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Abstract—Currently, soybean occupies the first place as a global protein source for replacing fish meal in ani-
mal and aquaculture feeds. Since at the stage of fish postembryonic development, before the switch to active
feeding, the efficacy of proteolysis in larvae is not high enough, soybean proteins in starter feeds should be
hydrolyzed. The hydrolysate composition and behavior of the resulting protein fragments were shown to differ
when soybean proteins were hydrolyzed by different enzyme preparations: the enzyme complex from the
hepatopancreas of the Kamchatka crab (EC HPKC), protosubtilin, and the enzyme complex from pyloric
appendage of cod (EC PAC). The most active enzyme preparation among them was EC HPKC, which
demonstrated a high proteolytic activity at room temperature. Upon hydrolysis by EC HPKC, the yield of sol-
uble hydrolysis products was 92% per weight of the initial protein material. Depending on the incubation
time, the hydrolysates contained up to 60% of free amino acids (per weight of the hydrolyzed protein mixture)
and short peptides less than 3 kDa. The use of protosubtilin or EC PAC at room temperature resulted in the
intensive gelation and coagulation of the formed protein fragments resistant to further degradation. In order
to achieve the yield of soluble hydrolysis products comparable with that for EC HPKC, it was necessary to
increase the temperature. The yield of soluble products upon the EC PAC-induced hydrolysis of soybean pro-
teins at 37°C achieved 82–88% of the initial protein material. The greatest part of the hydrolysate was repre-
sented by low-molecular-weight peptides with a molecular weight lower than 10 kDa and free amino acids
(20.16% of the weight of the hydrolyzed protein mixture). Although the optimal temperature for the proto-
subtilin activity is 40–60°C according to the manufacturer’s data we did not perform hydrolysis in the pres-
ence of protosubtilin at this temperature because of the hazard to sulfur-containing amino acids. The content
of free amino acids and the size of protein fragments in the soybean protein hydrolysates obtained upon the
EC HPKC-induced hydrolysis at room temperature and with EC PAC at 37°C met the requirements for the
fish starter feeds. Manipulations with such parameters as the hydrolysis time and the enzyme complex/pro-
tein ratio for the used enzyme preparations allow to prepare soybean protein hydrolysates differing in their
hydrolysis degree.
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INTRODUCTION
In recent decades, the world segment of aquaculture

has been growing fast and in 2014 reached 73.8 million
tons versus the 93.4 million tons of commercial fishing
(FAO report 2016, http://www.fao.org/3/a-i5555r.pdf).
Commonly, fish meal is used as a protein component
of feeds for aquaculture. Exhausted bioresources are
the reason for the partial or full replacement of fish
meal by plant proteins for the fish grown in aquacul-
ture. The development of alternative feeds is an
increasingly topical task due to a worldwide growing
expansion of aquaculture.

Soybean occupies the first place as a global source
of plant proteins intended for replacement of fish meal
in animal and aquaculture feeds due to the wide avail-
ability of soybean derivative products and relatively
high protein content (30 to 45%) in fat-free soybean
meal [1]. The amino acid composition of soybean pro-
teins is balanced well with all essential amino acids
being present. However, they are characterized by a
reduced concentration of cysteine and methionine if
compared with fish meal [2–4]. Soybean derivative
products as a protein source have been used in animal
farming for a long time. However, they have been used
in fish meal only recently and, mainly, for salmon,
which are of commercial interest. The first attempts to
replace fish meal proteins by plant proteins in fish
feeds demonstrated that the consequences of such

Abbreviations: EC, enzymatic complex; HPKC, hepatopancreas
of the Kamchatka crab; PAC, pyloric appendage of cod. 
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replacement were much more many-sided than ini-
tially predicted. In many fish species including
salmon, the protein augmentation dropped. The
higher was the content of plant proteins in the ration,
the higher was the reduction degree [5].

Several studies were conducted with the goal of
evaluating the effect of soybean protein products in
salmon meal [6–8]. The total replacement of fish meal
in the ration was reported to be a success only in a lim-
ited number of publications. Most of the studies
demonstrated disadvantageous results despite the
apparent relevance of the nutritive value of the feeds.
It was shown that introduction of low or moderate
amounts of plant protein ingredients in the fish ration
only insignificantly affected salmon growth, whereas
at their high content, growth was inhibited [4]. It can
be accounted for by the presence in soybean meal and
protein isolates of “antinutrient” components, which
are indigestible or even harmful, such as protease
inhibitors, lectins, saponins, tannins, isoflavones, glu-
cosinolates, phenol derivatives, phytic acid [6, 7],
nonstarched polysaccharides, and oligosaccharides
[8] causing different pathologies in fish. Negative
effects included growth inhibition, pancreatic hyper-
trophy, hypoglycemia or liver disorders, formation of
goiter as well as intestine dysfunction, changes of
intestine microflora, which resulted in noninfectious
subacute enteritis with low protein and lipid digestion,
diarrhea, and neoplasia [8, 9]. It implies that before
the use of soybean protein concentrates and isolates in
animal and fish feeds the proteins should be purified
from antinutrient components.

Other issues are a rather large size of soybean pro-
teins, their tendency to aggregation and gelation as
well as their partial denaturation upon heating in the
process of soybean fat wringing and extraction. This
leads to the formation of insoluble protein material,
which hampers functioning of digestive enzymes, and
causes a decrease in the protein yield upon the prepa-
ration of protein isolates.

The use of protein hydrolysates for feed production
increased the availability of protein material for the
digestive system of fish and animals [10–12]. The
introduction of various enzyme protein hydrolysates
in starter feeds of larvae and baby fishes in aquaculture
[13, 14], which is implemented with the consideration
of specific features of larvae digestion in comparison
with that of young or adult fish, is becoming increas-
ingly common [15, 16]. Traditionally, hydrolysates of
fish meal are used in starter feeds for aquaculture. As
described in [17–19], the hydrolysis of fish meal pro-
teins to a degree of 65% provided the optimal content
of such final protein products as free amino acids, oli-
gopeptides with a range of molecular weights from 600
to 8000 Da (about 70% of the protein material) and
not more than 15% of larger protein fragments. Unfor-
tunately, the number of studies describing the prepa-
ration of soybean hydrolysates for the inclusion into
RUSSIAN JOURNAL OF
starter aquaculture feeds with the given hydrolysis
degree was insufficient [20–22].

In this work, we performed a comparative analysis
of methods of preparation and composition of soybean
hydrolysates obtained in the presence of the following
enzyme preparations: commercial preparation “pro-
tosubtilin” of bacterial origin [23] and cheap enzyme
preparations, which are extracts from subproducts of
crab and fish pyloric appendage [24, 25]. The EC
HPKC and EC PAC displayed a high proteolytic activ-
ity due to the presence of proteases of different speci-
ficity.

RESULTS AND DISCUSSION
The major soybean proteins are globulins glycinin

and β-conglycinin at a ratio of 75/115, which consti-
tute 80% of the protein material [26, 27]. Both pro-
teins have a complex quaternary structure: glycinin is
composed of five subunits with a sedimentation coef-
ficient 11S, whereas β-conglycinin contains three sub-
units (76, 72, and 53 kDa) and its sedimentation coef-
ficient of 7S. β-Conglycinin is characterized by a low
content of histidine, tryptophan, methionine, and
cysteine; its β-subunit (53 kDa) contains one cysteine
residue of about 470 aa and does not contain methi-
onine residues [4]. In addition to globulins insoluble in
water but soluble in neutral salt solutions, soybean
bears water-soluble proteins characterized by a lower
molecular weight, namely, minor γ-conglycinin, and a
relatively large amount of other proteins including
serum proteins comprising in total 9 to 15% of the pro-
tein weight [28].

The yield of proteins upon extraction from soybean
meal depended on the reaction conditions and stor-
age. When protein isolates were obtained from the
meal subjected to intense heating resulting in changes
in the protein solubility, the protein yield considerably
decreased [4]. The inclination of soybean proteins to
denaturation and gelation required a careful selection
of isolation conditions. Many studies on soybean sol-
ubility were performed [26]. Possessing a complex
quaternary structure formed by large polypeptides,
soybean globulins can rapidly denature under certain
conditions to unfold polypeptide chains and the fol-
lowing aggregation initiates their gelation. Protein
aggregation is stimulated by heating, freezing, acids,
high pressure, and enzymes. The gelation rate depends
on the protein concentration in solution. Although
gelation of linear molecules (such as polysaccharides
and fibrillation proteins) has been studied well, gela-
tion of globular proteins is poorly understood due to
their complex structures [29]. Gelation upon fermen-
tolysis of soybean proteins was observed by many
researchers [22, 30]. It was shown that gelation
occurred due to the formation of protein fragments
(including large enough) with isoelectric points close
to pH values of the hydrolysis reaction. In the course
of the hydrolysis a protein set can vary. The studies
 BIOORGANIC CHEMISTRY  Vol. 45  No. 3  2019
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demonstrated that the starting proteins were absent in
the hydrolysate gels. It implies that gelation was a
result of the formation of peptides with higher pI
points than pI of the starting proteins. This difference
caused a change in the balance between electrostatic
and hydrophobic interactions, which may lead to the
formation of aggregates close to peptide pI values. To
summarize, hydrolysate gelation is a complex and
nonspecific process affected by the peptide structure
formed upon hydrolysis [31].

In order to obtain the soybean protein preparation
we used commercial fat-free soybean meal using the
method described in [24].The meal was preliminary
washed with 60% alcohol for the removal of the alco-
hol-soluble compounds. This procedure supported
the removal of 75% of phenol derivatives and about
50% of carbohydrates and oligosaccharides [32–34],
which are in the list of “antinutrient” compounds [6–
8]. Isoelectric points of soybean proteins are in the
range of 4.5 to 6.4, which determines their solubility.
Therefore, alkaline conditions (pH 10.5) were used for
the extraction of soybean proteins. Also, alkaline con-
ditions were taken due to the presence in soybean meal
of phytic acid (included in the group of antinutrient
compounds), which can form complexes with proteins
at acidic pH and modifies their properties [35, 36].

Proteins from soybean meal were extracted with
0.5 M NaCl at pH 10.5 and room temperature under
intensive stirring. It was shown that 0.5 M NaCl pro-
tected the protein quaternary structure from alkaline
denaturation followed by gelation resulted from glyci-
nin dissociation [4]. The yield of the protein extract
was 26% per the protein content in soybean meal. The
protein content in the resulting protein preparations
was 87–92%.

For the removal of low-molecular-weight antinu-
trient compounds from the protein extracts, we used
ultrafiltration through membranes with pores allowing
passage of the molecules with a molecular weight less
than 10 kDa. A polyphenol analysis demonstrated the
absence of phenol-derived compounds in the obtained
protein isolate. The amino acid composition in the pro-
tein preparation was close to that in fish meal but with a
slightly reduced content of cysteine and methionine.

EC HPKC was obtained from frozen preparations
by protein extraction using the Rudenskaya method
[37]. Collagenases from Dekapoda crabs form a spe-
cific subgroup of chymotrypsin-like serine proteases
(EC 3.4.21.32) according to the NC-IUBMB classifi-
cation. A general name of crab collagenolytic prote-
ases is brachyurines. Currently, crab serine proteases
of three types are isolated: brachyurines Ia possessing
a wide specificity close to that of chymotrypsin, tryp-
sin, and elastase and displaying collagenolytic activity;
Ib, with a wide specificity but decreased activity
towards trypsin substrates; and brachyurines II, tryp-
sin-like proteases [38]. In this work, for the prepara-
RUSSIAN JOURNAL OF BIOORGANIC CHEMISTRY  V
tion of rape protein hydrolysates we used a total EC
HPKC.

The purified protein preparation obtained by
extraction at pH 10.5 of commercial fat-free soybean
meal was hydrolyzed by lyophilized EC HPKC, which
was a mixture of several proteases, whose combined
effect determined its high proteolytic activity. The
hydrolysates were analyzed by HPLC, SDS PAGE,
mass-spectrometry, and assays of proteins and free
amino acids in the hydrolysate soluble fractions.

The experiments on fermentolysis of soybean pro-
teins under varied conditions (an enzyme com-
plex/protein ratio, room temperature and 37°C,
hydrolysis time of 2, 4, and 18 h) at pH 8.0 supported
the conclusion that an increase in temperature to 37°C
did not affect the hydrolysis degree, which depended
on the protein/EC HPKC ratio and the fermentolysis
time. Neither noticeable gelation nor stable formation
of insoluble products was observed during the treat-
ment. The HPLC analysis demonstrated a high degree
of soybean hydrolysis under the selected conditions,
even at a 1 : 100 EC/protein ratio (Fig. 1a). It can be
seen on the electropherogram that a marked hydroly-
sis of starting proteins followed by accumulation of
low-molecular-weight fragments was observed at a
1 : 20 EC/protein ratio as early as nearly in 1 h (Fig. 2).
In 18 h, the hydrolysate contained mainly low-molec-
ular-weight oligopeptides and amino acids beyond the
gel borders.

It is noteworthy that hydrolysates obtained at dif-
ferent EC/protein ratios differed in their composition
(Fig. 2). In an hour, more complete degradation was
observed at a 1 : 20 EC/protein ratio. However, in 18 h
at the same ratio the hydrolysis process slowed down and
the hydrolysate contained more oligopeptides with a
molecular weight ranging from ~5 to 20 kDa than was
found at a 1 : 100 EC/protein ratio in the same time
period. It implied that the protein hydrolysis proceeded
to a greater extent at a lower enzyme load.

A high hydrolysis degree of EC HPKC soybean
proteins was also confirmed by mass spectrometry:
most of the hydrolysis products were found to be solu-
ble protein fragments with a molecular weight less
than 3 kDa. According to the data of the amino acid
analysis, the yield of soluble hydrolysis products was
92% per weight of the initial protein material including
60.2% of free amino acids (room temperature, 18 h,
initial protein concentration 3 mg/mL) (Table 1).

To summarize, the use for the hydrolysis of soy-
bean proteins of EC HPKC, which was a mixture of
proteolytic enzymes with different specificity, pro-
vided both a good hydrolysis degree and a yield of soluble
hydrolysis products meeting the requirements of the
development of starter feeds for aquaculture. It is note-
worthy that EC HPKC is a cheap source of enzymes
being almost a waste in crab processing in Russia.

Protosubtilin is a complex enzyme preparation
produced by Bacillus subtilis. A proteolytic enzyme
ol. 45  No. 3  2019
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Fig. 1. HPLC of the starting soybean protein extract (1)
and its hydrolysates (a soluble part) (2) resulting from the
18-h hydrolysis at a 1 : 100 EC/protein ratio in the presence
of EC HPKC (a), EC PAC (b), and protosubtilin (c). 
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Fig. 2. SDS-PAGE of the soybean protein isolate (lane 1)
and its hydrolysates resulted from the hydrolysis at room
temperature in the presence of EC HPKC at 1 : 20 (2, 4)
and 1 : 100 (3, 5) EC/protein ratio for 1 (lanes 2, 3) and
18 h (lanes 4, 5). 
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subtilisin is the protosubtilin principal component.
The preparation also contains small amounts of the
complex of neutral and alkaline proteases and related
minor components, such as alpha-amylase, beta-glu-
canase, xylanase, and cellulase. Preliminarily purified
lyophilized protosubtilin was used for the hydrolysis of
soybean proteins [23]. According to the supplier’s data
the optimal conditions for manifestation of enzymatic
activity are a pH range of 4 to 6 and a temperature 40
to 60°C. However, based on the properties of soybean
proteins (their isoelectric points are within 4.5–6.4)
the hydrolysis was performed at pH 7.5 and room tem-
perature.

Commercial soybean protein isolate was hydro-
lyzed with protosubtilin under the above conditions at
a protein concentration of 3 mg/mL, a protosubti-
lin/protein ratio of 1 : 20 and 1 : 100 for 1, 4, and 20 h.
The hydrolysates were analyzed by HPLC (Fig. 1c),
SDS PAGE (Fig. 3), mass spectrometry, as well as by
the content of proteins and free amino acids in the
hydrolysate soluble fragments (Table 1).

It is noteworthy that the protosubtilin-induced fer-
mentolysis of a commercial soybean protein isolate
caused considerable coagulation of the protein mate-
rial. It could be due to the appearance of insoluble
protein fragments, which essentially decreased the
yield of soluble hydrolysis products. According to the
amino acid analysis, at a 1 : 20 protosubtilin/protein
ratio and the hydrolysis time of 20 h the total yield of
the soluble peptide material achieved 12.8% including
2.4% of free amino acids per the starting protein mate-
rial. The mass spectrometry analysis of the soluble
part of soybean protein hydrolysates after the proto-
subtilin-induced hydrolysis demonstrated that the
data spread of peptide weights in the hydrolysates was
 BIOORGANIC CHEMISTRY  Vol. 45  No. 3  2019
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Table 1. Analysis of soybean protein hydrolysates obtained in the presence of EC HPKC, protosubtilin, and EC PAC after
18–20 h hydrolysis. The yields are given in % per the weight of the hydrolyzed protein preparation

Enzyme preparation Fermentolysis 
temperature, °С

Yield of soluble 
hydrolysis products, %

Yield of free amino 
acids, %

Molecular weights 
of major soluble 

hydrolysis products, 
kDa

EC HPKC 20 92.0 60 1–3
Protosubtilin 20 12.8 2.4 1.5–12
EC PAC 37 82.7–88 20.16 1–10

20 10.16 n/a <16
within the range of 1.5–12 kDa. It is seen at the HPLC
chromatogram that large protein fragments and the
intact protein were absent in the soluble hydrolysate
fraction (Fig. 1c). The lack of high-molecular-weight
fragments may indicate both the hydrolysis degree and
that the hydrolysate insoluble part is composed from
large protein fragments formed during the fermentol-
ysis. The comparison of the electropherograms of sol-
uble parts and insoluble precipitates obtained at differ-
ent enzyme/protein ratios showed that the major part
of the protein material was represented by insoluble
protein fragments with a large data spread of molecu-
lar weights (Fig. 3).

Intensive gelation and coagulation of soybean pro-
teins during fermentolysis were observed by many
researchers when studying Flavourzyme 1000L,
Novozyme FM 2.0 L, and Alcalase 2.4 L preparations
containing subtilisin [20, 22, 27, 39–42]. In the pres-
ence of subtilisin Carlsberg coagulation of soybean
proteins occurred at the hydrolysis degree of 10% [43].
At pH ≈7.5 gelation took place at the hydrolysis degree
RUSSIAN JOURNAL OF BIOORGANIC CHEMISTRY  V

Fig. 3. SDS-PAGE of the soybean protein isolate (lane 1) and th
tosubtilin at room temperature at an enzyme/protein ratio of 1 :
and 20 h (5, 9): 2, 6, the protosubtilin preparation quantitatively
11, insoluble fractions of soybean protein 1 : 100 hydrolysates fo
of 1 : 20 (10) and 1 : 100 (11) for the hydrolysis time of 20 h. 
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of 5%. Changes of ionic strength (0.03, 0.2, and
0.5 М) only insignificantly affected the aggregation
pH, which implied that aggregation is not only a bal-
ance of electrostatic and hydrophobic interactions but
a much more complicated process. The SDS PAGE
demonstrated that degradation of β-conglycinin and
glycinin occurred in all the cases. However, the major
glycinin component was highly stable towards the
abovementioned preparations.

For hydrolysis of soybean proteins we used first
time an enzyme preparation from a codfish pyloric
appendage [25]. Fish pyloric appendages are saccular
outgrowths in the gastrointestinal tract. Their number
in different fish species is different. For example, sal-
mons have 300 to 400 appendages, whereas in stur-
geons they coalesced and formed one glandular organ.
The studies of pyloric appendages of cod fish, salmon,
and some perch species confirmed that they played an
important role in digestion [44]. In all the four studied
fish species, sugars, amino acids, and dipeptides were
found to be located mainly in pyloric appendages,
ol. 45  No. 3  2019
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Fig. 4. SDS-PAGE of soybean isolate (1) and the soluble
part of the hydrolysate in the presence of EC PAC (2–7) at
room temperature and an enzyme/protein ratio of 1 : 20
(2–4) and 1 : 100 (5–7) and a hydrolysis time of 1 (2, 5), 3
(3, 6), and 20 h (4, 7). 
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where their concentrations were much higher than
those in the gut. It was unambiguously confirmed that
fish pyloric appendages contain enzymes capable of
cleaving proteins, carbohydrates, and fats [45–48].
Currently, fish internal organs are being intensely
studied as a potential source of various enzymes. Tryp-
sin and trypsine-like enzymes from pyloric append-
ages were isolated and characterized for a large spec-
trum of cold- and warm-water fish [49–57]. Cod
pyloric appendages used in this work are a cheap
source of highly active enzymes, since codfish is one
of the major commercial fish.

A commercial soybean protein isolate (3 mg/mL)
was treated with an extract of cod pyloric appendages
(EC PAC) with 0.1% NaCl. A ratio of the enzyme
preparation to the hydrolyzed protein was calculated
on the basis of the protein content in the preparations.
Since pI values of soybean proteins were in the range
of 4.5 to 6.4, the hydrolysis was carried out at pH 8.0.

A commercial soybean protein isolate (3 mg/mL)
was hydrolyzed with EC PAC at room temperature or
at 37°C at a 1 : 20 or 1 : 100 EC PAC/protein ratio (per
protein) for 1, 3 and 20 h. Hydrolysates were analyzed
by HPLC (Fig. 1b), SDS-PAGE (Fig. 4), and mass
spectrometry. Also, the content of free amino acids
was determined.

During the hydrolysis at room temperature, the
reaction mixture grew turbid and remained as such
until the process was completed, which could be
explained by the formation of insoluble protein frag-
ments. A soluble part of the hydrolysate obtained at a
maximal enzyme loading was analyzed by HPLC
(Fig. 1c). A comparison with the chromatogram of the
starting protein preparation clearly showed that the
soluble portion did not contain the starting protein or
RUSSIAN JOURNAL OF
large protein fragments after 20 h of hydrolysis. The
compositional changes in the hydrolysate soluble parts
after 1, 3 and 20 h of hydrolysis can be seen in Fig. 4.
The soybean protein hydrolysis at a 1 : 100 EC
PAC/protein ratio proceeded much slower: in 3 h a
considerable amount of high-molecular-weight frag-
ments was still present in the hydrolysate. However, in
20 h the hydrolysis degree was approximately the same
as it was for the 1 : 20 EC PAC/protein ratio. However,
according to the results of the amino acid analysis, it
was found that, upon hydrolysis at room temperature
and a 1 : 20 EC PAC/protein ratio, the soluble part at
hydrolysate part contained only 10.16 wt % of the pro-
tein material, whereas at a 1 : 100 ratio this amount was
22%. The mass spectrometry data of the soluble part
showed that it was composed of very short peptides
with a molecular weight of less than 1 kDa and a set of
1–10 kDa oligopeptides.

Obviously, at room temperature (which is econom-
ically more beneficial), the EC PAC-induced soybean
protein hydrolysis was incomplete and resulted in
forming of insoluble fragments. As we showed in our
experiments, a much higher degree of hydrolysis was
achieved if the temperature was increased to 37°C.
According to the data of the amino acid analysis, the
yield of soluble hydrolysis products at this temperature
was 82.7 wt % per the starting protein including
20.16% of free amino acids. At a 1 : 100 ratio the solu-
ble part of hydrolysate constituted 88.4% (Table 1).
The results imply that EC PAC contains the enzymes
with a high proteolytic activity, which provides a high
hydrolysis degree, even of such complex proteins as
soybean proteins.

The analysis of our studies allows a conclusion that
the behavior of soybean proteins and the protein frag-
ments formed in the process of hydrolysis induced by
EC HPKC, protosubtilin, and EC PAC is different
and the yield of soluble hydrolysis products in the case
of protosubtilin and EC PAC depends on the tempera-
ture (Table 1). Of the enzymes used, the most active
one was EC HPKC, which displayed a high proteolytic
activity at room temperature. The analysis of fermen-
tolysis products demonstrated a high hydrolysis degree
of soybean proteins: the yield of soluble hydrolysis
products achieved 92% per weight of the starting pro-
tein material. Depending on the hydrolysis time, the
hydrolysate contained up to 60% (18 h) of amino acids
(per weight of the hydrolyzed protein material) and
short peptides, whose weight did not exceed 3 kDa.
Another pattern was observed for protosubtilin or PAC
extract used for hydrolysis of soybean proteins at room
temperature. In the process of hydrolysis intensive
gelation and coagulation of the resulting protein frag-
ments unsusceptible to further hydrolysis took place.
In order to achieve the yield of soluble hydrolysis
products comparable with that for EC HPKC, it was
necessary to increase the temperature to 37–40°С. For
EC PAC, the yield of soluble hydrolysis products at
37°C was 82–88% per weight of the starting protein
 BIOORGANIC CHEMISTRY  Vol. 45  No. 3  2019
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material. A major hydrolysate portion was composed
by free amino acids, low-molecular-weight peptides
with a mass less than 10 kDa, and a small amount of
protein fragments with a higher molecular weight.
Although the optimal temperature for the protosubti-
lin enzymatic activity is 40–60°С according to the
supplier’s recommendations, the protosubtilin-
induced hydrolysis of soybean proteins was not per-
formed in this temperature range due to the potential
hazard for sulfur-containing amino acids.

To summarize, we obtained hydrolysates of soy-
bean proteins, the composition of which met the
requirements of starter feeds for aquaculture [17–19,
58, 59]. Variations of such parameters as hydrolysis
time, a ratio of the enzyme preparation/protein, and
temperature allowed the hydrolysis to proceed to vari-
ous degrees.

EXPERIMENTAL

Soybean meal Soyanta™-200 (Irkutskii MZhK)
with the raw protein content of ~52% (supplier’s data)
and the soybean isolate SHANSUN-90 with the raw
protein content of ~92% (supplier’s data) were
received from a group of companies YANTA and
Atlant LLC (Yekaterinburg); the enzyme preparation
protosubtilin G3x was from Sibbiofarm LLC (Russia);
frozen HPKC, from Arktikservise Ltd (Murmansk);
the frozen EC PAC, from the Murmansk trawl fishing
marine (Russia). Chemical reagents were purchased
from Sigma (United States).

Preparation of the enzyme complex from soybean
meal [24]. Meal was ground in a mortar for 15 min to
have a finer powder. The powder was washed with 60%
ethanol under stirring for 30 min and centrifuged at
25000 g for 20 min on a J2-21 centrifuge (Beckman,
United States). The precipitate was dried in air and the
proteins were extracted with 0.5 M NaCl at pH 10.5
and room temperature and vigorous stirring for 2 h at
a 1–3% (w/v) soybean meal/liquid ratio. Insoluble
plant residuals were removed by centrifugation at
35000 g for 20 min on a J2-21 centrifuge. For the
removal of low-molecular-weight compounds coex-
tracted with proteins, the supernatant was subjected to
ultrafiltration with the membranes allowing passage of
the molecules with a molecular weight less than
10 kDa. For desalting, the proteins were precipitated
with cold 80% ethanol for 2 h. After centrifugation, the
proteins from the precipitate were suspended in either
water (pH 8.0) followed by lyophilization or 0.1 M
Tris-HCl buffer, pH 8.0, and used for enzymatic
hydrolysis.

The content of the total protein in the starting
material and in the protein preparations were evalu-
ated by the Kjeldahl method [60]. The protein prepa-
rations were tested for the polyphenol presence using a
qualitative color reaction with iron(III) chloride [61].
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The results evidenced the absence of phenol deriva-
tives in the samples.

The EC HPKC was isolated from frozen HPKC by
the protein extraction at pH 6.0 in buffer A (0.1 M
sodium acetate, pH 6.0, 100 mM NaCl, 2 mM CaCl2)
followed by centrifugation at 22000 g on a J2-21 cen-
trifuge [37]. The upper fat layer and the precipitate
were removed, and the supernatant proteins were pre-
cipitated with ammonium sulfate (80% saturation).
After centrifugation at 35000 g on a J2-21 centrifuge
the proteins were dissolved in buffer A, dialyzed versus
the same buffer and stored at –20°C.

Hydrolysis of the protein preparations without the
preliminary protein denaturation was performed for a
given time in the presence of EC HPKC under the follow-
ing conditions: room temperature, рН 7.5–8.0, protein
concentration 3 or 5 mg/mL, 1 : 20 or 1 : 100 EC/substrate
ratio per the protein weight detected by the Bradford
method [62]. pH value of reaction mixture was kept at
the level of 8.0. The reaction was terminated by heat-
ing at 90°C for 5 min. Hydrolysates were cooled and
stored frozen at −20°С.

Commercial protosubtilin was washed with dis-
tilled water (1 : 10 w/v) prior to use. The insoluble
material was separated by centrifugation at 25000 g for
15 min on a J2-21 centrifuge and the supernatant was
concentrated by ultrafiltration through a membrane
with a pore size allowing passage of the molecules with
a molecular weight less than 3 kDa (Millipore) on an
Amicon Ultra cell (Merck, United States) followed by
lyophilization.

The protosubtilin-induced hydrolysis of the com-
mercial protein isolate was carried out without prior
protein denaturation at room temperature, pH 7.5, the
protein concentration 3 mg/mL, and a 1 : 20 or 1 : 100 EC/
substrate ratio per protein weight for various time peri-
ods [23]. As the reaction mixture was acidified, its pH
vaIue was kept close to 7.5. The reaction was termi-
nated by heating at 90°C for 2 min. The hydrolysates
were cooled and stored frozen at −20°С.

For the preparation of EC PAC, frozen PAC were
homogenized in 0.1% NaCl at a 1 : 20 (w/v) ratio and
the homogenate was filtered through a membrane
with a pore size allowing passage of the molecules with
a molecular weight less than 100 kDa. The filtrate was
lyophilized and the lyophilizate was homogenized in
40 mM Tris-HCl buffer, pH 7.5, at a 1 : 25 (w/v) ratio.
The insoluble material was separated by centrifugation
at 25000 g for 15 min on a J2-21 centrifuge. The super-
natant was concentrated by ultrafiltration through a
membrane with a pore size allowing passage of the
molecules with a molecular weight less than 3 kDa to
a protein concentration of 2.5 mg/mL and used for
soybean protein hydrolysis.

The EC PAC-induced hydrolysis of the commer-
cial protein isolate was carried out at the protein con-
centration of 3 mg/mL, pH 8.0, room temperature or
37°C, and 1 : 20 or 1 : 100 ratio per the protein weight
ol. 45  No. 3  2019
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for 1, 3 and 20 h. The reaction was terminated as
described above. The hydrolysates were cooled and
stored frozen at −20°С.

SDS PAGE of the protein preparations and hydro-
lysates was carried out by the Laemmli method [63] in
12 or 15% PAG in the presence of 10% SDS.

The amino acid composition of the samples hydro-
lyzed by 5.6 M HCl at 110°C for 24 h was detected on
a SYKAM 430 amino acid analyzer (Sykam GmbH,
Germany). The tryptophan concentration was deter-
mined after alkaline hydrolysis of the samples accord-
ing to GOST 32201-2013 on an Agilent 1200 chro-
matograph supplied with a f luorescent detector. The
total concentration of free amino acids in the enzy-
matic hydrolysates was determined by the amino acid
analysis without acid hydrolysis of the samples.

The mass spectrometry analysis of the protein
hydrolysates was performed after the peptides were
separated on a nano-flow EASY-nLC 1000 chromato-
graph (Thermo Scientific, United States); high reso-
lution OrbiTrap Elite mass spectrometer (Thermo Sci-
entific, United States) was used as a detector.

Panoramic spectra were registered in the m/z range
of 500 to 2000 at a 240000 resolution; the ion fragmen-
tation was conducted in a high pressure dissociation
chamber HCD; fragmentation spectra were recorded
at a resolution of 60000. The peptides were separated
on a capillary column 150 mm in length and 75 μm in
diameter (Phenomenex, United States).

The hydrolysates were chromatographed on a high
pressure BREEZE chromatographic system (Waters,
United States) on a Phenomenex Luna C18(2) col-
umn (100 Å, 5 μm, 250 × 4.6 mm) equilibrated with
0.1% trif luoroacetic acid in a gradient of acetonitrile
concentration (2→95% in 30 min) at a f low rate
1 mL/min and a column temperature 30°С. The pep-
tides were detected at a wavelength of 215 nm.

FUNDING
The work was supported by the Russian Scientific

Foundation, project no. 16-14-00133.

COMPLIANCE WITH ETHICAL STANDARDS
The authors declare that they have no conflict of

interest. This article does not contain any studies
involving animals or human participants performed by
any of the authors.

REFERENCES
1. Salunkhe, D.K., Adsule, R.N., Chavan, J.K., and

Kadam, S.S., World Oilseeds. Chemistry, Technology
and Utilization, New York: Springer, 1992.

2. Slawski, H., Adem, H., Tressel, R.P., Wysujack, K.,
Koops, U., and Schulzet, C., Aquaculture, 2011, vol. 63,
pp. 605–611.
RUSSIAN JOURNAL OF
3. Ravindran, V., Abdollahi, M.R., and Bootwalla, S.M.,
Poult. Sci., 2014, vol. 93, pp. 2567–2577.

4. Kinsella, J.E., J. Am. Oil Soc., 1979, vol. 56, pp. 242–
258.

5. Collins, S.A., Desai, A.R., Mansfield, G.S., Hill, J.E.,
Van Kessel, A.G., and Drew, M.D., Aquaculture, 2012,
vols. 344–349, pp. 90–99.

6. Hua, K. and Bureau, D.P., Aquaculture, 2012,
vol. 356–357, pp. 284–301.

7. Francis, G., Makkar, H., and Bekker, K., Aquaculture,
2001, vol. 199, pp. 197–227.

8. Murashita, K., Akimototo, A., Iwashita, Ya., Amano, Sh.,
Suzuki, N., Matsunari, H., Furuita, H., Sugita, T., and
Yamamoto, T., Fish Sci., 2013, vol. 79, pp. 447–457.

9. Krogdahl, A., Penn, M., Thorsen, J., Refstie, S., and
Bakke, A., Aquac. Res., 2010, vol. 41, pp. 333–344.

10. Vioque, J., Sanchez-Vioque, R., Clemente, A., Pedro-
che, J., Bautista, J., and Millan, F., J. Am. Oil Chem.
Soc., 1999, vol. 76, pp. 819–823.

11. Xiang Dong Sun, Int. J. Food Sci. Technol., 2011,
vol. 46, pp. 2447–2459.

12. Lahi, W.J. and Braun, S.D., Food Technol., 1994,
vol. 48, pp. 68–75.

13. Rønnestad, I., Yufera, M., Ueberschär, B., Ribeiro, L.,
Saele, Oy., and Boglione, C., Rev. Aquacult., 2013,
vol. 5, pp. S59–S98.

14. Hamre, K., Yufera, M., Rønnestad, I., Boglione, C.,
Concenciao, L., and Izquierdo, M., Rev. Aquacult.,
2013, vol. 5, pp. S26–S58.

15. Dabrowski, K., Zhang, Yo., Kwasck, K., Hliwa, P., and
Ostaszelwska, T., Acquacult. Res., 2010, vol. 41,
pp. 668–683.

16. Berge, G.M. and Storebakken, T., Aquaculture, 1996,
vol. 145, pp. 205–212.

17. Sergazieva, O.D. and Dolganova, N.V., Vestn. Astrakh.
Gos. Tech. Univ., Ser. Rybn. Khoz., 2011, no. 1, pp. 69–74.

18. Ponomarev, S.V., Gamygin, B.A., and Kanid’ev, A.N.,
Vestn. Astrakh. Gos. Tech. Univ., Ser. Rybn. Khoz., 2010,
no. 1, pp. 132–139.

19. Chiang, W.-D., Shih, C.-J., and Chu, Y.-H., Food
Chem., 1999, vol. 65, pp. 189–194.

20. Hrĉková, M., Rusňáková, M., and Zemanoviĉ, J.,
Czech. J. Food Sci., 2002, vol. 20, pp. 7–14.

21. Caldéron De La Barca, A.M., Ruiz-Salazar, R.A., and
Jara-Marini, M.E., J. Food Sci., 2000, vol. 65, pp. 246–
253.

22. Kuipers, B.J., van Koningsveld, G.A., Alting, A.C.,
Driehuis, F., Gruppen, H., and Voragen, A.G., J.
Agric. Food Chem., 2005, vol. 53, pp. 1031–1038.

23. Zinchenko, D.V., Muranova, T.A., Melanina, L.A.,
Belova, N.A., and Miroshnikov, A.I., Appl. Biochem.
Microbiol., 2018, vol. 54, pp. 294–300.

24. Muranova, T.A., Zinchenko, D.V., Melanina, L.A.,
and Miroshnikov, A.I., Appl. Biochem. Microbiol., 2018,
vol. 54, pp. 76–82.

25. Zinchenko, D.V., Muranova, T.A., Melanina, L.A.,
and Miroshnikov, A.I., Appl. Biochem. Microbiol.,
2019, vol. 55 (in press).

26. Nishinary, K.Y., Fang, S.Guo., and Philips, G.O.,
Food Hydrocolloids, 2014, vol. 39, pp. 301–318.
 BIOORGANIC CHEMISTRY  Vol. 45  No. 3  2019



HYDROLYSATES OF SOYBEAN PROTEINS FOR STARTER FEEDS OF AQUACULTURE 203
27. Sexton, P.J., Paek, N.C., and Shibles, R.M., Field
Crops Res., 1998, vol. 59, pp. 1–8.

28. Smith, A.K., Rackis, J.J., Isnardi, P., Cartter, J.L., and
Krober, O.A., Gen. Chem., 1966, vol. 43, pp. 261–270.

29. Clark, A.H., Gelation of Globular Proteins, Hill, S.E.,
Ledward, D.A., and Mitchell, J.R., Eds., New York:
Springer, 1998, 2nd ed.

30. Doucet, D., Gauthier, S.F., and Foegeding, E.A., J.
Food Sci., 2001, vol. 66, pp. 711–715.

31. Ipsen, R., Otte, J., Lomholt, S.B., and Quist, K.B., J.
Dairy Res., 2000, vol. 67, pp. 403–413.

32. Francis, G., Makkar, H., and Bekker, K., Aquaculture,
2001, vol. 199, pp. 197–227.

33. Chabanon, G., Chevalot, I., Framboisier, X., Chenu, S.,
and Marc, I., Process Biochem., 2007, vol. 42, pp. 1419–
1428.

34. Ravindran, V., Abdollahi, M.R., and Bootwalla, S.M.,
Poult. Sci., 2014, vol. 93, pp. 2567–2577.

35. Pedroche, J., Yust Mdel, M., Lqari, H., Megías, C.,
Girón-Calle, J., Alaiz, M., Millan, F., and Vioque, J.,
J. Agric. Food Chem., 2006, vol. 54, pp. 7621–7627.

36. Ghodsvali, A., Khodaparast, M.H.H., Vosough, M.,
and Diasady, L.L., Food Res. Int., 2005, vol. 38,
pp. 223–231.

37. Rudenskaya, G.N., Isaev, V.A., Shmoylov, A.M.,
Karabasova, M.A., Shvets, S.V., Miroshnikov, A.I.,
and Brusov, A.B., Appl. Biochem. Biotechnol., 2000,
vol. 88, pp. 175–183.

38. Rudenskaya, G.N., Russ. J. Bioorg. Chem., 2003,
vol. 29, no. 2, pp. 101–111.

39. Inouye, K., Nagai, K., and Teisuke, T., J. Agric. Food
Chem., 2002, vol. 50, pp. 1237–1242.

40. Bernardi Don, L.S., Pilosof, A.M.R., and Bar-
tholomi, G.B., J. Am. Oil Chem. Soc., 1991, vol. 68,
no. 2, pp. 102–105.

41. Tang, C.-H., Wu, H., Yu, H.-P., Li, L., Chen, Z., and
Yang, X.Q., J. Food Biochem., 2006, vol. 30, pp. 35–55.

42. Caldéron De La Barca, A.M., Ruiz-Salazar, R.A., and
Jara-Marini, M.E., J. Food Sci., 2000, vol. 65, pp. 246–
253.

43. Kuipers, B.J.H., van Koningsveld, G.A., Alting, A.C.,
Driehuis, F., Gruppen, H., and Voragen, A.G.J., J.
Agric. Food Chem., 2005, vol. 53, pp. 1031–1038.

44. Buddington, R.K. and Diamond, J.M., Proc. Natl.
Acad. Sci. U. S. A., 1986, vol. 83, pp. P. 8012–8014.

45. Mankura, M., Kayama, M., and Saito, S., Bull. Jpn.
Soc. Sci. Fish., 1984, vol. 50, pp. 2127–2131.

46. Hau, P.V. and Benjakul, S., J. Food Biochem., 2006,
vol. 30, pp. 478–495.

47. Lu, B.-J., Zhou, L.-G., Cai, Q.-F.,  Hara, K.,  Maeda, A.,
Su, W.-J., and Cao, M.-J., Food Chem., 2008, vol. 110,
pp. 352–360.

48. Khantaphant, S. and Benjakue, S., Food Chem., 2010,
vol. 120, pp. 658–664.

49. Kalinichenko, T.P. and Kolmakova, L.P., Izv. Tik-
hookean. Nauchno-Issled. Inst. Rybn. Khoz. Okeanogr.,
2005, vol. 140, pp. 285–290.

50. Simpson, B.K. and Haard, N.F., Comp. Biochem.
Physiol. B, 1984, vol. 79, pp. 613–622.

51. Simpson, B.K., in Seafood Enzymes: Utilization and
Influence on Postharvest Seafood Quality, Haard, N.F.
and Simpson, B.K., Eds., Dekker, 2000, pp. 531–540.

52. Bezerra, R.S., Santos, J.F., Paiva, P.M.G.,
Correia, M.T.S., Coelho, L.C.B.B., and Vieira, V.L.A.,
J. Food Biochem., 2001, vol. 25, pp. 199–210.

53. Kishimura, H. and Hayashi, K., Comp. Biochem.
Physiol. B, 2002, vol. 132, pp. 485–490.

54. Klomklao, S., Benjakul, S., and Visessanguan, W., J.
Food Chem., 2003, vol. 28, pp. 355–372.

55. Castillo-Yanez, F.J., Pacheco-Aguilar, R., Garcia-Car-
reno, F.L., and Toro, M.A.N., Comp. Biochem. Physiol.
B, 2005, vol. 140, pp. 91–98.

56. Kishimura, H., Hayashi, K., Miyashita, Y., and
Nonami, Y., Food Chem., 2006, vol. 97, pp. 65–70.

57. Klomklao, S., Benjakul, S., Visessanguan, W.,
Kishimura, H., and Simpson, B.K., J. Agric. Food
Chem., 2006, vol. 54, pp. 5617–5622.

58. Grozesku, Yu.N., Bakhareva, A.A., and Shul’gina, E.A.,
Rybovod. Rybn. Khoz., 2011, no. 4, pp. 49–52.

59. Alamdari, Kh., Dolganova, N.V., Ponomarev, S.V.,
and Vinnov, A.S., Vestn. Astrakh. Gos. Tech. Univ., Ser.
Rybn. Khoz., 2013, no. 2,  pp. 172–177.

60. Busev, A.I., Kolorimetricheskie (fotometricheskie)
metody opredeleniya nemetallov (Colorimetric (Photo-
metric) Methods for Determination of Non-Metals),
Moscow: Izd. Inostr. Lit., 1963.

61. Zaprometov, M.N., Biokhimiya katekhinov (Biochem-
istry of Catechins), Moscow: Nauka, 1964.

62. Bradford, M.M., Anal. Biochem., 1976, vol. 72,
pp. 248–254.

63. Laemmly, U.K., Nature, 1970, vol. 227, pp. 680–685.

Translated by E. Shirokova
RUSSIAN JOURNAL OF BIOORGANIC CHEMISTRY  Vol. 45  No. 3  2019


	INTRODUCTION
	RESULTS AND DISCUSSION
	EXPERIMENTAL
	FUNDING
	COMPLIANCE WITH ETHICAL STANDARDS
	REFERENCES

		2019-06-18T10:42:11+0300
	Preflight Ticket Signature




