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Abstract: The secondary structure of a protein has been identified to be a crucial indicator that governs
its water solubility. Tilapia protein isolate (TPI), soybean protein isolate (SPI), and tilapia-soybean
protein co-precipitates (TSPC3:1, TSPC2:1, TSPC1:1, TSPC1:2, and TSPC1:3) were prepared by mixing
tilapia meat and soybean meal at different mass ratios. The results demonstrated that the
water solubility of TSPCs was significantly greater than that of TPI (p <0.05). The changes in
ultraviolet–visible and near-ultraviolet circular dichroism spectra indicated that the local structure
of TSPCs was different from that of TPI and SPI. Fourier transform infrared Spectroscopy revealed
the co-existence of TPI and SPI structures in TSPCs. The secondary structures of TSPCs were
predominantly α-helix and β-sheet. TSPC1:1 was unique compared to the other TSPCs. In addition,
there was a good correlation between the water solubility and secondary structure of TSPCs, in which
the correlation coefficients of α-helix and β-sheet were −0.964 (p <0.01) and 0.743, respectively.
TSPCs displayed lower α-helix contents and higher β-sheet contents compared to TPI, which
resulted in a significant increase in their water solubility. Our findings could provide insight into
the structure–function relationship of food proteins, thus creating more opportunities to develop
innovative applications for mixed proteins.

Keywords: tilapia; soybean; protein co-precipitates; protein secondary structure; water solubility;
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1. Introduction

Tilapia (oreochromis niloticus) is a widely-cultured freshwater fish species in Africa and Asia.
This species has attracted a considerable amount of attention due to its low fat levels, high protein
contents, being rich in unsaturated fatty acids, and being particularly suitable for children and the
elderly [1]. Both tilapia fish meal and tilapia protein isolates, which are low in calories and high
in nutritional value, have been successfully introduced into pasta [2,3]. Consumer demand for
aquatic foods continues to grow and tilapia proteins have caught the attention of functional food
manufacturers [4,5]. However, even though the excellent nutritional properties of tilapia proteins are
well-recognized, they remain unable to meet the various needs of food systems because of limitations
regarding their water solubility and related functional properties [6,7]. These concerns have triggered
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numerous manufacturer groups to develop new ways to solve the problem. Recently, animal proteins
have been combined with plant proteins to improve the quality of food products [8]. Several studies
have combined both animal and plant proteins to obtain a material with excellent processing properties
for food industry applications [9,10].

Among the known vegetable proteins, soybean protein represents the largest source of plant-based
protein in the world. Soybean protein has a wide range of applications in infant formulas due to its good
solubility and high nutritional value [11,12]. Numerous studies have confirmed that soybean protein
is suitable for mixed protein systems, including soy globulins and β-lactoglobulin [13], soy protein
and micellar caseins [14], and soy protein and bovine collagen [15]. In most cases, mixed protein
systems exhibit excellent gelling, film formation, and other surface functional properties during their
application in the food industry [8,16]. More recently, soy protein and cod protein were integrated to
construct a double protein network that is expected to find many applications in the food and other
relevant industries [17]. With the ever-increasing demand for novel food products, systems that mix
fish proteins and plant proteins are worth further investigation and development [16]. Therefore,
combining tilapia protein with soy protein may be considered an ideal way to achieve the protein
properties that food manufacturers require.

Protein co-precipitates are common protein complexes in mixed protein systems [18].
Co-precipitation can serve as an excellent strategy for mixing tilapia protein and soybean protein.
Existing studies suggest that whey-soy protein co-precipitates, which contain the protein components
of whey protein and soybean protein, exhibit a high water-holding capacity and good gelling
properties [19]. Sheep milk protein co-precipitates were found to have a high foaming capacity and
good stability at all pH values [20]. Additionally, the nutritional properties of protein co-precipitates
can be enhanced by altering their amino acid compositions [21]. A recent study showed that protein
co-precipitates, as a food ingredient, can provide angiotensin-converting enzyme (ACE) inhibitory
activity and antioxidant activities for high-selectivity applications [22]. The combination of a wide
range of physical, functional, and nutritional properties allows for protein co-precipitates to exhibit the
desired processing properties and be suitably used as an ingredient in various food systems.

In a mixed protein system, the structural diversity and amphiphilicity of the food proteins
allow them to interact with other proteins in food products under certain conditions, which may
cause structural changes to occur in the food proteins and affect the functional properties of the food
products [8,13]. To better understand the relationship between structural changes and functional
properties, numerous studies have used spectral analyses to determine the structural alterations in
mixed protein systems. For instance, the formation of a rice protein and whey protein complex has been
verified by both fluorescence and ultraviolet-visible (UV-Vis) spectra [23]. Fourier Transform Infrared
(FTIR) spectral data have revealed that casein non-phosphopeptides and soybean polypeptides can be
aggregated to generate new chemical bonds [24]. Through near-ultraviolet circular dichroism (near-UV
CD) and far-UV CD studies, it was found that rice protein can be integrated into soy protein to form
more complicated structures in order to improve its water solubility [25,26]. Therefore, a systematic
and thorough study on the structural changes in a mixed tilapia protein and soybean protein system is
required in order to evaluate its functional properties.

It is well known that the secondary structure of a protein is the basis for its properties in a food
system. During processing, the a-helix was shown to be negatively related to the elastic modulus
of silver carp myosin and the gel strength of shrimp surimi, while the β-sheet was shown to be
positively correlated [27,28]. It has been reported that the β-sheet and β-turn content in silver carp
myosin increased after glycation, suggesting that a highly flexible conformation is important for
determining its functional properties [29]. These correlation studies have demonstrated that the
structural flexibility of a protein can provide us with a deep understanding of its functional properties.
Moreover, the water solubility of a food protein plays a significant role in its functional properties,
such as foaming, emulsifying, and gelling, and serves as a protein alteration index during food
processing [30,31]. In addition, food proteins with excellent water solubility have been shown to be
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promising interfacial materials. Several studies have discussed the importance of the water solubility
of mixed protein systems in food industry applications [25,26]. A good correlation coefficient (0.920,
p <0.01) was found between the molecular flexibility and emulsifying properties of food proteins [32].
However, the correlation between the secondary structure and water solubility of proteins has rarely
been reported on. Therefore, to broaden the range of applications of mixed tilapia protein and soybean
protein systems, it is necessary to explore the relationship between the secondary structure and water
solubility of these proteins.

In the present study, tilapia-soybean protein co-precipitates (TSPCs) were prepared by mixing
tilapia meat and soybean meal at different mass ratios. The water solubility and structural characteristics
of the TSPCs were determined, and in this respect, the importance of secondary structures is discussed.
In addition, other relevant structural features of TSPCs were analyzed at different levels. Our findings
could expand the potential ways to prepare novel mixed protein systems and help to provide a
theoretical framework for the structure–function analysis of protein co-precipitates.

2. Results and Discussion

2.1. Analysis of the Water Solubility of TSPCs

The water solubility of proteins can affect their functional performances when applied in beverages
and infant formula, and operates as an index of structural alteration during food processing [31].
Figure 1 illustrates the solubility patterns of the tilapia protein isolate (TPI), TSPCs, and soybean protein
isolate (SPI) that were obtained from the pH shift process. The pH-solubility profiles of the TSPCs
are U-shaped, which is similar to a previous study on water solubility, in a wide pH range of tilapia
protein concentrate [7] and commercial soy proteins [11]. Typically, the water solubility at various pH
values is used to indicate the performance of protein co-precipitates when they are incorporated into
food systems. As shown in Figure 1, the water solubility of the TSPCs was significantly greater than
that of the TPI (p <0.05), which is consistent with previous findings about the higher water solubility of
soybean-whey co-precipitates than that of separate protein co-precipitates [33]. The greatest changes
(an increase of more than 40%) in solubility values between the TPI and the TSPCs occurred at pH
7.0. At a neutral pH, TSPC1:3 displayed the highest water solubility of 81.9%, indicating that TSPCs
are appropriate for use in food formulations. Therefore, TSPCs can serve as ingredients that help to
achieve excellent functional properties in a variety of foods.

However, the water solubility value of TSPC1:1 was not significantly different compared to that
of TSPC2:1 at pH 7.0 and 9.0, as well as that of the other TSPCs at pH 11.0. The changes in the water
solubility of the TSPCs can be explained in terms of two aspects: (i) proteins have either a net positive
or a net negative charge at low and high pH values, leading to an electrostatic repulsive force that
separated the protein molecules and further increased their water solubility [34]; and (ii) the molecular
structures of the TSPCs may have extended and become less tense, which enabled them to easily
spread out in the water, resulting in the different values of water solubility. Existing research suggests
that the solubility of proteins is dependent on its structure, the pH, and other intrinsic factors [35].
To elucidate the mechanism that underlies this phenomenon, the structural characteristics of the TSPCs
were further assessed using different spectral experiments.
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Figure 1. Water solubility of tilapia protein isolate (TPI), tilapia-soybean protein co-precipitates (TSPCs),
and soybean protein isolate (SPI). Different letters with the same pH value indicate significant differences
in the water solubility of the samples (p < 0.05).

2.2. Analysis of the TSPCs’ UV-Vis Spectra

UV-Vis spectra of protein solutions are usually sensitive to protein conformations [36]. As shown in
Figure 2, the TSPCs displayed similar peaks of aromatic amino acids within the range of 260–280 nm and
the absorbance values (at 280 nm) of the TSPCs were found to gradually increase. This result is probably
due to the π-π* transition of the benzene rings of tryptophan and tyrosine on the protein peptide chains.
Such increased UV-Vis absorption intensities reflect the weakening of the hydrogen-bond interactions
in the TSPCs molecules compared to the TPI and indicate the extension of peptide chains, which can
influence the molecular structure of TSPCs. Moreover, the UV-Vis absorption peaks of the TSPCs
exhibited a tendency to move toward a short wavelength. In comparison with the TPI, the absorption
peaks of TSPC1:1, TSPC1:2, and TSPC1:3 shifted slightly to a shorter wavelength. Previous studies have
confirmed that crosslinking of peptide chains occurs between rice protein and whey protein under
strongly alkaline conditions, which is caused by hydrogen bonds, hydrophobic forces, and electrostatic
interactions and leads to changes in the aromatic amino acids [23]. Regarding the tilapia and soybean
co-solved at pH 11.0, the peptide chains of the two original proteins may also have been cross-linked,
which subsequently altered the molecular structure of the TSPCs and led to the alterations in the UV
spectra. Thus, through the responses to aromatic amino acids, the changes in the local structure of the
TSPCs were determined by analysis of UV-Vis spectra.
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2.3. Near-UV CD Analysis of the TSPCs

CD spectra are widely used to analyze the structure of proteins [37]. A near-UV CD signal is
derived from the chirality of the side chain environment of amino acid residues and can reflect the
molecular structure of proteins as depicted by the interaction and orientation of the aromatic ring of
its tyrosine, tryptophan, and phenylalanine with other amino acid moieties [25,38]. Each aromatic
amino acid tends to display a typical wavelength profile in near-UV CD spectra [39]. As shown in
Figure 3, the TPI and TSPC3:1 exhibited tyrosine peaks between 275 and 282 nm, while the SPI and
the other TSPCs displayed phenylalanine peaks between 255 and 270 nm. These findings indicate
that the amino acid residues of the TSPCs side chains were different from those of tilapia protein and
soybean protein. Moreover, the tyrosine and phenylalanine in the TSPCs was demonstrated to have
a prominent positive ellipticity band with an upward shift. The near-UV CD spectra of the protein
samples exhibit opposite signals, which may indicate chiral inversion [40]. It was found that the
molar ellipticity of TSPCs was higher than that of the TPI, indicating stronger interactions among
the aromatic residues. Generally, the order of the arrangement of the local amino acids as well as the
interactions between proteins and other molecules can affect the secondary structure of proteins [25,41].
Besides this, the hydrogen bonds between amino hydrogen and carbonyl oxygen play a critical role
in maintaining the α-helix structure [42,43]. The changes in the absorption peaks of the near-UV CD
spectra revealed that the TSPCs may have had less tense structures compared to the TPI. Consistent
findings have been reported on the ellipticity values of seed flour proteins that are associated with the
interactions between aromatic residues, in which a stronger interaction causes a lower proportion of
α-helix structure in seed flour proteins [44].

Based on the abovementioned spectral analysis, compared to the TPI and SPI, changes in the
molecular structures of the TSPCs were observed, which could dramatically affect their water solubility
values. However, UV-Vis and near-UV CD spectra only reflect the local protein structure of TSPCs.
To identify the cause of the changes in the water solubility, a comprehensive analysis was performed
on the secondary structure of the TSPCs.
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2.4. FTIR Spectral Analysis of the TSPCs

FTIR spectroscopy is a valuable method for monitoring the changes in the secondary structure of
proteins [45]. As shown in Figure 4, the FTIR spectra of the TSPCs within the range of 400–4000 cm−1

showed that the characteristic adsorption band was similar to those observed in the proteins that
were isolated from tilapia and soybean. It is worth noting that the amide A band, amide B band,
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amide I band, amide II band, amide III band, and several adsorption peak areas (400–800 cm−1) are the
characteristic group frequencies that are produced by the repetitive polypeptide units of proteins [46].
The absorption band of the TSPCs at the amide A band was attributed to the stretching of N-H, and the
amide B band was attributed to changes in the C-H stretching. The amide I band was associated with
C=O stretching, the amide II band was affected by C-N stretching, and the amide III band was related
to changes in C-N stretching and N-H bending [32]. Additionally, several adsorption peaks within the
range of 400–800 cm−1 were attributed to the vibrations of C-H and N-H bonds in the TSPCs.

According to the obtained FTIR spectra data, the absorption intensities of the TSPCs were
significantly different from those of the TPI and the SPI. Regarding the infrared spectrum of the amide
A, amide I, and amide II bands, the infrared absorption intensity of the TSPCs was markedly weaker
than that of the TPI and there was an obvious displacement at the amide B and amide III bands.
These results indicate that the intramolecular and intermolecular hydrogen bonds of the TSPCs were
weaker than those of the TPI (Figure 2). Moreover, the TSPCs demonstrated an absorption peak at
1075 cm−1, which was found in the SPI, but was not observed in the TPI. The protein structures of
TSPC3:1, TSPC2:1, and TSPC1:1 were found to be similar to those of the TPI, in which an absorption peak
was observed at 936 cm−1. These results prove that the tilapia protein and soybean protein structures
co-existed in the TSPCs. This conclusion is supported by the fact that a soybean polypeptide and casein
non-phosphopeptide protein complex was found to contain two protein structures [24]. As presented
in Figure S1 and the Supplementary Materials, the TSPCs contained mixed subunit components of
TPI and SPI, further verifying the co-existence of tilapia protein and soybean protein structures in the
TSPCs. Additionally, TSPC1:1 exhibited a weaker absorption intensity compared to the other TSPCs,
indicating that it may possess unique protein structures. To further explore the structural variability
among the five TSPCs, the contents of their secondary structures were analyzed.

Molecules 2019, 24, x  6  of  15 

Molecules 2019, 24, x; doi:  www.mdpi.com/journal/molecules 

the characteristic group frequencies that are produced by the repetitive polypeptide units of proteins 

[46]. The absorption band of the TSPCs at the amide A band was attributed to the stretching of N‐H, 

and  the  amide B  band was  attributed  to  changes  in  the C‐H  stretching. The  amide  I  band was 

associated with C=O stretching, the amide II band was affected by C‐N stretching, and the amide III 

band  was  related  to  changes  in  C‐N  stretching  and  N‐H  bending  [32].  Additionally,  several 

adsorption peaks within the range of 400–800 cm−1 were attributed to the vibrations of C‐H and N‐H 

bonds in the TSPCs. 

According  to  the  obtained  FTIR  spectra  data,  the  absorption  intensities  of  the  TSPCs were 

significantly different  from  those of  the TPI and  the SPI. Regarding  the  infrared spectrum of  the 

amide A, amide I, and amide II bands, the infrared absorption intensity of the TSPCs was markedly 

weaker than that of the TPI and there was an obvious displacement at the amide B and amide III 

bands. These  results  indicate  that  the  intramolecular  and  intermolecular  hydrogen  bonds  of  the 

TSPCs  were  weaker  than  those  of  the  TPI  (Figure  2). Moreover,  the  TSPCs  demonstrated  an 

absorption peak at 1075 cm−1, which was  found  in  the SPI, but was not observed  in  the TPI. The 

protein structures of TSPC3:1, TSPC2:1, and TSPC1:1 were found to be similar to those of the TPI,  in 

which an absorption peak was observed at 936 cm−1. These results prove that the tilapia protein and 

soybean protein structures co‐existed in the TSPCs. This conclusion is supported by the fact that a 

soybean polypeptide and casein non‐phosphopeptide protein complex was  found  to contain  two 

protein  structures  [24]. As  presented  in  Figure  S1  and  the  Supplementary Materials,  the  TSPCs 

contained mixed subunit components of TPI and SPI,  further verifying  the co‐existence of  tilapia 

protein  and  soybean  protein  structures  in  the  TSPCs. Additionally,  TSPC1:1  exhibited  a weaker 

absorption  intensity compared  to  the other TSPCs,  indicating  that  it may possess unique protein 

structures. To further explore the structural variability among the five TSPCs, the contents of their 

secondary structures were analyzed. 

 

Figure 4. FTIR spectra of the TPI, TSPCs, and SPI.



Molecules 2019, 24, 4337 7 of 14

2.5. Determination of the Secondary Structure of the TSPCs

To further analyze the contents of the secondary structures in the TSPCs, the infrared spectra
of the amide I band at 1600–1700 cm−1 were fitted using Peak Fit software. The correspondence
relationships of the secondary structure were as follows: 1645–1660 cm−1 (α-helix), 1610–1637 cm−1

and 1670–1690 cm−1 (β-sheet), 1660–1670 cm−1 (β-turn), and 1637–1645 cm−1 (random coil) [45,47].
As shown in Figure 5, a few fitting peaks of TPI were observed at the amide I band. However, similar
to the SPI, the TSPCs exhibited an abundance of fitting peaks. The relative contents of the secondary
structures in the TSPCs were calculated according to the integrated area of the fitting data of the amide
I band.
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The secondary structures of the TSPCs as analyzed by FTIR spectroscopy are presented in Table 1.
Notably, the TPI exhibited the highest content of α-helix, while the SPI displayed the highest content of
β-sheet. These results are in agreement with previous studies demonstrating that the α-helix content
in TPI is higher than that in SPI [29,47]. As shown in Table 1, the TSPCs contained two main structures:
α-helix and β-sheet. It was observed that the α-helix content was significantly decreased in the TSPCs
compared to the TPI, while the β-sheet content was significantly increased. Moreover, Figures 2 and 4
illustrate the changes in the absorption intensities of the TSPCs as well as the weakened intramolecular
and intermolecular hydrogen bonds in TSPCs, which confirm the decrease in the α-helix content in the
TSPCs compared with the TPI. Compared to the TPI and the SPI, the TSPCs exhibited the highest β-turn
and the lowest random coil, indicating that the secondary structures of the TSPCs are significantly
different from those of the TPI and the SPI. The reason for the differences in contents might be that
tilapia protein and soybean protein extend their molecular structure under alkaline conditions, causing
depolymerization and rearrangement of the protein subunits. These results agree well with previous
observations that the two protein components are integrated into a novel protein complex [25,48].

Table 1. The secondary structure contents of the TPI, TSPCs, and SPI.

Items α-Helix β-Sheet B-Turn Random Coil

TPI 32.09 ± 0.60 a 39.59 ± 0.62 d 14.86 ± 0.47 d 13.39 ± 0.54 a

TSPC3:1 23.71 ± 0.93 b 45.59 ± 0.40 bc 20.60 ± 0.86 a 11.53 ± 0.33 b

TSPC2:1 22.43 ± 0.42 c 45.84 ± 0.41 bc 20.37 ± 0.08 ab 11.40 ± 0.28 b

TSPC1:1 22.24 ± 0.48 c 44.96 ± 0.74 c 21.18 ± 0.85 a 11.28 ± 0.16 b

TSPC1:2 22.30 ± 0.13 c 46.19 ± 0.10 b 19.20 ± 0.57 c 11.64 ± 0.14 b

TSPC1:3 22.15 ± 0.45 c 46.03 ± 0.01 b 19.31 ± 0.73 bc 11.83 ± 0.62 b

SPI 22.02 ± 0.35 c 54.04 ± 0.80 a 10.23 ± 0.06 e 13.05 ± 0.69 a

Different letters in the same column indicate significant differences in the secondary structure of samples (p < 0.05).

In addition, TSPC1:1 exhibited higher β-turn content and lower β-sheet and random coil contents,
as compared to the other TSPCs, suggesting that TSPC1:1 contains a unique protein structure. These
results are supported by the FTIR spectral data, where TSPC1:1 was found to have the lowest absorption
intensity. As shown in Figure 1, at pH 7.0 and 9.0, the water solubility of TSPC1:1 was not significantly
increased compared to TSPC2:1. These results may have been produced by the combined effect of
the increased β-turn content and decreased α-helix, β-sheet, and random coil contents in TSPC1:1.
Additionally, the water solubility of the TSPCs was found to be better than that of the TPI, which also
resulted from the combined effect of the various secondary structures. These findings are similar to
those of previous work, which found that both α-helix unfolding and β-sheet formation favor the
gelation of myosin [28,43]. According to previous studies [29,32,49], flexible structures are conducive
to function-related conformational changes, while tight structures may not be beneficial to functional
enhancement. In this study, the tight structure of tilapia proteins may have partially contributed to
their highly flexible structures, thus improving the water solubility of the TSPCs. However, the order
of the changes in the functional properties of the TSPCs was not completely consistent with their
secondary structures. Therefore, the correlation between water solubility and the different secondary
structures of the TSPCs was further analyzed.

2.6. The Correlation Between the Water Solubility and Secondary Structure of the TSPCs

The correlation between water solubility (at pH 6.0, 7.0, and 9.0) and secondary structure (including
α-helix, β-sheet, β-turn, and random coil) was analyzed by Pearson’s correlation coefficients using
SPSS software version 19.0. The correlation coefficient values of the TPI, SPI, and TSPCs between
water solubility and secondary structure are presented in Table 2. For different secondary structures,
the correlation coefficients of α-helix and β-sheet with water solubility demonstrated a higher level of
comparison. It was found that the α-helix contents of the TSPCs were significantly negatively correlated
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with their water solubility (R = −0.964, p <0.01). On the contrary, the β-sheet contents of the TSPCs
were positively correlated with their water solubility (R = 0.743). These results are similar to those of
previous work, which found that the a-helix was negatively related to the gel strength, while the β-sheet
showed a positive correlation [27,28]. Under pH 6.0 and 9.0 conditions, a positive correlation between
the β-sheet content and water solubility of TSPCs was observed (R = 0.863, p <0.05). This result may
be attributed to the changes in the protein’s secondary structure after pH adjustment [44]. However,
the pH changes did not affect the positive or negative correlation between water solubility and
secondary structure (for α-helix and β-sheet, respectively). Such excellent correlation results indicate
that the secondary structure of a protein is an important indicator of its water solubility. In addition, the
effect of α-helix on water solubility was found to be greater compared to the other secondary structures.
Therefore, it can be speculated that the enhanced water solubility of TSPCs is mainly influenced by the
lower contents of α-helix in comparison with TPI. This phenomenon would be consistent with prior
research, which found that α-helix displays a tight structure with no cavities and may be detrimental to
the specific conformational change that is required for the emulsifying properties of SPI [50]. Besides
this, compared to TSPC2:1, the water solubility of TSPC1:1 was not significantly increased (Figure 1),
which could be due to its lower β-sheet content. Taken together, our results demonstrate that the
secondary structure of a food protein is closely correlated to its water solubility, and both α-helix and
β-sheet structures were identified as the main correlation factors.

Table 2. Analysis of the correlation between the water solubility and secondary structure of TSPCs.

Water Solubility α-Helix β-Sheet β-Turn Random Coil

pH 6.0 −0.757 * 0.776 * −0.209 −0.135
pH 7.0 −0.964 ** 0.743 0.131 −0.527
pH 9.0 −0.891 ** 0.863 * −0.120 −0.288

*: p < 0.05; **: p < 0.01.

3. Materials and Methods

3.1. Materials

Fresh Nile tilapias (Oreochromis niloticus) were purchased from a local fish market in Zhanjiang,
Guangdong, People’s Republic of China. After being cryogenically frozen and transported back to the
laboratory, fish muscle with a protein content of 17.73% (N × 6.25, wet) was carefully collected and
stored at −20 ◦C until analysis. Soybean meal with a protein content of 53.31% (N × 6.25, wet) was
purchased from Shandong Wandefu Biotechnology Co., Ltd. (Dongying, China). All chemicals that
were used were of analytical grade and were used without further purification.

3.2. Preparation of Tilapia-Soybean Protein Co-Precipitates

Tilapia-soybean protein co-precipitates (TSPCs) were prepared according to a previously described
method with some modifications [19]. Tilapia meat and soybean meal (tilapia fish:soybean meal = 3:1,
2:1, 1:1, 1:2, and 1:3) were mixed at a 1:9 (w/v) ratio in cold deionized water. The mixtures were adjusted
to pH 11.0 with 2.0 M NaOH, followed by stirring for 30 min, and centrifuged at 10,000× g for 20 min
at 4 ◦C. The pH of each supernatant was adjusted to 4.5 with 2.0 M HCl and then was centrifuged at
10,000× g for 20 min at 4 ◦C. The pH value of 4.5 was selected based on our preliminary study (Figure
S2 in the Supplementary Materials). The resulting precipitates were washed with deionized water and
adjusted to pH 7.0 before analysis and then freeze-dried to obtain TSPCs. The TSPCs with a protein
content of ≥ 90.0% (N × 6.25, wet) were denoted TSPC3:1, TSPC2:1, TSPC1:1, TSPC1:2, and TSPC1:3

(Table S1 in Supplementary Materials). The preparation of tilapia protein isolate (TPI) from tilapia
meat was carried out as described previously [30], except that the pH of the supernatants was adjusted
to 5.5. The obtained TPI displayed a protein content of 95.93% (N × 6.25, wet). The preparation of
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soybean protein isolate (SPI) from soybean meal was performed as described previously [12], with the
exception that the homogenates were adjusted to pH 8.0 and the pH of the supernatants was adjusted
to 4.5. The resulting SPI exhibited a protein content of 90.68% (N × 6.25, wet). All protein samples
were stored at −20 ◦C until further analysis.

3.3. Determination of Water Solubility

The water solubility of the protein samples was determined according to a previously described
method with some modifications [30]. TSPCs powders (300 mg) were dispersed in 30 mL of deionized
water. The mixtures were adjusted to pH 3.0 and up to pH 11.0 with 1.0 M HCl or 1.0 M NaOH,
respectively, and then stirred for 30 min. After centrifuging at 10,000× g for 20 min, the supernatants
were collected and analyzed by the Lowry method using an ultraviolet spectrometer (Cary 60, Agilent
Ltd., Santa Clara, CA, USA) [51]. The water solubility of each protein sample was calculated according
to the following equation:

Water solubility (%) =
Supernatant protein content

Solution protein content before centrifugation
× 100%. (1)

3.4. Ultraviolet-Visible (UV-Vis) Spectroscopy

A specific amount of freeze-dried TSPCs powder was collected and prepared as a 1.0% (w/v)
protein stock solution at pH 7.0. The stock solution was then centrifuged at 10,000× g for 20 min.
After evaluating the supernatant protein contents by the Lowry method [51], the stock solution was
diluted into a 1.0 mg/mL protein solution. For UV-Vis spectroscopic analysis, deionized water was
used as a blank control and the ultraviolet spectra (Cary 60 UV-Vis, Agilent Ltd., Santa Clara, CA, USA)
were measured within the range of 240–400 nm.

3.5. Near-Ultraviolet Circular Dichroism (Near-UV CD)

The near-UV CD of TSPCs was determined by a CD spectrometer (CHIRASCAN, Applied
Photophysics Ltd., Leatherhead, UK) using a previously described method with some modifications [25].
A specific amount of freeze-dried TSPCs powder was collected and prepared as a 1.0% (w/v) protein
stock solution at pH 7.0. The stock solution was then centrifuged at 10,000× g for 20 min. Subsequently,
the protein contents of the resulting supernatants were assessed using the Lowry method [51], followed
by dilution into a 1.0 mg/mL protein solution. Near-UV CD measurements were recorded with a
10-mm cuvette and the data are expressed in terms of molecular ellipticity.

3.6. Fourier Transform Infrared (FTIR) Spectroscopy

Freeze-dried TSPCs powders and potassium bromide were mixed at a ratio of 1:100 and then
ground. Plain potassium bromide was used as a blank control group. The protein samples were
scanned 16 times at a resolution of 4 cm−1 and the infrared spectra (TENSOR27, BRUKER Ltd.,
Ettlingen, Germany) were recorded within the range of 400–4000 cm−1. The obtained infrared
spectra were subjected to fitting analysis using Peak Fit software (version 4.12, Systat Software, Inc.,
Richmond, VA, USA) and a multipeak fitting program with Gaussian deconvolution. The amide I
band at 1600–1700 cm−1 was analyzed in order to calculate the ratio of the secondary structure of the
protein samples.

3.7. Statistical Analysis

All experimental measurements were performed in parallel at least three times. Statistical
differences between the groups were compared by one-way analysis of variance (AVONA) and
Duncan’s Multiple Range test using SPSS software version 19.0 (SPSS Inc., Chicago, IL, USA). Based
on the normality test results, Pearson’s correlation method was used to determine the relationship
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between each variable. All data are expressed as mean ± standard deviations (SD), unless specifically
mentioned. A p value of less than 0.05 was considered to be statistically significant.

4. Conclusions

The isoelectric solubilization/precipitation method was shown to be effective in preparing TSCPs.
It was found that the protein co-precipitates displayed excellent water solubility for the purpose of food
industry applications. Notably, TSPC1:3 exhibited the highest water solubility of 81.9% at a neutral pH.
The structural properties of the TSPCs were further characterized to probe the relationship between
their water solubility and secondary structure. The absorption intensities and displacements of the
UV-Vis spectra and near-UV CD spectra indicate that the local structure of the TSPCs was different
from that of the TPI and SPI. Moreover, FTIR spectra revealed the whole protein structure of each TSPC,
which verified the co-existence of tilapia protein and soybean protein structures in the TSPCs. The
secondary structures of the TSPCs were predominantly α-helix and β-sheet, and TSPC1:1 was unique
compared to the other TSPCs. The results of the correlation analysis showed a good correlation between
water solubility and secondary structure, in which the correlation coefficients of α-helix and β-sheet
were −0.964 (p < 0.01) and 0.743, respectively. The TSPCs exhibited lower proportions of α-helix and
higher proportions of β-sheet compared to the TPI, which significantly (p < 0.05) improved their water
solubility. In addition, compared to TSPC2:1, TSPC1:1 displayed a slightly lower β-sheet content, which
resulted in an increase in its water solubility; however, the difference was not statistically significant
(p > 0.05). These findings indicate that the secondary structure of a food protein is closely correlated
with its water solubility, and a tight structure is not appropriate for the enhancement of functional
properties. Although a proteomics strategy could be used to further analyze the protein structures of
the five TSPCs, we consider the relationship between their water solubility and secondary structure to
have been demonstrated.

In this paper, the secondary structures of TSPCs were introduced into an analysis of their functional
properties. This systematic study on the correlation between the water solubility and secondary
structure of TSPCs could provide us with a thorough understanding of and theoretical basis for further
study of protein co-precipitates. In conclusion, the structure–function relationship provides important
information about food proteins and can serve as a useful index to evaluate the applicability of protein
co-precipitates in the food industry.

Supplementary Materials: The following are available online, Figure S1: SDS-PAGE of tilapia protein isolate
(TPI), tilapia-soybean protein co-precipitates (TSPCs), and soybean protein isolate (SPI), Figure S2: Comparison
of soluble protein concentration of tilapia protein isolate (TPI), tilapia-soybean protein co-precipitates (TSPCs),
and soybean protein isolate (SPI) at different pH value, Table S1: Protein content (g/100g) of tilapia protein isolate
(TPI), tilapia-soybean protein co-precipitates (TSPCs), and soybean protein isolate (SPI).

Author Contributions: Conceptualization, L.T. and C.Z.; Methodology, L.T. and P.H.; Software, P.Y.; Formal
analysis, P.H. and P.Y.; Investigation, D.X.; Resources, T.Z.; Data curation, L.T.; Writing—original draft preparation,
L.T.; Writing—review and editing, L.T. and C.Z.; Project administration, C.Z.; Funding acquisition, C.Z.

Funding: This research was funded by the Science and Technology Planning Project of Guangdong Province
(2015A020209168, 2017A020208067), Innovation and Development Project about Marine Economy Demonstration
of Zhanjiang City (2017C8B1), Southern Marine Science and Engineering Guangdong Laboratory (Zhanjiang)
(ZJW-2019-07).

Acknowledgments: The authors sincerely thank the anonymous reviewers for their valuable comments, which
have led to the present improved version of the original manuscript. In addition, the authors thank Jiali Chen for
her technical support.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Shaheen, N.; Islam, S.; Munmun, S.; Mohiduzzaman, M.; Longvah, T. Amino acid profiles and digestible
indispensable amino acid scores of proteins from the prioritized key foods in Bangladesh. Food Chem. 2016,
213, 83–89. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.foodchem.2016.06.057
http://www.ncbi.nlm.nih.gov/pubmed/27451158


Molecules 2019, 24, 4337 12 of 14

2. Vignesh, R.; Srinivasan, M. Nutritional quality of processed head and bone flours of Tilapia (Oreochromis
mossambicus, Peters 1852) from Parangipettai estuary, South East Coast of India. Asian Pac. J. Trop. Biomed.
2012, 2, S368–S372. [CrossRef]

3. Goes, E.S.d.R.; Souza, M.L.R.d.; Michka, J.M.G.; Kimura, K.S.; Lara, J.A.F.d.; Delbem, A.C.B.; Gasparino, E.
Fresh pasta enrichment with protein concentrate of tilapia: Nutritional and sensory characteristics. Food Sci.
Technol. 2016, 36, 76–82. [CrossRef]

4. Tahergorabi, R.; Matak, K.E.; Jaczynski, J. Fish protein isolate: Development of functional foods with
nutraceutical ingredients. J. Funct. Foods. 2015, 18, 746–756. [CrossRef]

5. Parodi, A.; Leip, A.; De Boer, I.J.M.; Slegers, P.M.; Ziegler, F.; Temme, E.H.M.; Herrero, M.; Tuomisto, H.;
Valin, H.; Van Middelaar, C.E.; et al. The potential of future foods for sustainable and healthy diets. Nature
Sustain. 2018, 1, 782–789. [CrossRef]

6. Jian, W.; Wu, H.; Wu, L.; Wu, Y.; Jia, L.; Pang, J.; Sun, Y.M. Effect of molecular characteristics of Konjac
glucomannan on gelling and rheological properties of Tilapia myofibrillar protein. Carbohydr. Polym. 2016,
150, 21–31. [CrossRef]

7. Cândido, L.M.B.; Sgarbieri, V.C. Enzymatic hydrolysis of Nile tilapia (Oreochromus niloticus) myofibrillar
proteins: Effects on nutritional and hydrophilic properties. J. Sci. Food Agric. 2003, 83, 937–944. [CrossRef]

8. Alves, A.C.; Tavares, G.M. Mixing animal and plant proteins: Is this a way to improve protein
techno-functionalities? Food Hydrocoll. 2019, 97, 105171. [CrossRef]

9. Mession, J.-L.; Roustel, S.; Saurel, R. Interactions in casein micelle-Pea protein system (Part II): Mixture acid
gelation with glucono-δ-lactone. Food Hydrocoll. 2017, 73, 344–357. [CrossRef]

10. Chihi, M.L.; Mession, J.L.; Sok, N.; Saurel, R. Heat-Induced Soluble Protein Aggregates from Mixed Pea
Globulins and beta-Lactoglobulin. J. Agric. Food Chem. 2016, 64, 2780–2791. [CrossRef]

11. Lee, K.H.; Ryu, H.S.; Rhee, K.C. Protein solubility characteristics of commercial soy protein products. J. Am.
Oil Chem. Soc. 2003, 80, 85–90. [CrossRef]

12. Yang, J.; Guo, J.; Yang, X.-Q.; Wu, N.-N.; Zhang, J.-B.; Hou, J.-J.; Zhang, Y.-Y.; Xiao, W.-K. A novel soy
protein isolate prepared from soy protein concentrate using jet-cooking combined with enzyme-assisted
ultra-filtration. J. Food Eng. 2014, 143, 25–32. [CrossRef]

13. Pizones Ruiz-Henestrosa, V.M.; Martinez, M.J.; Carrera Sánchez, C.; Rodríguez Patino, J.M.; Pilosof, A.M.R.
Mixed soy globulins and β-lactoglobulin systems behaviour in aqueous solutions and at the air–water
interface. Food Hydrocoll. 2014, 35, 106–114. [CrossRef]

14. Silva, J.V.C.; Cochereau, R.; Schmitt, C.; Chassenieux, C.; Nicolai, T. Heat-induced gelation of mixtures of
micellar caseins and plant proteins in aqueous solution. Food Res. Int. 2019, 116, 1135–1143. [CrossRef]
[PubMed]

15. Oechsle, A.M.; Häupler, M.; Weigel, F.; Gibis, M.; Kohlus, R.; Weiss, J. Modulation of extruded collagen films
by the addition of co-gelling proteins. J. Food Eng. 2016, 171, 164–173. [CrossRef]

16. Lin, D.; Lu, W.; Kelly, A.L.; Zhang, L.; Zheng, B.; Miao, S. Interactions of vegetable proteins with other
polymers: Structure-function relationships and applications in the food industry. Trends Food Sci. Technol.
2017, 68, 130–144. [CrossRef]

17. Wu, C.; Yan, X.; Wang, T.; Ma, W.; Xu, X.; Du, M. A self-sorted gel network formed by heating a mixture of
soy and cod proteins. Food Funct. 2019, 10, 5140–5151. [CrossRef]

18. Alu’datt, M.H.; Al-Rabadi, G.J.; Alli, I.; Ereifej, K.; Rababah, T.; Alhamad, M.N.; Torley, P.J. Protein
co-precipitates: A review of their preparation and functional properties. Food Bioprod. Process. 2013, 91,
327–335. [CrossRef]

19. Alu’datt, M.H.; Alli, I.; Nagadi, M. Preparation, characterization and properties of whey-soy proteins
co-precipitates. Food Chem. 2012, 134, 294–300. [CrossRef]

20. Al-Saadi, J.M.S.; Deeth, H.C. Preparation and functional properties of protein coprecipitate from sheep milk.
Int. J. Dairy Technol. 2011, 64, 461–466. [CrossRef]

21. Youssef, A.M.; Abu-Foul, N.S.; Moharram, Y.G. Preparation and characteristics of co-precipitate proteins
from oilseeds and legumes seeds. Food Nahrung 1995, 39, 475–482. [CrossRef]

22. Alu’datt, M.H.; Gammoh, S.; Rababah, T.; Almomani, M.; Alhamad, M.N.; Ereifej, K.; Almajwal, A.; Tahat, A.;
Hussein, N.M.; Nasser, S.A. Preparation, characterization, nanostructures and bio functional analysis of
sonicated protein co-precipitates from brewers’ spent grain and soybean flour. Food Chem. 2018, 240, 784–798.
[CrossRef] [PubMed]

http://dx.doi.org/10.1016/S2221-1691(12)60189-0
http://dx.doi.org/10.1590/1678-457X.0020
http://dx.doi.org/10.1016/j.jff.2014.05.006
http://dx.doi.org/10.1038/s41893-018-0189-7
http://dx.doi.org/10.1016/j.carbpol.2016.05.001
http://dx.doi.org/10.1002/jsfa.1419
http://dx.doi.org/10.1016/j.foodhyd.2019.06.016
http://dx.doi.org/10.1016/j.foodhyd.2017.06.029
http://dx.doi.org/10.1021/acs.jafc.6b00087
http://dx.doi.org/10.1007/s11746-003-0656-6
http://dx.doi.org/10.1016/j.jfoodeng.2014.06.031
http://dx.doi.org/10.1016/j.foodhyd.2013.04.021
http://dx.doi.org/10.1016/j.foodres.2018.09.058
http://www.ncbi.nlm.nih.gov/pubmed/30716898
http://dx.doi.org/10.1016/j.jfoodeng.2015.10.004
http://dx.doi.org/10.1016/j.tifs.2017.08.006
http://dx.doi.org/10.1039/C9FO00560A
http://dx.doi.org/10.1016/j.fbp.2012.11.011
http://dx.doi.org/10.1016/j.foodchem.2012.02.142
http://dx.doi.org/10.1111/j.1471-0307.2011.00701.x
http://dx.doi.org/10.1002/food.19950390512
http://dx.doi.org/10.1016/j.foodchem.2017.08.015
http://www.ncbi.nlm.nih.gov/pubmed/28946343


Molecules 2019, 24, 4337 13 of 14

23. Wang, R.; Xu, P.; Chen, Z.; Zhou, X.; Wang, T. Complexation of rice proteins and whey protein isolates by
structural interactions to prepare soluble protein composites. Lwt Food Sci. Technol. 2019, 101, 207–213.
[CrossRef]

24. Zhang, N.; Guo, Q.-Q.; Shi, Y.-G.; Piekoszewski, W.; Guan, H.-N.; Kalenik, T.K.; Madej, K.; Motkina, E.V.
Preparation of casein non-phosphopeptide-soybean polypeptide complex, its structure and emulsifying
properties’ evaluation. Eur. Food Res. Technol. 2018, 245, 355–363. [CrossRef]

25. Wang, T.; Xu, P.; Chen, Z.; Wang, R. Mechanism of structural interplay between rice proteins and soy protein
isolates to design novel protein hydrocolloids. Food Hydrocoll. 2018, 84, 361–367. [CrossRef]

26. Wang, T.; Xu, P.; Chen, Z.; Zhou, X.; Wang, R. Alteration of the structure of rice proteins by their interaction
with soy protein isolates to design novel protein composites. Food Funct. 2018, 9, 4282–4291. [CrossRef]

27. Liu, R.; Zhao, S.-M.; Liu, Y.-M.; Yang, H.; Xiong, S.-B.; Xie, B.-J.; Qin, L.-H. Effect of pH on the gel properties
and secondary structure of fish myosin. Food Chem. 2010, 121, 196–202. [CrossRef]

28. Guo, M.; Liu, S.; Ismail, M.; Farid, M.M.; Ji, H.; Mao, W.; Gao, J.; Li, C. Changes in the myosin secondary
structure and shrimp surimi gel strength induced by dense phase carbon dioxide. Food Chem. 2017, 227,
219–226. [CrossRef]

29. Liu, J.; Fang, C.; Xu, X.; Su, Q.; Zhao, P.; Ding, Y. Structural changes of silver carp myosin glycated with
Konjac oligo-glucomannan: Effects of deacetylation. Food Hydrocoll. 2019, 91, 275–282. [CrossRef]

30. Foh, M.B.K.; Wenshui, X.; Amadou, I.; Jiang, Q. Influence of pH Shift on Functional Properties of Protein
Isolated of Tilapia (Oreochromis niloticus) Muscles and of Soy Protein Isolate. Food Bioprocess Technol. 2011, 5,
2192–2200. [CrossRef]

31. Zhu, K.-X.; Sun, X.-H.; Chen, Z.-C.; Peng, W.; Qian, H.-F.; Zhou, H.-M. Comparison of functional properties
and secondary structures of defatted wheat germ proteins separated by reverse micelles and alkaline
extraction and isoelectric precipitation. Food Chem. 2010, 123, 1163–1169. [CrossRef]

32. Li, R.; Wang, X.; Liu, J.; Cui, Q.; Wang, X.; Chen, S.; Jiang, L. Relationship between Molecular Flexibility and
Emulsifying Properties of Soy Protein Isolate-Glucose Conjugates. J. Agric. Food Chem. 2019, 67, 4089–4097.
[CrossRef] [PubMed]

33. Thompson, L.U. Coprecipitation of cheese whey with soybean and cottonseed proteins using acid and heat
treatment. J. Food Sci. 1978, 43, 790–792. [CrossRef]

34. Yuliana, M.; Truong, C.T.; Huynh, L.H.; Ho, Q.P.; Ju, Y.-H. Isolation and characterization of protein isolated
from defatted cashew nut shell: Influence of pH and NaCl on solubility and functional properties. Lwt Food
Sci. Technol. 2014, 55, 621–626. [CrossRef]

35. Mohan, M.; Ramachandran, D.; Sankar, T.V.; Anandan, R. Influence of pH on the solubility and conformational
characteristics of muscle proteins from mullet (Mugil cephalus). Process Biochem. 2007, 42, 1056–1062.
[CrossRef]

36. Yang, Y.; Wang, R.; Feng, W.; Zhou, X.; Chen, Z.; Wang, T. Carboxymethylcellulose/pectin inhibiting structural
folding of rice proteins via trinary structural interplays. Int. J. Biol. Macromol. 2019, 133, 93–100. [CrossRef]

37. Li, C.; Arakawa, T. Feasibility of circular dichroism to study protein structure at extreme concentrations. Int.
J. Biol. Macromol. 2019, 132, 1290–1295. [CrossRef]

38. Kahn, P.C. The interpretation of near-ultraviolet circular dichroism. Methods Enzymol. 1979, 339–378.
[CrossRef]

39. Kelly, S.M.; Price, N.C. The application of circular dichroism to studies of protein folding and unfolding.
Biochim. Biophys. Acta 1997, 1338, 161–185. [CrossRef]

40. Sharon, M.K.; Nicholas, C.P. The Use of Circular Dichroism in the Investigation of Protein Structure and
Function. Curr. Protein Pept. Sci. 2000, 1, 349–384. [CrossRef]

41. Lesk, A.M.; Chothia, C. How different amino acid sequences determine similar protein structures: The
structure and evolutionary dynamics of the globins. J. Mol. Biol. 1980, 136, 225–270. [CrossRef]

42. Sano, T.; Ohno, T.; Otsuka-Fuchino, H.; Matsumoto, J.J.; Tsuchiya, T. Carp natural actomyosin: Thermal
denaturation mechanism. J. Food Sci. 1994, 59, 1002–1008. [CrossRef]

43. Liu, R.; Zhao, S.M.; Xiong, S.B.; Xie, B.J.; Qin, L.H. Role of secondary structures in the gelation of porcine
myosin at different pH values. Meat Sci. 2008, 80, 632–639. [CrossRef] [PubMed]

44. Ijarotimi, O.S.; Malomo, S.A.; Fagbemi, T.N.; Osundahunsi, O.F.; Aluko, R.E. Structural and functional
properties of Buchholzia coriacea seed flour and protein concentrate at different pH and protein concentrations.
Food Hydrocoll. 2018, 74, 275–288. [CrossRef]

http://dx.doi.org/10.1016/j.lwt.2018.11.006
http://dx.doi.org/10.1007/s00217-018-3167-4
http://dx.doi.org/10.1016/j.foodhyd.2018.06.024
http://dx.doi.org/10.1039/C8FO00661J
http://dx.doi.org/10.1016/j.foodchem.2009.12.030
http://dx.doi.org/10.1016/j.foodchem.2017.01.050
http://dx.doi.org/10.1016/j.foodhyd.2019.01.038
http://dx.doi.org/10.1007/s11947-010-0496-0
http://dx.doi.org/10.1016/j.foodchem.2010.05.081
http://dx.doi.org/10.1021/acs.jafc.8b06713
http://www.ncbi.nlm.nih.gov/pubmed/30883123
http://dx.doi.org/10.1111/j.1365-2621.1978.tb02420.x
http://dx.doi.org/10.1016/j.lwt.2013.10.022
http://dx.doi.org/10.1016/j.procbio.2007.04.005
http://dx.doi.org/10.1016/j.ijbiomac.2019.04.091
http://dx.doi.org/10.1016/j.ijbiomac.2019.04.013
http://dx.doi.org/10.1016/0076-6879(79)61018-2
http://dx.doi.org/10.1016/S0167-4838(96)00190-2
http://dx.doi.org/10.2174/1389203003381315
http://dx.doi.org/10.1016/0022-2836(80)90373-3
http://dx.doi.org/10.1111/j.1365-2621.1994.tb08177.x
http://dx.doi.org/10.1016/j.meatsci.2008.02.014
http://www.ncbi.nlm.nih.gov/pubmed/22063575
http://dx.doi.org/10.1016/j.foodhyd.2017.08.018


Molecules 2019, 24, 4337 14 of 14

45. Stuart, B.H.; McFarlane, E.F. Study of the CN1 peptide of P2 protein using Fourier transform infra-red
spectroscopy. Int. J. Biol. Macromol. 1994, 16, 163–165. [CrossRef]

46. Zhao, F.; Liu, X.; Ding, X.; Dong, H.; Wang, W. Effects of High-Intensity Ultrasound Pretreatment on Structure,
Properties, and Enzymolysis of Soy Protein Isolate. Molecules 2019, 24, 3637. [CrossRef] [PubMed]

47. Zhao, X.; Chen, F.; Xue, W.; Lee, L. FTIR spectra studies on the secondary structures of 7S and 11S globulins
from soybean proteins using AOT reverse micellar extraction. Food Hydrocoll. 2008, 22, 568–575. [CrossRef]

48. Zhang, Y.; Wright, E.; Zhong, Q. Effects of pH on the molecular binding between beta-lactoglobulin and
bixin. J. Agric. Food Chem. 2013, 61, 947–954. [CrossRef]

49. Jian, W.; He, J.; Sun, Y.; Pang, J. Comparative studies on physicochemical properties of bovine serum
albumin-glucose and bovine serum albumin-mannose conjugates formed via Maillard reaction. Lwt Food Sci.
Technol. 2016, 69, 358–364. [CrossRef]

50. Chen, L.; Chen, J.; Ren, J.; Zhao, M. Effects of ultrasound pretreatment on the enzymatic hydrolysis of soy
protein isolates and on the emulsifying properties of hydrolysates. J. Agric. Food Chem. 2011, 59, 2600–2609.
[CrossRef]

51. Markwell, M.A.K.; Haas, S.M.; Bieber, L.L.; Tolbert, N.E. Modification of lowry procedure to simplify protein
determination in membrane and lipoprotein samples. Anal. Biochem. 1978, 87, 206–210. [CrossRef]

Sample Availability: Samples of the compounds are not available from the authors.

© 2019 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/10.1016/0141-8130(94)90045-0
http://dx.doi.org/10.3390/molecules24203637
http://www.ncbi.nlm.nih.gov/pubmed/31600956
http://dx.doi.org/10.1016/j.foodhyd.2007.01.019
http://dx.doi.org/10.1021/jf303844w
http://dx.doi.org/10.1016/j.lwt.2015.11.061
http://dx.doi.org/10.1021/jf103771x
http://dx.doi.org/10.1016/0003-2697(78)90586-9
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results and Discussion 
	Analysis of the Water Solubility of TSPCs 
	Analysis of the TSPCs’ UV-Vis Spectra 
	Near-UV CD Analysis of the TSPCs 
	FTIR Spectral Analysis of the TSPCs 
	Determination of the Secondary Structure of the TSPCs 
	The Correlation Between the Water Solubility and Secondary Structure of the TSPCs 

	Materials and Methods 
	Materials 
	Preparation of Tilapia-Soybean Protein Co-Precipitates 
	Determination of Water Solubility 
	Ultraviolet-Visible (UV-Vis) Spectroscopy 
	Near-Ultraviolet Circular Dichroism (Near-UV CD) 
	Fourier Transform Infrared (FTIR) Spectroscopy 
	Statistical Analysis 

	Conclusions 
	References

