 min 17,000x g x 10 min

Centrifuge at10°C - at10°C - - -
Sample clean-up and SPE C18 - SPE C18 - - -
concentration
Solvent evaporation N, flow - N, flow - - -
Filtering - - - - PLD+ column PLD+ column
Reconstitution/dilution in an os os os os os os
aqueous MeCN (50%, v/v) y y y y y y
Obtained results (mg/100 g +
SD)
Avenacoside A P 19+2¢ 26 +1°¢ 18+3°¢ 37 +2¢ 36+ 3 37+2
Saponin B d 100 £ 3¢ 214 +5¢ 124 +10°€ 219 £ 8¢ 229 + 22 240 + 19

2 Detailed description of extraction methods 1A, 1B, 2A, 2B, and 2C is available in the supplementary information. Each result represents mean + SD (n = 2). b Measured in oat protein
concentrate. © Result is presented on fat-containing sample. ¢ Measured in pea protein isolate.
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The influence of ultrasonic power on the saponin extraction yields was also investi-
gated. Saponins from oat protein concentrate, pea protein isolate, and oat and pea flours
were extracted using methods 2C and 2D (results are shown in Supplementary Table S2).
The results showed that ultrasonication did not have a statistically significant effect on
saponin yield but considering the extraction time the application of ultrasonication is
preferable. It should be noted that heating taking place during sonication had no effect on
the analytes. During this experiment, the ultrasonic bath heated itself from ambient temper-
ature (23 °C) to 40 °C in 30 min. Previous research has shown that the exposure of DDMP
saponin to a temperature higher than 40 °C has a profound effect on its degradation into
saponin B [18]. However, in another study, it was reported that the pure DDMP saponin in
methanolic solution started to decrease in concentration when heated at 65 °C [45].

Based on the obtained results and considering the extraction time and yield, method
2D was utilized for analysis and validation of all solid samples.

Liquid food samples were analysed without the need to use lyophilisation before the
sample extraction. The sample preparation method was based only on the application
of ISOLUTE® PLD+ cartridges for sample extract purification before LC-MS analysis,
previously chosen as the most efficient for cleaning the extracts of the solid samples.

3.3. Validation of the Method

When the chromatographic methods and sample extraction methods were developed,
validation was performed to evaluate the linear range, LODs and LOQs, precision, re-
coveries, and matrix effect of the proposed method. The linearity of response and other
calibration parameters for avenacoside A and saponin B are presented in Table 2. Linearity
for these two saponin standards was obtained in the concentration range of 0.01-2.5 mg/L.
The LOQs were estimated from the lowest point of the calibration curve ranging from
0.015 mg/L for avenacoside A and 0.014 mg/L for saponin B. The obtained LOQ results
were lower than or in accordance with previous research [9,13,17,39].

Table 2. The linear range, calibration curve, limits of detection (LODs), and limits of quantification
(LOQs) of avenacoside A and saponin B.

Analyte Linear Range (mg/L) Calibration Curve ! R? LOD (mg/L) LOQ (mg/L)
avenacoside A 0.01-2.44 y = 0.2445x — 0.0197 0.9998 0.004 0.015
saponin B 0.01-2.48 y = 0.6350x — 0.0059 0.9999 0.004 0.014

! Calibration curve: y = ax + b, where x is the response factor and y is the concentration in mg/L.

After linearity was found to be acceptable for avenacoside A and saponin B, the
repeatability of the method was appraised. Repeatability of retention times and peak
areas were studied first with six replicate injections of oat protein concentrate and pea
protein isolate extract. Table 3 shows the repeatability of retention times, peak areas, and
the precision of solid and liquid sample extraction methods. RSDs of peak areas for all
saponins did not exceed 6%. Intra- and inter-day RSDs were at a similar level, indicating
that the methods are reproducible to an acceptable extent for the routine analysis of oat
and pea products. Intra-day and inter-day RSDs were determined by extracting oat protein
concentrate, pea protein isolate, and plant-based drinks on different days. The RSD of
the intra-day precision ranged from 6 to 13% and inter-day precision from 7 to 11% in
powdered oat and pea samples. For oat and pea plant-based drinks, the intra-day precision
ranged from 3 to 12% and inter-day precision from 7 to 16%. The precisions for the DDMP
saponin pea drink were not evaluable despite multiple measurements (DDMP saponin
content in this sample was <LOQ).



Foods 2023, 12,991

10 of 16

Table 3. Repeatability of retention times (RT) and peak areas of saponins, and precision of the whole method.

Analyte

mlz RT, min

RT RSD (%)

Peak Area RSD (%)

Precision RSD (%)

Inter-Day

Intra-day

Inter-Day

Powdered Samples

Plant-Based Drinks

Intra-Day
(n=6) (n=18) (1 = 6) (n=18) Intra-Day Inter-Day Intra-Day Inter-Day
(n=6) (n=9) (n=6) (n=9)
Avenacoside A 1061.5 1.78 0.232 0.482 1.82 3.09 11 11 12 12
Avenacoside B 1223 1.93 0.20° 0.272 412 452 13 9 3 8
26-desglucoavenacoside A 899.5 1.54 0.362 0.56° 382 6.0 6 7 10 16
13C-avenacoside A P 11125 1.78 0.28 0.54 2.9 4.2 ni. ni. ni. ni.
Saponin B 941.5 1.42 0.29 ¢ 0.98 ¢ 26¢ 3.1°¢ 6 7 6 7
DDMP saponin 1067 1.40 0.23¢ 0.86 ¢ 39¢ 6.3°¢ 8 11 n.a. n.a.
Soyasaponin Ba 4 957.5 1.48 0.30 0.68 2.5 3.0 n.i. n.i. n.i. ni.

@ Measured in oat protein concentrate. b Tnternal standard for avenacoside A, avenacoside B, and 26-desglucoavenacoside A. n.i. Not implemented, no RSD calculable. © Measured in pea

protein isolate. n.a. Not available in this matrix. ¢ Internal standard for saponin B and DDMP saponin.
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The recoveries were determined in oat protein concentrate and pea protein isolate
powder by spiking the oat matrix with avenacoside A and the pea matrix with saponin B.
The recovery of analytes in the case of the liquid sample extraction method was investigated
separately. Table 4 shows the recovery results of powdered and liquid samples. The
recoveries of avenacoside A and saponin B ranged from 90 to 115% and from 82 to 100% in
oat protein concentrate and pea protein isolate, respectively. In the oat drink, the recovery
of avenacoside A ranged from 96 to 113% and saponin B from 98 to 113%. In the pea drink
matrix, the recoveries of avenacoside A and saponin B were from 94 to 106% and from 89
to 98%, respectively. According to validation guidelines, the acceptable recovery range for
this method should be in the range of 80 to 110% [46]. Thus, the mean values of obtained
recoveries were acceptable for both matrices. The recovery results obtained with the current
procedure were similar to ones reported for previously proposed methods [9,13].

Table 4. Recoveries of saponins in solid (oat protein concentrate and pea protein isolate) and liquid
samples (oat drink and pea drink) !.

Spiking Level Spike (me/L) Recovery (%) Spike (me/L) Recovery (%) Recovery (%)
iking Leve ike (m ike (m
P 8 P g Oat Protein Concentrate 2 P g Oat Drink 3 Pea Drink 4
< L1 1.2 115+7 0.24 104 £6 106 £ 1
=

§ L2 0.9 0+7 0.12 113 £7 9+3

]

=

]

z L3 0.4 107 £ 12 0.06 96 + 13 94 +1

Pea protein isolate 5 Oat drink * Pea drink ©

? L1 1.1 82+2 0.23 105 £2 98 +5
.8 L2 0.5 100 £1 0.11 113 £8 89+2

Q
& L3 0.3 96 £ 10 0.06 98 £ 15 93+6

1 Each result represents mean =+ SD (1 = 3). 2 Unspiked matrix initial analyte concentration 0.70 mg/L. 3 Unspiked
matrix initial analyte concentration 0.45 mg/L. * Analyte-free sample matrix. > Unspiked matrix initial analyte
concentration 0.55 mg/L. ® Unspiked matrix initial analyte concentration 0.15 mg/L.

Oat protein concentrate ME on avenacoside A was 100%, and pea protein isolate ME
on saponin B was 110%. Avenacoside A and saponin B ME were 107% and 105% in the
oat drink and 105% and 102% in the pea drink, respectively. All measured ME were in the
optimal range between 90 and 110% [47].

The stock solution of U-13C-oat seed flour extract was analysed for purity. The un-
labelled avenacosides were not detected; thus, isotopically labelled avenacoside A was
regarded as fully labelled. The working solution of 13C-oat flour was added into the LC-MS
vial before the analysis to assess the quantity of analytes and take into account ME. More-
over, recovery experiments confirmed that the method could be used even with internal
standards added post-extraction.

Overall, the method has demonstrated acceptable validation performance in terms of
recovery, sensitivity, specificity, and precision, and could be characterised as robust and
effective and could potentially be applied in a high-throughput environment. Thus, the
developed sample extraction method and the LC-MS method are suitable tools for the
analysis of oat and pea saponins in different matrices, e.g., flours, protein concentrates and
isolates, mixed matrices, and liquid plant-based drinks.

3.4. Determined Concentrations of Saponins in Food Ingredients, Half- and End-Products

High sensitivity and reproducibility as well as very short analysis time make the de-
veloped method suitable for routine quality analysis of oat- and pea-based food ingredients
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and foods, as well as products containing oat and pea components. The results of saponin
contents in various samples are shown in Table 5.

Table 5. Contents of saponins in different food samples !.

mg/100 g
Sample Avenacoside A Avenacoside B 2 26-desglucoavenacoside A 2 Saponin B DDMP Saponin 3
Oat protein concentrate 423 £ 3.0 33.8£0.7 51+£0.2 n.a. n.a.
Whole-grain oat flour 23.4+29 140+15 <LOQ n.a. n.a.
Oat drink 46+0.1 2.7+0.2 <LOQ n.a. n.a.
Pea protein isolate n.a. n.a. n.a. 243.8 £6.2 10.8 £0.7
Pea protein concentrate n.a. n.a. n.a. 203 £1.6 107.6 £ 4.1
Pea flour na. n.a. na. 62+04 61.1£2.0
Pea drink n.a. n.a. n.a. 35+02 <LOQ
Blend * 135+£1.0 109 £0.3 13+03 1239 £ 6.3 271435
Extruded blend * 10.6 £0.3 9.6 £09 1.1+09 1329 £ 124 11.4+0.8

! Each result represents mean + SD (1 = 3). 2 Equivalent of avenacoside A. 3 Equivalent of saponin B. n.a. Not
available in this sample matrix. * Blend: 52% pea protein isolate, 28% oat protein concentrate, and 20% pea
protein concentrate.

In whole-grain oat flour, the contents of avenacoside A, avenacoside B, and 26-
desglucoavenacoside A were 23.4 + 2.9 mg/100 g, 14.0 & 1.5 mg/100 g, and below LOQ,
respectively. According to previous research, the concentrations of avenacosides and their
ratios are different and depend largely on the variety of oats [9]. According to the lat-
ter study, the average avenacoside A content in oat grain in 16 analysed varieties was
36 £ 8 mg/100 g, avenacoside B content was in the range of 30 + 4 mg/100 g, and 26-
desglucoavenacoside A was 2.4 £ 0.8 mg/100 g [9]. Indeed, the contents of avenacoside
A differed up to two-fold depending on the variety, and the ratios of avenacoside A to
avenacoside B varied from 0.9 to 1.7 [9]. According to Giinther-Jordanland et al. (2020), ave-
nacoside A and avenacoside B content in oat flour has been reported to be 24.6 mg/100 g
and 21.9 mg/100 g, respectively [13]. Thus, the concentration of avenacosides in the whole-
grain oat flour determined in the present study is in a good correspondence with the results
reported before [9,13]. In oat protein concentrate (53% protein; Table S1), avenacoside
A content was 42.3 + 3.0 mg/100 g, avenacoside B was 33.8 & 0.7 mg/100 g, and 26-
desglucoavenacoside A was 5.1 £ 0.2 mg/100 g. According to specification (Table S1), this
product was manufactured from oat bran. Previous research has shown that the average
content of avenacoside A and avenacoside B in three analysed oat bran products was
26 + 7 mg/100 g and 8 + 2 mg/100 g, respectively [17], which is similar to concentrations
determined in the whole-grain flour in the current study. Thus, the increased content of
avenacosides in oat protein concentrate should be ascribed to the partial concentration
of the oat saponins together with the protein fraction during the production process of
oat protein concentrate. In an oat drink, avenacoside A content was 4.6 + 0.1 mg/100 g,
avenacoside B was 2.7 &+ 0.2 mg/100 g, and 26-desglucoavenacoside A was below LOQ. As
it was a commercial liquid product with low dry matter content, it resulted in an apparently
lower content of measured saponins. Nevertheless, according to specification (Table S1),
the product contains only 1% of protein and the oat base is the only protein source in the
oat drink. In this respect, considering the oat drink and, e.g., the whole-grain oat flour
(12.5% of protein), the ratio of avenacosides to protein is much higher in the oat drink. One
can suppose the considerable migration of saponins into the liquid phase when soaking
the oats during the initial step of oat drink manufacture.

In pea flour (17.9% protein; Table S1), saponin B content was 6.2 £ 0.4 mg/100 g and
relatively quantified DDMP saponin content was 61.1 &= 2.0 mg/100 g. In fact, our findings
are inconsistent with the results of Reim and Rohn (2015), who analysed saponin B and
DDMP saponin contents in hulls and peas in six different pea varieties using the HPTLC
method [32]. They reported that saponin content in peeled peas was 10 to 40 mg/100 g
of saponin B and 0 to 20 mg/100 g of DDMP saponin depending on pea variety [32].
Nonetheless, the present findings of high DDMP content in pea flour are comparable with
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the results of Heng et al. (2006): the DDMP saponin content varied from 70 to 150 mg/100 g
DM, whereas saponin B varied from 0 to 40 mg/100 g DM [19]. Our results confirm that
the DDMP saponin is the predominant naturally occurring saponin present in pea. The
high level of DDMP saponin in pea flour was observed in the current study most likely
because it has not been thermally treated and DDMP saponin has not been converted into
saponin B. In pea protein concentrate (46.9% protein; Table S1), the saponin B content
was 80.3 + 1.6 mg/100 g and DDMP content was 107.6 & 4.1 mg/100 g. Saponins are
found in the cotyledons and are often associated with the protein bodies of legumes [4].
Therefore, saponin accumulation in pea concentrate produced by dry milling and air
classification is evident [4], which is in accordance with at least twice higher levels of
saponins in pea protein concentrate compared to pea flour determined in our study. In pea
protein isolate (75% protein; Table S1), saponin B content was 243.8 + 6.2 mg/100 g and
DDMP content was 10.8 £ 0.7 mg/100 g. These results show that protein wet extraction
and isoelectric precipitation, likely performed to achieve protein isolate, degrade unstable
DDMP saponin naturally occurring in peas into saponin B. In the pea drink, saponin B
content was 3.5 + 0.2 mg/100 g and DDMP saponin was below LOQ. According to the
product specification (Table S1), it contains 2% of protein, and the only protein source is pea.
Although the exact production process of the pea drink is unknown, taking into account
the content of saponin B per 1 g of pea drink protein (1.75 mg), the probable pea protein
source should contain at least 175 mg of saponins (sum of saponin B and DDMP saponin,
as DDMP saponin is converted into saponin B during drink pasteurization) per 100 g of
pure pea protein.

To test the applicability of the developed method for simultaneous determination of oat
and pea saponins from one matrix, the blend of pea isolate, oat protein concentrate, and pea
protein concentrate was used. In addition, the part of the mixture was extruded according
to the previously published article [41]. Results show that avenacoside A, avenacoside
B, 26-desglucoavenacoside A, saponin B, and DDMP saponin content in the blend were
13.5 £ 1.0 mg/100 g, 10.9 £ 0.3 mg/100 g, 1.3 & 0.3 mg/100 g, 123.9 & 6.2 mg/100 g,
and 27.1 &+ 3.5 mg/100 g, respectively. Considering that this blend was composed of
52% pea protein isolate, 28% oat protein concentrate, and 20% pea protein concentrate,
which were also analysed separately, the recoveries of avenacoside A, avenacoside B, 26-
desglucoavenacoside A, saponin B, and DDMP saponin were 114%, 115%, 90%, 95%, and
100%, respectively. In the extruded blend, avenacoside B and 26-desglucoavenacoside A
content did not change significantly, avenacoside A content decreased by 21%, and saponin
B content increased from 123.9 to 132.9 mg/100 g, which could potentially happen due to
DDMP saponin conversion into saponin B during extrusion cooking.

4. Conclusions

In conclusion, the HILIC-MS-based method for oat and pea matrices, with a relatively
simple extraction procedure for solid and liquid samples, allowing the simultaneous quan-
tification of avenacoside A and saponin B, and the relative quantification of avenacoside B,
26-desglucoavenacoside A, and DDMP saponin, was employed for analysis of saponins
in various food ingredients and products. Oat protein concentrate, pea protein isolate,
and oat- and pea-based drinks were chosen for development and validation of the sample
extraction methods. The optimised HILIC-MS method was able to absolutely quantify
avenacoside A and saponin B in the matrices; other compounds were quantified based on
existing standard compounds. The validation of the improved methods for both sample
types (solid and liquid) showed the acceptable linear range, LODs and LOQs, precisions,
recoveries, and MEs. Generally, an inter-day precision was below 20%. The accuracy
and the precision of quantification were achieved by using the labelled internal standard
(13C-avenacoside A) obtained from U-13C-labelled oat flour and with soyasaponin Ba as
internal standards. The content of saponins was measured in different plant-based oat
and pea products (ingredients, half- and end-products). This method could be potentially
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extended for other plant-based sample matrices, and the absolute quantification of all
analytes could be achieved if the missing saponin standards were to arrive on the market.

Supplementary Materials: The following supporting information can be downloaded at https://
www.mdpi.com/article/10.3390/foods12050991/s1. Description of solid sample extraction methods
(1A, 1B, 2A, 2B, and 2C) used during the method development; Table S1: Nutritional information of
analysed products; Figure S1: LC-MS chromatograms of oat and pea flours (SIR and ESI-). In oat flour:
avenacoside A, avenacoside B, 26-desglucoavenacoside A, and internal standard 13C-avenacoside A.
In pea flour: saponin B, DDMP saponin, and internal standard soyasaponin Ba; Figure S2: Saponin
yield in (a) oat and (b) pea matrices. The effect of sample clean-up: the pre-extraction of fat and
six post-extraction filtration possibilities. The results of avenacoside B are presented in equivalents
of avenacoside A mg/g and DDMP saponin in equivalents of saponin B mg/g; Table S2: The
effectiveness of ultrasonic bath extraction compared to reference extraction conditions using the tube
rotator (extraction yield 100%).

Author Contributions: A.B.: conceptualization, methodology, design of the experiments, carried
out the experiments, investigation, validation, data curation, visualisation, writing—original draft,
review and editing. D.P.: design of the experiments, methodology, writing—review and edit-
ing. TXK.: supervision, investigation, formal analysis, funding acquisition, project administra-
tion, resources, writing—review and editing. M.K.: writing—review and editing, supervision.
E.-G.K.: writing—review and editing. All authors have read and agreed to the published version of
the manuscript.

Funding: The financial support for this research was provided by the European Union European
Regional Development Fund (ERDF) and Estonian Research Council via projects RESTA16 and
RESTA17.

Data Availability Statement: Data is contained within the article or supplementary material.

Acknowledgments: The authors thank Aleksei Kaleda for kindly providing samples, Georg Arju for
assistance with chromatographic method development, and Kristiina Loit for helping with sample
analysis (Center of Food and Fermentation Technologies).

Conflicts of Interest: The authors declare no conflict of interest. The financial supporters had no role
in the design of the study; in the collection, analyses, or interpretation of data; in the writing of the
manuscript; or in the decision to publish the results.

References

1. Alexander, P.; Brown, C.; Arneth, A.; Finnigan, J.; Moran, D.; Rounsevell, M.D.A. Losses, inefficiencies and waste in the global
food system. Agric. Syst. 2017, 153, 190-200. [CrossRef] [PubMed]

2. FAO. Dietary Protein Quality Evaluation in Human Nutrition: Report of an FAO Expert Consultation, 31 March—2 April 2011, Auckland,
New Zealand; FAO: Rome, Italy, 2013.

3. Mikinen, O.E.; Sozer, N.; Ercili-Cura, D.; Poutanen, K. Chapter 6—Protein From Oat: Structure, Processes, Functionality, and
Nutrition. In Sustainable Protein Sources; Nadathur, S.R., Wanasundara, J.P.D., Scanlin, L., Eds.; Academic Press: San Diego, CA,
USA, 2017; pp. 105-119.

4. Tulbek, M.C.; Lam, R.S.H.; Wang, Y.C.; Asavajaru, P; Lam, A. Chapter 9—Pea: A Sustainable Vegetable Protein Crop. In
Sustainable Protein Sources; Nadathur, S.R., Wanasundara, J.P.D., Scanlin, L., Eds.; Academic Press: San Diego, CA, USA, 2017;
pp. 145-164.

5. Kaleda, A; Talvistu, K.; Vaikma, H.; Tammik, M.-L.; Rosenvald, S.; Vilu, R. Physicochemical, textural, and sensorial properties of
fibrous meat analogs from oat-pea protein blends extruded at different moistures, temperatures, and screw speeds. Future Foods
2021, 4, 100092. [CrossRef]

6. Rackis, ].J.; Sessa, D.].; Honig, D.H. Flavor problems of vegetable food proteins. J. Am. Oil Chem. Soc. 1979, 56, 262-271. [CrossRef]

7. Rochfort, S.; Panozzo, J. Phytochemicals for health, the role of pulses. J. Agric. Food Chem. 2007, 55, 7981-7994. [CrossRef]
[PubMed]

8.  Roland, WS.U.; Pouvreau, L.; Curran, J.; van de Velde, F.; de Kok, PM.T. Flavor Aspects of Pulse Ingredients. Cereal Chem. 2017,
94, 58-65. [CrossRef]

9.  Pecio, L.; Wawrzyniak-Szotkowska, A.; Oleszek, W.; Stochmal, A. Rapid analysis of avenacosides in grain and husks of oats by
UPLC-TQ-MS. Food Chem. 2013, 141, 2300-2304. [CrossRef] [PubMed]

10. Pecio, L.; Jedrejek, D.; Masullo, M.; Piacente, S.; Oleszek, W.; Stochmal, A. Revised structures of avenacosides A and B and a new

sulfated saponin from Avena sativa L.: Steroidal saponins from Avena sativa L. Magn. Reason. Chem. 2012, 50, 755-758. [CrossRef]


https://www.mdpi.com/article/10.3390/foods12050991/s1
https://www.mdpi.com/article/10.3390/foods12050991/s1
http://doi.org/10.1016/j.agsy.2017.01.014
http://www.ncbi.nlm.nih.gov/pubmed/28579671
http://doi.org/10.1016/j.fufo.2021.100092
http://doi.org/10.1007/BF02671470
http://doi.org/10.1021/jf071704w
http://www.ncbi.nlm.nih.gov/pubmed/17784726
http://doi.org/10.1094/CCHEM-06-16-0161-FI
http://doi.org/10.1016/j.foodchem.2013.04.094
http://www.ncbi.nlm.nih.gov/pubmed/23870961
http://doi.org/10.1002/mrc.3869

Foods 2023, 12, 991 15 of 16

11.
12.

13.

14.

15.

16.
17.

18.

19.

20.
21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

Onning, G.; Asp, N.-G. Analysis of saponins in oat kernels. Food Chem. 1993, 48, 301-305. [CrossRef]

Ginther-Jordanland, K.; Dawid, C.; Dietz, M.; Hofmann, T. Key Phytochemicals Contributing to the Bitter Off-Taste of Oat
(Avena sativa L.). ]. Agric. Food Chem. 2016, 64, 9639-9652. [CrossRef] [PubMed]

Giinther-Jordanland, K.; Dawid, C.; Hofmann, T. Quantitation and Taste Contribution of Sensory Active Molecules in Oat
(Avena sativa L.). ]. Agric. Food Chem. 2020, 68, 10097-10108. [CrossRef] [PubMed]

Price, K.R.; Fenwick, G.R. Soyasaponin I, a compound possessing undesirable taste characteristics isolated from the dried pea
(Pisum sativum L.). ]. Sci. Food Agric. 1984, 35, 887-892. [CrossRef]

Price, K.R,; Johnson, I.T.; Fenwick, G.R.; Malinow, M.R. The chemistry and biological significance of saponins in foods and
feedingstuffs. Crit. Rev. Food Sci. Nutr. 1987, 26, 27-135. [CrossRef] [PubMed]

Lasztity, R.; Hidvégi, M.; Bata, A. Saponins in food. Food Rev. Int. 1998, 14, 371-390. [CrossRef]

Yang, J.; Wang, P.; Wu, W.; Zhao, Y.; Idehen, E.; Sang, S. Steroidal Saponins in Oat Bran. . Agric. Food Chem. 2016, 64, 1549-1556.
[CrossRef] [PubMed]

Heng, L.; Vincken, J.-P.; Hoppe, K.; van Koningsveld, G.A.; Decroos, K.; Gruppen, H.; van Boekel, M.A.].S.; Voragen, A.G.J.
Stability of pea DDMP saponin and the mechanism of its decomposition. Food Chem. 2006, 99, 326-334. [CrossRef]

Heng, L.; Vincken, J.-P; van Koningsveld, G.; Legger, A.; Gruppen, H.; van Boekel, T.; Roozen, J.; Voragen, E. Bitterness of
saponins and their content in dry peas. J. Sci. Food Agric. 2006, 86, 1225-1231. [CrossRef]

Cheeke, P.R. Nutritional and physiological implications of saponins: A review. Can. J. Anim. Sci. 1971, 51, 621-632. [CrossRef]
Southon, S.; Wright, A J.; Price, K.R.; Fairweather-Tait, S.J.; Fenwick, G.R. The effect of three types of saponin on iron and zinc
absorption from a single meal in the rat. Br. J. Nutr. 1988, 59, 389-396. [CrossRef]

Ikewuchi, C.C. Hypocholesterolemic effect of an aqueous extract of the leaves of Sansevieria senegambica Baker on plasma lipid
profile and atherogenic indices of rats fed egg yolk supplemented diet. EXCLI J. 2012, 11, 346-356.

Barky, A.R.E.; Hussein, S.A.; Alm-Eldeen, A.-E.; Hafez, Y.A.; Mohamed, T.M. Saponins and their potential role in diabetes mellitus.
Diabetes Manag. 2017, 7, 148.

Johnson, I.T.; Gee, ].M.; Price, K.; Curl, C.; Fenwick, G.R. Influence of Saponins on Gut Permeability and Active Nutrient Transport
in Vitro. J. Nutr. 1986, 116, 2270-2277. [CrossRef] [PubMed]

Yamamoto, M.; Kumagai, A.; Yamamura, Y. Plasma lipid-lowering action of ginseng saponins and mechanism of the action. Am.
J. Chin. Med. 1983, 11, 84-87. [CrossRef] [PubMed]

Dong, J.; Liang, W.; Wang, T.; Sui, J.; Wang, J.; Deng, Z.; Chen, D. Saponins regulate intestinal inflammation in colon cancer and
IBD. Pharmacol. Res. 2019, 144, 66-72. [CrossRef] [PubMed]

Van Atta, G.R.; Guggolz, ].; Thompson, C.R. Plant Analysis, Determination of Saponins in Alfalfa. J. Agric. Food Chem. 1961, 9,
77-79. [CrossRef]

Von Buchi, J.; Dolder, R. Determining the hemolytic index of official medicinal drugs. Pharm. Acta Helv. 1950, 25, 179-188.
[PubMed]

Morgan, M.R.A.; McNerney, R.; Matthew, J.A.; Coxon, D.T.; Chan, H.W.-S. An enzyme-linked immunosorbent assay for total
glycoalkaloids in potato tubers. J. Sci. Food Agric. 1983, 34, 593-598. [CrossRef]

Thieme, H.; Hartmann, U. Comparison of various methods for the spectrophotometric determination of glycyrrhizic acid in Radix
liquiritiae DAB 7-DDR. Pharm 1974, 29, 50-53.

Fenwick, D.E.; Oakenfull, D. Saponin content of soya beans and some commercial soya bean products. J. Sci. Food Agric. 1981, 32,
273-278. [CrossRef]

Reim, V.; Rohn, S. Characterization of saponins in peas (Pisum sativum L.) by HPTLC coupled to mass spectrometry and a
hemolysis assay. Food Res. Int. 2015, 76, 3-10. [CrossRef]

Myoga, K.; Shibata, F. Ladino Clover Sapogenins and the Gas Chromatographic Assay Method. Jpn. Soc. Grassl. Sci. 1977,
23, 67-72.

Kesselmeier, J.; Strack, D. High Performance Liquid Chromatographic Analysis of Steroidal Saponins from Avena sativa L. Z. Nat.
C 1981, 36, 1072-1074. [CrossRef]

Amarowicz, R.; Yoshiki, Y.; Pegg, R.B.; Okubo, K. Presence of two saponins in faba bean (Vicia faba L.) seeds. Food Nahr. 1997, 41,
352-354. [CrossRef]

Maillard, M.P.; Wolfender, J.-L.; Hostettmann, K. Use of liquid chromatography—Thermospray mass spectrometry in phytochem-
ical analysis of crude plant extracts. J. Chromatogr. A 1993, 647, 147-154. [CrossRef]

Wolfender, ].L.; Hostettmann, K.; Abe, F.; Nagao, T.; Okabe, H.; Yamauchi, T. Liquid chromatography combined with thermospray
and continuous-flow fast atom bombardment mass spectrometry of glycosides in crude plant extracts. J. Chromatogr. A 1995, 712,
155-168. [CrossRef] [PubMed]

Decroo, C.; Colson, E.; Lemaur, V.; Caulier, G.; De Winter, J.; Cabrera-Barjas, G.; Cornil, ].; Flammang, P.; Gerbaux, P. Ion mobility
mass spectrometry of saponin ions. Rapid Commun. Mass Spectrom. 2019, 33, 22-33. [CrossRef]

Decroos, K.; Vincken, J.-P; Heng, L.; Bakker, R.; Gruppen, H.; Verstraete, W. Simultaneous quantification of differently glyco-
sylated, acetylated, and 2,3-dihydro-2,5-dihydroxy-6-methyl-4H-pyran-4-one-conjugated soyasaponins using reversed-phase
high-performance liquid chromatography with evaporative light scattering detection. J. Chromatogr. A 2005, 1072, 185-193.
[CrossRef]


http://doi.org/10.1016/0308-8146(93)90145-6
http://doi.org/10.1021/acs.jafc.6b04995
http://www.ncbi.nlm.nih.gov/pubmed/27983806
http://doi.org/10.1021/acs.jafc.0c04022
http://www.ncbi.nlm.nih.gov/pubmed/32786831
http://doi.org/10.1002/jsfa.2740350812
http://doi.org/10.1080/10408398709527461
http://www.ncbi.nlm.nih.gov/pubmed/3308321
http://doi.org/10.1080/87559129809541169
http://doi.org/10.1021/acs.jafc.5b06071
http://www.ncbi.nlm.nih.gov/pubmed/26852819
http://doi.org/10.1016/j.foodchem.2005.07.045
http://doi.org/10.1002/jsfa.2473
http://doi.org/10.4141/cjas71-082
http://doi.org/10.1079/BJN19880048
http://doi.org/10.1093/jn/116.11.2270
http://www.ncbi.nlm.nih.gov/pubmed/3794833
http://doi.org/10.1142/S0192415X83000148
http://www.ncbi.nlm.nih.gov/pubmed/6660219
http://doi.org/10.1016/j.phrs.2019.04.010
http://www.ncbi.nlm.nih.gov/pubmed/30959159
http://doi.org/10.1021/jf60113a022
http://www.ncbi.nlm.nih.gov/pubmed/15430133
http://doi.org/10.1002/jsfa.2740340610
http://doi.org/10.1002/jsfa.2740320311
http://doi.org/10.1016/j.foodres.2014.06.043
http://doi.org/10.1515/znc-1981-11-1228
http://doi.org/10.1002/food.19970410607
http://doi.org/10.1016/0021-9673(93)83334-O
http://doi.org/10.1016/0021-9673(95)00522-O
http://www.ncbi.nlm.nih.gov/pubmed/8556148
http://doi.org/10.1002/rcm.8193
http://doi.org/10.1016/j.chroma.2005.03.021

Foods 2023, 12, 991 16 of 16

40.

41.

42.

43.

44.
45.

46.

47.

Tian, J.; Fu, C.; Xu, L.; Lu, M. Extraction and identification of group B soybean saponins based on adsorption chromatography
and HPLC-MS. In Proceedings of the 2010 3rd International Conference on Biomedical Engineering and Informatics, Yantai,
China, 16-18 October 2010; pp. 2049-2051.

Kaleda, A ; Talvistu, K.; Tamm, M.; Viirma, M.; Rosend, ].; Tanilas, K.; Kriisa, M.; Part, N.; Tammik, M.-L. Impact of Fermentation
and Phytase Treatment of Pea-Oat Protein Blend on Physicochemical, Sensory, and Nutritional Properties of Extruded Meat
Analogs. Foods 2020, 9, 1059. [CrossRef]

Kruve, A.; Rebane, R.; Kipper, K.; Oldekop, M.-L.; Evard, H.; Herodes, K.; Ravio, P; Leito, I. Tutorial review on validation of
liquid chromatography-mass spectrometry methods: Part II. Anal. Chim. Acta 2015, 870, 8-28. [CrossRef]

Guidelines for Standard Method Performance Requirements AOAC. Appendix F. 2016, p. 18. Available online: https://www.
aoac.org/wp-content/uploads/2019/08/app_f.pdf (accessed on 14 April 2022).

Biotage ISOLUTE®PLD+. Available online: https:/ /www.biotage.com/phospholipid-removal (accessed on 15 January 2023).
Hu, J.; Lee, S.-O.; Hendrich, S.; Murphy, P.A. Quantification of the Group B Soyasaponins by High-Performance Liquid
Chromatography. J. Agric. Food Chem. 2002, 50, 2587-2594. [CrossRef]

Guidelines for the Validation of Chemical Methods for the FDA FVM Program, 3rd ed.; U.S. Food and Drug Administration
Foods Program: White Oak, MD, USA, 2019. Available online: https://www.fda.gov/media/81810/download (accessed
on 31 March 2022).

Grant, R.P,; Rappold, B.A. Development and Validation of Small Molecule Analytes by Liquid Chromatography-Tandem Mass
Spectrometry. In Principles and Applications of Clinical Mass Spectrometry, 1st ed.; Rifai Horvath, A.R., Wittwer, C.T., Eds.; Elsevier:
London, UK, 2018; pp. 115-179. [CrossRef]

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


http://doi.org/10.3390/foods9081059
http://doi.org/10.1016/j.aca.2015.02.016
https://www.aoac.org/wp-content/uploads/2019/08/app_f.pdf
https://www.aoac.org/wp-content/uploads/2019/08/app_f.pdf
https://www.biotage.com/phospholipid-removal
http://doi.org/10.1021/jf0114740
https://www.fda.gov/media/81810/download
http://doi.org/10.1016/B978-0-12-816063-3.00005-0

	Introduction 
	Materials and Methods 
	Chemicals and Materials 
	Food Samples 
	Extraction Method for Solid Samples and for Liquid Samples 
	Preparation of Standard Solutions 
	Liquid Chromatography Mass Spectrometry 
	Calibration and Quantification 
	Validation of the Method 

	Results and Discussion 
	Development of Liquid Chromatography Method 
	Development of Sample Extraction Methods 
	Validation of the Method 
	Determined Concentrations of Saponins in Food Ingredients, Half- and End-Products 

	Conclusions 
	References

