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Abstract: β-fructofuranosidase (β-FFase) belongs to the glycosyl-hydrolase family 32 (GH32),
which can catalyze both the release of β-fructose from β-D-fructofuranoside substrates to hydrolyze
sucrose and the synthesis of short-chain fructooligosaccharide (FOS). BmSuc1 has been cloned and
identified from the silkworm Bombyx mori as a first animal type of β-FFase encoding gene. It was
hypothesized that BmSUC1 plays an important role in the silkworm-mulberry adaptation system.
However, there is little information about the enzymatic core sites of BmSUC1. In this study, we mutated
three amino acid residues (D63, D181, and E234) that represent important conserved motifs for β-FFase
activity in GH32 to alanine respectively by using site-directed mutagenesis. Recombinant proteins
of three mutants and wild type BmSUC1 were obtained by using a Bac-to-Bac/BmNPV expression
system and BmN cells. Enzymatic activity, kinetic properties, and substrate specificity of the four
proteins were analyzed. High Performance Liquid Chromatography (HPLC) was used to compare the
hydrolyzing and transfructosylating activities between D181A and wtBmSUC1. Our results revealed
that the D63A and E234A mutations lost activity, suggesting that D63 and E234 are key amino acid
residues for BmSUC1 to function as an enzyme. The D181A mutation significantly enhanced both
hydrolyzing and transfructosylating activities of BmSUC1, indicating that D181 may not be directly
involved in catalyzation. The results provide insight into the chemical catalyzation mechanism of
BmSUC1 in B. mori. Up-regulated transfructosylating activity of BmSUC1 could provide new ideas for
using B. mori β-FFase to produce functional FOS.
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1. Introduction

Invertase or β-fructofuranosidase (β-FFase) (EC 3.2. 1.26) catalyzes the release of β-fructose
from the nonreducing termini of various of β-D-fructofurnoaside substrates [1], such as sucrose,
raffinose, inulin, and levan [2]. In addition to hydrolyzing sucrose, β-FFase may also catalyze the
synthesis of short-chain fructooligosaccharides (FOS), in which one to three fructosyl moieties are
linked to the sucrose skeleton by different glycosidic bonds, depending on the enzyme source [3].
The reaction proceeds by a double displacement mechanism in which a covalent glycosyl-enzyme
intermediate is formed [4]. The breakdown of sucrose is widely used as a carbon or energy source
by bacteria, fungi, and plants. In plants, both glucose and fructose are implicated in the signaling
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pathways by which sucrose concentration functions as a key sensor of the nutritional status of plants.
Thus, invertase plays a fundamental role in controlling cell differentiation and development [5,6].
Bacterial fructosyltransferases catalyze two different reactions, depending on the nature of the acceptor.
This results in transglycosylation when a fructan chain is used as an acceptor or in hydrolysis,
when water is used as the acceptor [7]. Fructans are one of the most promising ingredients for functional
food and non-food industries and have prebiotic properties. They exert a beneficial effect on human
health through improving calcium and magnesium absorption in adolescents and in postmenopausal
women [8], and to help prevent cardiovascular diseases, colon cancer, or osteoporosis [9–12].

β-FFases are common in microorganisms and plants and their catalyzing properties and protein
crystal structures are well studied. However, β-FFase is rare in the animal kingdom although its activity
has been found in several Lepidoptera insects [13–15]. A β-FFase gene was cloned and identified from
the silkworm Bombyx mori and termed BmSuc1. This provided the first direct evidence for the existence
of β-FFase in an animal genome [16]. In B. mori, BmSUC1 may play a role in avoiding the toxic effects
of the sugar-mimic alkaloids 1,4-dideoxy-1,4-imino-D-arabinitol (D-AB1), and 1-deoxynojirimycin
(DNJ) that are present at high concentrations in mulberry latex [16,17]. β-FFase genes have now been
found in the larvae of Helicoverpa armigera [18], Manduca sexta [19], and two Coleopterans Sphenophorus
levis [20], and Agrilus planipennis [21]. In A. planipennis and S. levis, the insect β-FFase genes are thought
to have been acquired through horizontal gene transfer (HGT) from bacteria [20,21], and this supports
previous propositions, including the origin of the B. mori gene BmSuc1 [15,16,18,19,22]. There is scant
knowledge about the enzymatic activity center and the catalyzing kinetics of insect β-FFases.

β-FFase are classified as family 32 of the glycosyl-hydrolase (GH32). Three conserved motifs in
GH32, each containing a key acidic residue, Asn-Asp-Pro-Asn-Gly (NDPNG), Arg-Asp-Pro (RDP)
and Glu-Cys (EC) have been implicated in substrate binding and hydrolysis [23]. In this study,
we performed site-directed mutagenesis to probe the roles of the three well conserved acidic amino
acid residues, Asp63, Asp181, and Glu234 in BmSUC1. The recombinant proteins of wtBmSUC1 and
the three mutants were expressed using a Bac-to-Bac/BmNPV expression system [24] and enzymatic
assays were conducted to analyze and compare their enzyme characteristics. Our data revealed
that the D63A and E234A mutations lost activity, and the D181A mutation significantly enhanced
both hydrolyzing and transfructosylating activities of BmSUC1. The results provide insight into the
chemical catalyzation mechanism of BmSUC1 in B. mori and help to better understand the function of
such novel insect β-FFases.

2. Results

2.1. Analysis of Homology and Conserved Motifs

The coding region of BmSuc1 was 1464 base pairs and encoded a 488-amino acid polypeptide
with a molecular mass of about 56 kDa [16]. Alignment of multiple amino acid sequences of β-FFases
showed that the identity was highest (46%) between BmSUC1 and Bacillus licheniformis and was about
40% between BmSUC1 and other insect species (Table 1). We found that five putative substrate binding
sites in the GH32 family [23] are well conserved in BmSUC1 and other species including insects,
bacteria, plants and fungi (Figure 1). Three motifs Asn-Asp-Pro-Asn-Gly (NDPNG), Arg-Asp-Pro
(RDP), and Glu-Cys (EC), each containing a predicted catalytic residue, are completely present in
BmSUC1 at positions of Asp63, Asp181, and Glu234 (Figure 1).
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Figure 1. Multiple sequence alignments of β-FFase from Bombyx mori (NP_001119721), Manduca sexta 
(ACX49762), Agrilus planipennis (AIR93898), Sphenophorus levis (AIL92341), Bacillus licheniformis 
(WP_003186470), Thermotoga maritima (PDB: 1UYP_A), Arabidopsis thaliana (AAA63802) and 
Aspergillus japonicus (ADK46938). The letters with black background are 100% identical among the 
sequences. The characters with pink background show >75% identity among the sequences. Asterisks 
indicate the putative substrate-binding sites. The three conserved motifs are boxed, in which each 
putative catalytic residue is indicated by a triangle. The organism names are presented with different 
colors (red for insect, blue for bacterium, green for plant and brown for fungus). 

Table 1. Identity of BmSUC1 with some β-FFases from other species. 

Taxonomy Species (Accession Number) Identity (%) 

Insect 

Helicoverpa armigera (ABU98615) 43 
Agrilus planipennis (AIR93898) 40 

Manduca sexta (ACX49762) 39
Sphenophorus levis (AIL92341) 39

Bacterium 

Bacillus licheniformis (WP_003186470) 46 
Bacillus megaterium (KWU53447) 44 

Staphylococcus pasteuri (WP_023374434) 43 
Thermotoga maritima (1UYP_A) 33 

Plant 
Arabidopsis thaliana (AAA63802) 31
Cichorium intybus (CAC37922) 30

Fungus 
Arthrobacter globiformis (ADK46938) 31 

Aspergillus japonicus (WP_003803118) 13 

Figure 1. Multiple sequence alignments of β-FFase from Bombyx mori (NP_001119721), Manduca sexta
(ACX49762), Agrilus planipennis (AIR93898), Sphenophorus levis (AIL92341), Bacillus licheniformis
(WP_003186470), Thermotoga maritima (PDB: 1UYP_A), Arabidopsis thaliana (AAA63802) and Aspergillus
japonicus (ADK46938). The letters with black background are 100% identical among the sequences.
The characters with pink background show >75% identity among the sequences. Asterisks indicate the
putative substrate-binding sites. The three conserved motifs are boxed, in which each putative catalytic
residue is indicated by a triangle. The organism names are presented with different colors (red for insect,
blue for bacterium, green for plant and brown for fungus).

Table 1. Identity of BmSUC1 with some β-FFases from other species.

Taxonomy Species (Accession Number) Identity (%)

Insect

Helicoverpa armigera (ABU98615) 43
Agrilus planipennis (AIR93898) 40

Manduca sexta (ACX49762) 39
Sphenophorus levis (AIL92341) 39

Bacterium

Bacillus licheniformis (WP_003186470) 46
Bacillus megaterium (KWU53447) 44

Staphylococcus pasteuri (WP_023374434) 43
Thermotoga maritima (1UYP_A) 33

Plant
Arabidopsis thaliana (AAA63802) 31
Cichorium intybus (CAC37922) 30

Fungus Arthrobacter globiformis (ADK46938) 31
Aspergillus japonicus (WP_003803118) 13

2.2. Site Mutagenesis of BmSUC1 and In Vitro Expression of the Recombinant Proteins

To analyze the importance of Asp63, Asp181, and Glu234 for BmSUC1 activity, we performed
site-directed mutagenesis by PCR. The three residues were artificially mutated to alanine and named
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D63A, D181A and E234A, respectively (Table 2, Figure S1A). Also, wild type BmSUC1 (wtBmSUC1)
was expressed and purified in a bacterial expression system and anti-BmSUC1 polyclonal antibody
was prepared. Subsequently, wtBmSUC1 and the mutants were co-expressed with GFP in BmN cells
using a Bac-to-Bac/BmNPV expression system (Figure S1B). After two episodes of multiplication
from P0 to P2, the virus titers appeared to be increased based on an increase of green fluorescence.
This indicated that abundant recombinant proteins were expressed 72 h after transfection by P2 virus
(Figure S2B). Through the Sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE)
and immunoblot analysis, we found that BmSUC1 was present in the culture medium, rather than
intracellular (Figure 2A). Therefore, the large expression of the four recombinant proteins in the
medium was identified (Figure 2B) and purified (Figure 2C).
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Table 2. Oligonucleotide primers used in PCR. 

Name of Primer Pair Primer Sequence (5′→3′)

D63AM1/M2 GAAAAGCCGTTAGGGGCATTCATCCA 
TGGATGAATGCCCCTAACGGCTTT TC 

D181AM1/M2 
CCAAATCTTGGGGGCTCTGAAATCAGC
GCTGATTTCAGAGCCCCCAAGATTTGG 

E234AM1/M2 
CATGCCCACATGTAGCCCAT
ATGGGCTACATGTGGGCATG 

BmSUC1F/R 
ATTTGCGGCCGCTATGTTCGCCTGGAGC 

CCCAAGCTTTTAATGATGATGATGATGATGAGCGGGTACACT 

GFPF/R 
CCGCTCGAGATGGTGAGCAAGGGC 
CGGGGTACCTTACTTGTACAGCTC 

The underlined nucleotides indicate the position of altered codons. The red nucleotides indicate the 
restriction sites. Nucleotides in italic indicate the 6xHis tag. 

2.3. Biochemical Characterization of wtBmSUC1 and Mutants 

Sucrose was used as substrate to detect enzymatic characteristics of wtBmSUC1 and the three 
mutants. The results demonstrated that, as reaction time increased, both wtBmSUC1 and D181A 
increased glucose production, while the D63A and E234A mutants displayed essentially no enzyme 
activity at any time point (Figure 3A). Surprisingly, the specific activity of D181A was consistently 
higher than that of wtBmSUC1 (Figure 3A). We investigated the biochemical properties of the 
enzymes, including active pH range and optimal temperatures. D181A showed maximum activity at 
the same temperature (30 °C) as wtBmSUC1 (Figure 3C), while it had broader and higher activity 
than wtBmSUC1 from pH 5 to 8 (Figure 3B). For D63A and E234A, the activity was reduced to an 
extremely low level in all of the conditions, suggesting that these two sites are key enzyme catalytic 
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Figure 2. Identification and purification of the enzymes expressed in BmN cells by SDS-PAGE (upper)
and western blot (lower) analysis using anti-BmSUC1 antibody. (A) wtBmSUC1 expression in the
medium and cells (S, supernatant, I, insoluble component); (B) Expression of wtBmSUC1 and three
mutants in the medium. Blank, cell culture medium after empty vector infection; (C) unpurified (U) and
purified (P) proteins from the medium. 0.5 µg of each purified protein was identified by western blot.

Table 2. Oligonucleotide primers used in PCR.

Name of Primer Pair Primer Sequence (5′→3′)

D63AM1/M2
GAAAAGCCGTTAGGGGCATTCATCCA
TGGATGAATGCCCCTAACGGCTTT TC

D181AM1/M2
CCAAATCTTGGGGGCTCTGAAATCAGC
GCTGATTTCAGAGCCCCCAAGATTTGG

E234AM1/M2
CATGCCCACATGTAGCCCAT
ATGGGCTACATGTGGGCATG

BmSUC1F/R
ATTTGCGGCCGCTATGTTCGCCTGGAGC

CCCAAGCTTTTAATGATGATGATGATGATGAGCGGGTACACT

GFPF/R
CCGCTCGAGATGGTGAGCAAGGGC
CGGGGTACCTTACTTGTACAGCTC

The underlined nucleotides indicate the position of altered codons. The red nucleotides indicate the restriction sites.
Nucleotides in italic indicate the 6xHis tag.

2.3. Biochemical Characterization of wtBmSUC1 and Mutants

Sucrose was used as substrate to detect enzymatic characteristics of wtBmSUC1 and the three
mutants. The results demonstrated that, as reaction time increased, both wtBmSUC1 and D181A
increased glucose production, while the D63A and E234A mutants displayed essentially no enzyme
activity at any time point (Figure 3A). Surprisingly, the specific activity of D181A was consistently
higher than that of wtBmSUC1 (Figure 3A). We investigated the biochemical properties of the enzymes,
including active pH range and optimal temperatures. D181A showed maximum activity at the
same temperature (30 ◦C) as wtBmSUC1 (Figure 3C), while it had broader and higher activity than
wtBmSUC1 from pH 5 to 8 (Figure 3B). For D63A and E234A, the activity was reduced to an extremely
low level in all of the conditions, suggesting that these two sites are key enzyme catalytic residues
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(Figure 3A–C). Additionally, examination of thermo stability indicated that D181A activity rapidly
decreased with increased temperature and 50% loss of activity (T50) for wtBmSUC1 and D181A was
found at 70 ◦C and 45 ◦C, respectively (Figure 3D), indicating that the thermo stability of D181A was
inferior to that of wtBmSUC1 in this experiment.
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Figure 3. Comparison of enzymatic properties of wtBmSUC1 and mutants. (A) Influence of reaction time
on hydrolysis activity; (B) Influence of pH on hydrolysis activity; (C) Influence of reaction temperature
on hydrolysis activity; (D) Thermostability profiles of wtBmSUC1 and D181A. The hydrolysis activity
was measured in 200 µL of culture mixture using sucrose as the substrate. Vertical bars indicate the
mean ± SD (n = 3).

2.4. Comparison of Substrate Affinity and Catalytic Efficiency between wtBmSUC1 and D181A

β-FFase is able to liberate reducing sugars from fructosyl-β (2→1)-linked carbohydrates, such as
sucrose and raffinose. We compared the substrate affinity and catalytic efficiency to sucrose and raffinose
by calculating Km, Kcat and the Kcat/Km ratio based on the double reciprocal plots. A comparison
of the Km values showed that both wtBmSUC1 and D181A had higher affinity to raffinose than to
sucrose. The mutation of D181A enhanced its affinity to these two substrates, suggesting D181A had an
improved substrate specificity when compared to wtBmSUC1, especially to the trisaccharide raffinose
(Table 3, Figure S2). The Kcat/Km ratios indicated that both wtBmSUC1 and D181A could hydrolyze
raffinose more efficiently than sucrose and D181A had about two times greater catalytic efficiency on
the two substrates than wtBmSUC1 (Table 3, Figure S2). We concluded that the mutation of D181A
promoted the enzymatic activity and kinetic properties of BmSUC1 (Figure 3, Table 3, Figure S2).

Table 3. Kinetic parameters of BmSUC1 and D181A on different substrates.

Substrate Enzyme Km (mM) Kcat (S−1) Kcat/Km (S−1mM−1)

Sucrose
BmSUC1 88.32 ± 11.75 0.022 ± 0.0009 2.49 × 10−4

D181A 52.87 ± 6.85 0.025 ± 0.0004 4.73 × 10−4

Raffinose
BmSUC1 52.32 ± 17.22 0.025 ± 0.0028 2.91 × 10−4

D181A 32.03 ± 4.43 0.021 ± 0.0014 6.56 × 10−4

Kcat values were calculated assuming a molecular mass of 56 kDa for the enzyme. The ± refers to standard errors
based on the curve fitting using SigmaPlot 12.5 (SYSTAT, San Jose, CA, USA).
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2.5. Quantitative Determination of Transfructosylating Activity

β-FFase can transfer fructose to the sucrose skeleton to synthesize short-chain FOS, such as 1-kestose,
6-kestose and others. Therefore, to determine if wtBmSUC1 and D181A have transfructosylating activity
and if D181A is enhanced, we performed an enzymatic assay by using a high concentration of sucrose
in the reaction mixture and prolonging the reaction time to 30 min. The reaction products were
separated and quantitatively examined by a HPLC-Evaporative Light Scattering Detector (HPLC-ELSD)
system (Figure 4). Retention time of standard fructose, glucose, sucrose, and 1-kestose were first tested.
The sucrose mixture without the addition of enzyme was used as a blank control (Figure 4A). Analysis of
the reaction products confirmed that both wtBmSUC1 and D181A were able to hydrolyze sucrose
to release glucose and fructose. They were also able to catalyze the synthesis of 1-kestose (peak 4)
and 6-kestose (peak 5, Figure 4B,C). The amounts of fructose produced by D181A and wtBmSUC1
were 1.587 and 1.089 mg/mL (Figure 4D, left) and 1-kestose were 0.027 and 0.019 mg/mL (Figure 4D,
right), respectively. These data supported the hypothesis that both hydrolyzing and transfructosylating
activities of D181A were significantly (p < 0.05) enhanced when compared to those of wtBmSUC1.
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Figure 4. Determination of transfructosylation activity using sucrose as substrate and quantitative
analysis on wtBmSUC1 and D181A by HPLC-ELSD (A–D). (A) Sucrose control without addition of
enzyme in the reaction mixture; Peaks in (B,C) indicate fructose (1), glucose (2), sucrose (3), 1-kestose
(4) and 6-kestose (5), respectively; (D) Comparison of fructose and 1-kestose catalyzed by wtBmSUC1
and D181A. * p < 0.05; (E) possible reaction mechanism of BmSUC1 acting as β-FFase. D63, D181 and
E234 represent the nucleophile, transition-state stabilizer, and acid/base catalyst, respectively [25].

3. Discussion

Cloning and identification of BmSuc1 from B. mori provided the first molecular evidence that
β-FFase genes exist in the animal genomes [16]. BmSUC1 is a novel β-FFase in B. mori and might play
an important role to protect against mulberry alkaloid damage for sucrose absorption [16]. Although
homologous genes of BmSuc1 have been found in other insects [18–21], information about the catalytic
characters and enzymatic core sites for such insect β-FFases is limited.
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The Bac-to-Bac baculovirus expression system is a novel gene expression system that allows the
rapid and efficient generation of exogenous gene [26,27]. When an exogenous gene is cloned into the
pFastBac vector and transformed into DH10Bac competent cells which includs bacmid, the mini-Tn7
component of pFastBac vector could transport the exogenous gene to the bacmid mini-Tn7 position.
Therefore, this recombinant bacmid could transfect into the cell and over express the exogenous
protein [26]. To understand the relative enzyme activity parameter of BmSUC1, we over-expressed
the wtBmSUC1 and three mutants in BmN cells using a Bac-to-Bac/BmNPV expression system
(Figure S1) [27]. The result that the majority of recombinant proteins were purified from the culture
medium, not from the intracellular portion (Figure 2), supported that BmSUC1 is a secretory protein
with an apparent signal peptide at the amino terminus (http://www.cbs.dtu.dk/services/SignalP/).
This supports BmSUC1 acting as a sucrase in the larval gut lumen after being expressed in the goblet
cells and secreted outside [16]. At 72 h post infection with the P2 virus resulted in the most BmN cells
being broken and intracellular BmSUC1 flowing into the medium.

β-FFase catalyzes both the release of β-fructose from β-D-fructofurnoaside containing substrates,
such as sucrose and raffinose, and the synthesis of short-chain FOS by transferring fructosyl moieties
to link to the sucrose [1–3]. β-FFase belongs to the large glycoside hydrolase family GH32, in which
three core motifs (NDPNG, RDP, and EC), each including an important acidic residue, have been
identified as responsible for substrate binding and catalytic reaction [23] (Figure 1). Corresponding
residues in BmSUC1 are Asp63, Asp181, and Glu234, which are highly conserved in β-FFases from
originally different organisms (Figure 1). Therefore, we produced three mutant BmSUC1, D63A,
D181A, and E234A, by site-directed mutagenesis (Figure S1A) and purified them for comparative
enzymatic analysis (Figure 2C).

For the core active sites of β-FFase, crystal structure analysis indicated that the three carboxylate
groups point to the center of the depression and generate a high negative charge at the active site [28].
Early studies on the yeast extracellular invertase identified Asp23 (NDPNG-motif, Asp63 in BmSUC1)
as the nucleophile and Glu204 (EC-motif, Glu234 in BmSUC1) as the acid/base catalyst [29] (Figure 4E).
These are located at appropriate distances and orientations from the substrates for their proposed
catalytic roles in the active site [25]. Our data indicated that both D63A and E234A displayed little
activity, verifying that the two sites are key amino acids for BmSUC1 (Figure 3A–C). The result
is consistent with studies on Bacillus subtilis and other GH32 members [30,31]. In the double
displacement mechanism, the acid/base catalyst acts as a general acid donating a proton to the glycosyl
leaving group [4]. In the second step, the acid/base catalyst acts as a general base, removing a proton
from the incoming fructosyl acceptor, which hydrolyses the fructose-enzyme intermediate [31,32].
These findings suggest that Asp63 probably works as the nucleophile and Glu234 as the acid/base
catalyst in BmSUC1 (Figure 4E). When Asp63 and Glu234 are replaced by Ala, they lost the carboxyl so
that they were unable to deliver protons. As a result, D63A and E234A showed almost no enzymatic
activity (Figure 3A–C).

The other aspartate (RDP-motif, Asp181 in BmSUC1) seems not to be directly involved in the
catalytic mechanism and probably acts as a transition-state stabilizer [25,30]. This residue forms
hydrogen bonds to O3 and O4 of the fructose unit, whereas the neighboring Arg is hydrogen-bonded
to the glucose O4 [25,28] (Figure 4E). The Asp mutant D191A of Aspergillus japonicas completely lost
activity [25] and that of Arthrobacter globiformis did not show an obvious decrease in activity [33].
In B. mori, the D181A mutation markedly enhanced BmSUC1 activity in both hydrolysis and
transfructosylation (Figures 3 and 4). These findings indicate that this Asp residue of β-FFases in
various species might interact with different neighboring residues to form hydrogen bonds that can
exert an effect on stability and exercise different functions. Whether the D181A mutation increases the
stability of the transition-state substrate can be further examined by constructing a three dimensional
structure model of D181A/substrate complex.

Hydrophobic forces, stacking interactions, and hydrogen bonds were proposed as the dominant
interactions in general protein-carbohydrate complexes [34,35]. The active site of BmSUC1 also contains
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several conserved hydrophobic residues that provide hydrophobic interactions with substrates,
in which Pro82 interacts with the fructosyl unit of sucrose [25,36]. Previous mutagenesis studies
at the WMNDPN motif region revealed its effects on substrate specificity and the type of catalytic
reaction. When the Asn and Trp residues were replaced by hydrophilic residues, the transferred
products were changed, indicating that the Asn and Trp residues determine product specificity [37–39].
The access of water to the general acid/base catalyst (Glu234 in BmSUC1) to receive the bound fructosyl
group is therefore much restricted, which might be the reason that the main function of β-FFase is as
a transferase or hydrolase [25] (Figure 4E).

Our results were similar to a study on Schwanniomyces occidentalis [3], in which BmSUC1
synthesized 1-kestose and 6-kestose and 6-kestose is the main FOS product (Figure 4B). This suggests
that BmSUC1 can split off a fructosyl residue from a substrate and retain this residue in the active
site while releasing the substrate; afterwards, the fructosyl residue is released to water in the case of
invertase and transferred to a FOS-chain in the case of fructosylferase [40,41] (Figure 4E). However,
neokestose is the main transglycosylating product in Xanthophyllomyces dendrorhous [42], which can
also synthesize 1-kestose and tetrasaccharides [1]. FOS synthesized by the plant vacuolar invertase
is the main 1-kestose [40]. It is clear that fructosyltransferases catalyze the production of fructans
from sucrose and the type of FOS depends on the kind of fructan synthesized by the organism.
When a fructosyl-enzyme intermediate is formed, an increased concentration of the substrate sucrose
can increase the proportion of fructosyltransferase activity [37,43]. Our finding that a D181A mutation
significantly increased the fructosyltransferase activity of BmSUC1 (Figure 4C,D) increases the potential
for using such a mutant to produce, in vitro, FOS that may be beneficial to human health.

β-FFases of plants, fungi and bacteria have been previously reported. As a recently discovered
animal type β-FFase member, the amino acid sequence of BmSUC1 is most highly conserved to
bacterial and insect β-FFases (Figure 1, Table 1, [16]). In the phylogenetic analysis of A. planipennis,
the clustering of insect and bacterial β-FFases was supported with a high bootstrap value, indicating
bacteria-to-insect HGT of these genes [21]. Based on studies about substrate affinity, many bacterial
β-FFases have shown greater affinity to oligosaccharides, such as raffinose, 1-kestose, nystose than to
sucrose [44–46]. The result that both wtBmSUC1 and the D181A mutant displayed much better affinity
to raffinose than to sucrose (Table 3, Figure S2), provides support for the HGT of bacterial β-FFase
genes to insects. HGT is a common feature of insect genomes and it promotes the ability of insects to
adapt to novel environments. This study provides a better understanding of the biochemical properties
of insect fructosyltransferases and their function in the FOS biosynthesis pathway. The biological
significance of BmSUC1 for B. mori development and adaptation to the mulberry defense system
remains unclear and it is worthy of advanced study.

4. Materials and Methods

4.1. Plasmid and Cell Strains

Escherichia coli DH5α and BL21 (DE3) strains were purchased from TransGen Biotech Co., Ltd.
(Beijing, China). The Bac-to-Bac expression system including Bombyx mori nucleopolyhedrovirus
(BmNPV) bacmid-containing E. coli strain DH10Bac and the pFastBacTM Dual vector plasmid,
pMD19T-GFP, and pET24b were maintained in our laboratory. The silkworm ovary derived cell
line BmN was kindly provided by Dr. Anjiang Tan at Shanghai Institute of Plant Physiology and
Ecology, Chinese Academy of Sciences and cultured in TC-100 insect medium (Ximeijie, Beijing, China)
with 10% fetal bovine serum (ExCellbio, Shanghai, China) and 1% penicillin-streptomycin (Hyclone,
Logan City, UT, USA) at 27 ◦C.

4.2. Sequence Analysis

The alignment of multiple acid amino sequences was conducted using BmSUC1 and β-FFases
from fungi, bacteria, plants, and several species of Lepidoptera and Coleoptera by using software
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DNAMAN V6 (Lynnon, San Ramon, CA, USA). All of the β-FFase amino acid sequences can be
obtained from GenBank (http://www.ncbi.nlm.nih.gov).

4.3. Over-Expression of BmSuc1 in E. coli and Preparation of Polyclonal Antibody

To construct a prokaryotic expression vector, the coding region of BmSuc1 with 6xHis-tag sequence
at the C-terminus was amplified by PCR from a silkworm larva midgut cDNA template, which was
maintained in our lab. The oligonucleotide primers used in PCR are listed in Table 2. Following, the PCR
product was connected with the pMD19T (TaKaRa, Dalian, China), according to the instructions for
sequencing verification. After verification, the PCR product was digested with Hind III and Not I and
ligated into the pET24b vector by 16 ◦C 2 h within T4 ligase, and then the prokaryotic expression
plasmid pET24b-BmSuc1 with 6xHis-tag was transformed into E. coli BL21 (DE3) competent cells.
Expression and purification of recombinant BmSUC1 was performed as described by Rao et al. [47].

About 3 mg of purified recombinant protein was collected for the preparation of the rabbit
polyclonal anti-BmSUC1 antiserum, as described by Wang et al. [48]. The antiserum was produced
by the Huaan biotechnology company using the purified recombinant BmSUC1 protein (Hangzhou,
China). Total four times of subcutaneous immuno-injection were performed at multiple points of
a New Zealand rabbit. For the first time, 0.5 mL purified BmSUC1 (1 mg/mL) was sufficiently mixed
with equal volume of complete adjuvant and injected. Two weeks later, the same volume of protein
(0.5 mg/mL) with equal volume of incomplete adjuvant was injected and repeated for another two
times by 7 d interval each. After the third injection, arterial serum was sampled to check the quality
by indirect ELISA using goat anti-rabbit HRP as antibody. At the end, whole blood was collected
and purified by affinity chromatography column. Anti-BmSUC1 antiserum was eluted with 0.2 M
glycine (pH 7.0) by a real-time protein monitor DH-4 (Huxi, Shanghai, China), regulated to pH 7.0
with Na2HPO4/NH2PO4 solution (1 M) and stored at −80 ◦C for use.

4.4. Site-Directed Mutagenesis of BmSUC1

Four pairs of primers were designed to amplify the overlap extension PCR products containing
a site mutagenesis of Asp63Ala (D63A), Asp181Ala (D181A), or Glu234Ala (E234A) (Table 2) (Invitrogen,
Shanghai, China). To produce each mutant, three PCR runs were carried out. Primers BmSUC1F and
M1 were used for the first, M2 and BmSUC1R for the second reaction, and pMD19T-BmSuc1 was used
as a template. For the third PCR BmSUC1F and BmSUC1R were used as primers with the mixed DNA
products from above two reactions as template. Also, the primer pair BmSUC1F/R was used to amplify
the normal coding region of BmSuc1 from pMD19T-BmSuc1. Primer pair GFPF/R was used to clone the
report gene GFP from pMD19T-GFP (Table 2). PrimeStar HS DNA polymerase (TaKaRa, Dalian, China)
was used in the PCR reactions. A 6xHis tag sequence was added to each protein at the C terminus
(Table 2).

4.5. Construction and Identification of Recombinant Bacmids

PCR products were purified using a DNA purification kit (Promega, Madison, WI, USA),
digested with Not I and Hind III (TaKaRa, Dalian, China), cloned into the multiple cloning site with
polh promoter of the pFastBacTM Dual vector and confirmed by sequencing (Invitrogen, Shanghai,
China). The GFP gene was cloned into the other multiple cloning site (X-hol I and Kpn I) with p10
promoter of the pFastBacTM Dual vector. Recombinant plasmids were extracted by SanPrep Column
Plasmid Mini-Preps Kit (Sangon, Shanghai, China) and transformed into E. coli DH10Bac (BmNPV)
competent cells. Recombinant bacmid was extracted by the routine alkali lysis method. The upstream
and downstream M13 common primers were used to identify positive recombinant bacmids.

4.6. Expression in BmN Cells and Purification of Recombinant Proteins

Recombinant bacmids were transfected into BmN cells using Lipofectamine2000 Reagent,
following manufacturer instructions (Lifetechnology, Shanghai, China). After 3 d of culture at 27 ◦C,
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the cell cultures were collected and centrifuged at 1000× g for 5 min to remove cells and debris and to
obtain the supernatant passage 0 virus (P0). P0 virus was used to re-infect the cells to obtain a higher
titer of virus solution in P1 and then P2. The viral titer was determined according to the expression
level of GFP using a fluorescent microscope Olympus DP72 (Olympus, Tokyo, Japan).

Three days after P2 bacmids infection, 250 mL of BmN cell cultures were centrifuged at 4000 rpm,
4 ◦C for 40 min to separate the medium and cells. The cells were disrupted in a lysis buffer (50 mM
NaH2PO4, 300 mM NaCl, 10 mM imidazole, pH = 8.0) on ice using an ultrasonic cell disruptor for
10 min. The supernatant and pellet were separated by centrifuging at 12,000 rpm, 4 ◦C for 10 min.
The pellet was resuspended in lysis buffer and in 8 M urea. To purify the recombinant wild type
and mutant proteins from the culture medium, a Ni-NTA agarose (QIAGEN GmbH, Hilden, German)
column was established and washed with an elution buffer (50 mM NaH2PO4, 300 mM NaCl, 250 mM
imidazole, pH = 8.0) and was balanced with lysis buffer. The proteins in the medium were filtrated
through filter paper and incubated in the Ni-NTA agarose column at 4 ◦C for 40 min. After the remanent
proteins drained away from Ni-NTA agarose column, the protein was eluted with lysis buffer and
concentrated, as described by Daimon et al. [16]. The purified protein was then added to Tris-HCl
buffer (pH 7.4), according to a previous study [49], and stored at 4 ◦C or −80 ◦C until use.

4.7. SDS-PAGE and Western Blot

Expression products in the medium, cell supernatant and pellet, purified proteins were determined
by 10% sodium dodecylsulfate–polyacrylamide gel electrophoresis (SDS-PAGE). The fresh medium
was used as a negative control. After SDS-PAGE, the proteins were then transferred to a polyvinylidene
fluoride (PVDF) membrane (Millipore, Billerica, MA, USA) using Trans-Blot (Bio-Rad, Hercules,
CA, USA) at 20 V for 15 min. Immunoblot analysis was conducted, as described by Li, et al. [49].
Anti-BmSUC1 polyclonal antibody was used as the primary antibody (1:500) and goat anti-rabbit
IgG as the secondary antibody (1:10,000) (Sangon, Shanghai, China). The final detection was
performed by using Diaminobenzidine (DAB) Horseradish Peroxidase Color Development Kit (Sangon,
Shanghai, China).

4.8. Enzymatic Activity Assay and Kinetic Analysis

Hydrolysis activity of BmSUC1 was assayed according to Daimon et al. [16] with some
modifications. The standard 200 µL reaction mixture contained 1 µg of purified protein, 100 mM
sucrose, and 10 mM Britton-Robinson buffer (pH 7.0). The reaction was initiated by the addition of
the enzyme and was kept at 30 ◦C for 0–120 min and stopped by boiling for 5 min. Following, equal
volumes of dinitrosalicylic acid (DNS) solution (44 mM 3,5-dinitrosalicylic acid, 400 mM NaOH, 1 M
potassium sodium tartrate) were added to the reaction mixture and boiled for 5 min to measure the
glucose liberated with the maximum UV absorbance at 540 nm. Reaction without enzyme addition
was used as a control. One unit of enzyme was defined as the amount of the enzyme/µg of protein
that catalyzed the production of 1 mmol of glucose/min (mmol/min/µg).

To study the effect of temperature on BmSUC1 activity, each reaction mixture was kept at
temperatures ranging from 0 to 60 ◦C for 15 min. To study the effect of pH on BmSUC1 activity,
the Britton-Robinson buffer (pH 5.0–9.0) was used. To estimate the thermostability of BmSUC1, 2 µg
of purified protein was incubated at different temperatures (30–70 ◦C) for 10 min before substrate
addition. Based on the double reciprocal plot (Lineweaver-Burk), kinetic parameters of Michaelis
constant (Km), and catalytic rate constant (Kcat) were determined using 2 µg of purified protein and
sucrose concentrations ranging from 40 to 280 mM, and raffinose concentrations ranging from 10 to
70 mM.

4.9. HPLC-ELSD Analysis

To determine and compare both hydrolysis and transfructosylation activities between wtBmSUC1
and D181A mutant, 200 µL reaction mixture containing 2 µg of purified protein, 100 mM sucrose,
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and 10 mM Britton-Robinson buffer (pH 7.0) was kept at 30 ◦C for 30 min and boiled for 5 min to stop
the reaction. After centrifugation at 3500× g for 5 min, the supernatant was filtered with a 0.22 µm
membrane (Sangon, Shanghai, China) and subjected to high performance liquid chromatography
(HPLC, Waters 600E) system (Waters, Millford, MA, USA).

The concentration of the different products was analyzed by HPLC with a quaternary pump
(Waters600) coupled to a 5 µm Luna NH2 column (4.6 mm× 250 mm) (Phenomenex, Guangzhou, China).
Detection was performed using ELSD (Waters 2424) equilibrated at 85◦C. Acetonitrile: water 85:15 (v/v),
degassed with helium, which was used as mobile phase at 0.9 mL min−1 for 8 min. Then, a gradient
from this eluent to acetonitrile: water 75: 25 (v/v) was performed in 2 min, and held for 6 min. A new
gradient to acetonitrile: water 70:30 (v/v) was performed in 5 min and held for 14 min. Total analysis
time was 35 min. The column temperature was kept constant at 25 ◦C [4]. Chromatographic grade
acetonitrile and the standard substances of fructose, glucose, sucrose, and 1-kestose were purchased
from Aladdin (Shanghai, China). The data were analyzed by one-way analysis of variance followed
by Dunnett’s test to localize the significant difference. A p value of less than 0.05 was considered
statistically significant.

Supplementary Materials: Supplementary materials can be found at www.mdpi.com/1422-0067/19/3/683/s1.

Acknowledgments: This work was supported by National Science Foundation of China Grants (No. 31572468 and
31172270 to Yan Meng and No. 31672497 to Junshan Gao) and the International Science & Technology Cooperation
Plan of Anhui Province (Grant No. 1503062033) to Yan Meng.

Author Contributions: Conceived and designed in this study: Quan Gan, Xin Li, Junshan Gao and Yan Meng.
Collected the samples: Quan Gan, Xin Li, Xinwei Zhang, Lanlan Wu, Ying Wang and Chongjun Ye. Performed
experiments: Quan Gan, Xin Li and Xinwei Zhang. Analyzed the data: Quan Gan, Xin Li, Xinwei Zhang,
Chongjun Ye and Yan Meng. Wrote the manuscript: Quan Gan, Xin Li and Yan Meng. All authors contributed to
discussions and revisions.

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

Abbreviations

GH32 glycosyl-hydrolase family 32
β-FFase β-fructofuranosidase
FOS fructooligosaccharides
D-AB1 1,4-dideoxy-1,4-imino-D-arabinitol
DNJ 1-deoxynojirimycin
HGT horizontal gene transfer
BmNPV Bombyx mori nucleopolyhedrovirus
SDS-PAGE sodium dodecylsulfate–polyacrylamide gel electrophoresis
PVDF polyvinylidene fluoride
DNS dinitrosalicylic acid
Km kinetic parameters of Michaelis constant
Kcat catalytic rate constant
HPLC high performance liquid chromatography
ELSD evaporative light-scattering detector
T50 temperature of 50% loss of activity

References

1. Linde, D.; Macias, I.; Fernandez-Arrojo, L.; Plou, F.J.; Jimenez, A.; Fernandez-Lobato, M.
Molecular and biochemical characterization of a β-fructofuranosidase from Xanthophyllomyces dendrorhous.
Appl. Environ. Microbiol. 2009, 75, 1065–1073. [CrossRef] [PubMed]

2. Sangeetha, P.T.; Ramesh, M.N.; Prapulla, S.G. Production of fructosyl transferase by Aspergillus oryzae CFR
202 in solid-state fermentation using agricultural by-products. Trends Food Sci. Technol. 2004, 65, 530–537.
[CrossRef] [PubMed]

www.mdpi.com/1422-0067/19/3/683/s1
http://dx.doi.org/10.1128/AEM.02061-08
http://www.ncbi.nlm.nih.gov/pubmed/19088319
http://dx.doi.org/10.1007/s00253-004-1618-2
http://www.ncbi.nlm.nih.gov/pubmed/15221221


Int. J. Mol. Sci. 2018, 19, 683 12 of 14

3. Miguel, Á.-B.; de Miguel, A.; Francisco, P.; Julia, S.-A.; María, F.-L. New insights into the fructosyltransferase
activity of Schwanniomyces occidentalis β-fructofuranosidase, emerging from nonconventional codon usage
and directed mutation. Appl. Environ. Microbiol. 2010, 76, 7491–7499.

4. Álvaro-Benito, M.; Abreu, M.D.; Fernández-Arrojo, L.; Plou, F.J.; Jiménez-Barbero, J.; Ballesteros, A.;
Polaina, J.; Fernández-Lobato, M. Characterization of a β-fructofuranosidase from Schwanniomyces occidentalis
with transfructosylating activity yielding the prebiotic 6-kestose. J. Biotechnol. 2007, 132, 75–81. [CrossRef]
[PubMed]

5. Sturm, A. Invertases. Primary structures, functions, and roles in plant development and sucrose partitioning.
Plant Physiol. 1999, 121, 1–8. [CrossRef] [PubMed]

6. Sturm, A.; Tang, G.Q. The sucrose-cleaving enzymes of plants are crucial for development, growth and
carbon partitioning: Trends in Plant Science. Trends Plant Sci. 1999, 4, 401–407. [CrossRef]

7. Ozimek, L.K.; Kralj, S.; Van der Maarel, M.J.; Dijkhuizen, L. The levansucrase and inulosucrase enzymes of
Lactobacillus reuteri 121 catalyse processive and non-processive transglycosylation reactions. Microbiology
2006, 152, 1187–1196. [CrossRef] [PubMed]

8. Tahiri, M.; Tressol, J.J.; Bornet, F.R.; Bouteloup, D.C.; Feillet, C.C.; Brandolini, M.; Ducros, V.; Pepin, D.;
Brouns, F.; Roussel, A.M. Effect of short-chain fructooligosaccharides on intestinal calcium absorption and
calcium status in postmenopausal women: A stable-isotope study. Am. J. Clin. Nutr. 2003, 77, 449–457.
[CrossRef] [PubMed]

9. Roberfroid, M.B.; Delzenne, N.M. Dietary fructans. Annu. Rev. Nutr. 1998, 18, 117–143. [CrossRef] [PubMed]
10. Nishizawa, K.; Nakajima, M.; Nabetani, H. A forced-flow membrane reactor for transfructosylation using

ceramic membrane. Biotechnol. Bioeng. 2000, 68, 92–97. [CrossRef]
11. Narinder, K.; Anil, K.G. Applications of inulin and oligofructose in health and nutrition. J. Biosci. 2002, 27,

703–714.
12. Rao, A.V. Dose-response effects of inulin and oligofructose on intestinal bifidogenesis effects. J. Nutr. 1999,

129, 1442S–1445S. [CrossRef] [PubMed]
13. Sumida, M.; Yuan, X.L.; Matsubara, F. Purification and some properties of soluble β-fructofuranosidase

from larval midgut of the silkworm, Bombyx mori. Comp. Biochem. Physiol. Part B Comp. Biochem. 1994, 107,
273–284. [CrossRef]

14. Santos, C.D.; Terra, W.R. Midgut α-glucosidase and β-fructosidase from Erinnyis ello larvae and imagoes:
Physical and kinetic properties. Insect Biochem. 1986, 16, 819–824. [CrossRef]

15. Carneiro, C.N.B.; Isejima, E.M.; Samuels, R.I.; Silva, C.P. Sucrose hydrolases from the midgut of the sugarcane
stalk borer Diatraea saccharalis. J. Insect Physiol. 2004, 50, 1093–1101. [CrossRef] [PubMed]

16. Daimon, T.; Taguchi, T.; Meng, Y.; Katsuma, S.; Mita, K.; Shimada, T. Beta-fructofuranosidase genes of the
silkworm, Bombyx mori: Insights into enzymatic adaptation of B. mori to toxic alkaloids in mulberry latex.
J. Biol. Chem. 2008, 283, 15271–15279. [CrossRef] [PubMed]

17. Konno, K.; Ono, H.; Nakamura, M.; Tateishi, K.; Hirayama, C.; Tamura, Y.; Hattori, M.; Koyama, A.; Kohno, K.
Mulberry latex rich in antidiabetic sugar-mimic alkaloids forces dieting on caterpillars. Proc. Natl. Acad.
Sci. USA 2006, 103, 1337–1341. [CrossRef] [PubMed]

18. Pauchet, Y.; Muck, A.; Svatoš, A.; Heckel, D.G.; Preiss, S. Mapping the larval midgut lumen proteome of
Helicoverpa armigera, a generalist herbivorous insect. J. Proteome Res. 2008, 7, 1629–1639. [CrossRef] [PubMed]

19. Pauchet, Y.; Wilkinson, P.; Vogel, H.; Nelson, D.R.; Reynolds, S.E.; Heckel, D.G.; Ffrench-Constant, R.H.
Pyrosequencing the Manduca sexta larval midgut transcriptome: Messages for digestion, detoxification and
defence. Insect Mol. Biol. 2009, 19, 61–75. [CrossRef] [PubMed]

20. Pedezzi, R.; Fonseca, F.P.P.; Júnior, C.D.S.; Kishi, L.T.; Terra, W.R.; Henrique-Silva, F. A novel
β-fructofuranosidase in Coleoptera: Characterization of a β-fructofuranosidase from the sugarcane weevil,
Sphenophorus levis. Insect Biochem. Mol. Biol. 2014, 55, 31–38. [CrossRef] [PubMed]

21. Zhao, C.; Doucet, D.; Mittapalli, O. Characterization of horizontally transferred β-fructofuranosidase (ScrB)
genes in Agrilus planipennis. Insect Mol. Biol. 2014, 23, 821–832. [CrossRef] [PubMed]

22. Keeling, C.I.; Yuen, M.M.; Liao, N.Y.; Docking, T.R.; Chan, S.K.; Taylor, G.A.; Palmquist, D.L.; Jackman, S.D.;
Nguyen, A.; Li, M. Draft genome of the mountain pine beetle, Dendroctonus ponderosae Hopkins, a major
forest pest. Genome Biol. 2013, 14. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.jbiotec.2007.07.939
http://www.ncbi.nlm.nih.gov/pubmed/17904238
http://dx.doi.org/10.1104/pp.121.1.1
http://www.ncbi.nlm.nih.gov/pubmed/10482654
http://dx.doi.org/10.1016/S1360-1385(99)01470-3
http://dx.doi.org/10.1099/mic.0.28484-0
http://www.ncbi.nlm.nih.gov/pubmed/16549681
http://dx.doi.org/10.1093/ajcn/77.2.449
http://www.ncbi.nlm.nih.gov/pubmed/12540407
http://dx.doi.org/10.1146/annurev.nutr.18.1.117
http://www.ncbi.nlm.nih.gov/pubmed/9706221
http://dx.doi.org/10.1002/(SICI)1097-0290(20000405)68:1&lt;92::AID-BIT11&gt;3.0.CO;2-1
http://dx.doi.org/10.1093/jn/129.7.1442S
http://www.ncbi.nlm.nih.gov/pubmed/10395617
http://dx.doi.org/10.1016/0305-0491(94)90050-7
http://dx.doi.org/10.1016/0020-1790(86)90119-8
http://dx.doi.org/10.1016/j.jinsphys.2004.09.011
http://www.ncbi.nlm.nih.gov/pubmed/15607512
http://dx.doi.org/10.1074/jbc.M709350200
http://www.ncbi.nlm.nih.gov/pubmed/18397891
http://dx.doi.org/10.1073/pnas.0506944103
http://www.ncbi.nlm.nih.gov/pubmed/16432228
http://dx.doi.org/10.1021/pr7006208
http://www.ncbi.nlm.nih.gov/pubmed/18314941
http://dx.doi.org/10.1111/j.1365-2583.2009.00936.x
http://www.ncbi.nlm.nih.gov/pubmed/19909380
http://dx.doi.org/10.1016/j.ibmb.2014.10.005
http://www.ncbi.nlm.nih.gov/pubmed/25447033
http://dx.doi.org/10.1111/imb.12127
http://www.ncbi.nlm.nih.gov/pubmed/25224649
http://dx.doi.org/10.1186/gb-2013-14-3-r27
http://www.ncbi.nlm.nih.gov/pubmed/23537049


Int. J. Mol. Sci. 2018, 19, 683 13 of 14

23. Pons, T.; Naumoff, D.G.; Martinez-Fleites, C.; Hernandez, L. Three acidic residues are at the active site of
a beta-propeller architecture in glycoside hydrolase families 32, 43, 62, and 68. Proteins 2004, 54, 424–432.
[CrossRef] [PubMed]

24. Miao, Y.; Zhang, Y.; Nakagaki, K.; Zhao, T.; Zhao, A.; Meng, Y.; Nakagaki, M.; Park, E.Y.; Maenaka, K.
Expression of spider flagelliform silk protein in Bombyx mori cell line by a novel Bac-to-Bac/BmNPV
baculovirus expression system. Appl. Microbiol. Biotechnol. 2006, 71, 192–199. [CrossRef] [PubMed]

25. Chuankhayan, P.; Hsieh, C.Y.; Huang, Y.C.; Hsieh, Y.Y.; Guan, H.H.; Hsieh, Y.C.; Tien, Y.C.; Chen, C.D.;
Chiang, C.M.; Chen, C.J. Crystal structures of Aspergillus japonicus fructosyltransferase complex with
donor/acceptor substrates reveal complete subsites in the active site for catalysis. J. Biol. Chem. 2010, 285,
23251–23264. [CrossRef] [PubMed]

26. Luckow, V.A.; Lee, S.C.; Barry, G.F.; Olins, P.O. Efficient generation of infectious recombinant baculoviruses
by site-specific transposon-mediated insertion of foreign genes into a baculovirus genome propagated in
Escherichia coli. J. Virol. 1993, 67, 4566–4579. [PubMed]

27. Peakman, T.C.; Harris, R.A.; Gewert, D.R. Highly efficient generation of recombinant baculoviruses by
enzymatically medicated site-specific in vitro recombination. Nucleic Acids Res. 1992, 20, 495–500. [CrossRef]
[PubMed]

28. Francois, A.; Christophe, B.; Gerlind, S.; Bernard, H.; Mirjam, C. The three-dimensional structure of invertase
(-fructosidase) from Thermotoga maritima reveals a bimodular arrangement and an evolutionary relationship
between retaining and inverting glycosidases. J. Biol. Chem. 2004, 279, 18903–18910.

29. Reddy, V.A.; Maley, F. Identification of an active-site residue in yeast invertase by affinity labeling and
site-directed mutagenesis. J. Biol. Chem. 1990, 265, 10817–10820. [PubMed]

30. Meng, G.; Futterer, K. Structural framework of fructosyl transfer in Bacillus subtilis levansucrase.
Nat. Struct. Biol. 2003, 10, 935–941. [CrossRef] [PubMed]

31. Lammens, W.; Le Roy, K.; Schroeven, L.; van Laere, A.; Rabijns, A.; van den Ende, W. Structural insights
into glycoside hydrolase family 32 and 68 enzymes: Functional implications. J. Exp. Bot. 2009, 60, 727–740.
[CrossRef] [PubMed]

32. Lee, S.S.; Yu, S.; Withers, S.G. Detailed dissection of a new mechanism for glycoside cleavage:
Alpha-1,4-glucan lyase. Biochemistry 2003, 42, 13081–13090. [CrossRef] [PubMed]

33. Isono, N.; Tochihara, T.; Kusnadi, Y.; Win, T.T.; Watanabe, K.; Obae, K.; Ito, H.; Matsui, H.
Cloning and heterologous expression of a beta-fructofuranosidase gene from Arthrobacter globiformis IFO
3062, and site-directed mutagenesis of the essential aspartic acid and glutamic acid of the active site.
J. Ferment. Technol. 2004, 97, 244–249.

34. Gennady, Z.; Uri, C.; Noam, A.; Vered, S.; Gil, S.; Yuval, S. Mapping glycoside hydrolase substrate subsites
by isothermal titration calorimetry. Proc. Natl. Acad. Sci. USA 2004, 101, 11275–11280.

35. Parfenyuk, E.V.; Davydova, O.I.; Lebedeva, N.S. Interactions of d-maltose and sucrose with some amino
acids in aqueous solutions. J. Solut. Chem. 2004, 33, 1–10. [CrossRef]

36. Tonozuka, T.; Tamaki, A.; Yokoi, G.; Miyazaki, T.; Ichikawa, M.; Nishikawa, A.; Ohta, Y.; Hidaka, Y.;
Katayama, K.; Hatada, Y. Crystal structure of a lactosucrose-producing enzyme, Arthrobacter sp. K-1
β-fructofuranosidase. Enzyme Microb. Technol. 2012, 51, 359–365. [CrossRef] [PubMed]

37. Ritsema, T.; Hernández, L.; Verhaar, A.; Altenbach, D.; Boller, T.; Wiemken, A.; Smeekens, S. Developing
fructan-synthesizing capability in a plant invertase via mutations in the sucrose-binding box. Plant J. 2006,
48, 228–237. [CrossRef] [PubMed]

38. Schroeven, L.; Lammens, W.; van Laere, A.; van den Ende, W. Transforming wheat vacuolar invertase into
a high affinity sucrose: Sucrose 1-fructosyltransferase. New Phytol. 2008, 180, 822–831. [CrossRef] [PubMed]

39. Ritsema, T.; Verhaar, A.; Vijn, I.; Smeekens, S. Using natural variation to investigate the function of individual
amino acids in the sucrose-binding box of fructan: Fructan 6G-fructosyltransferase (6G-FFT) in product
formation. Plant Mol. Biol. 2005, 58, 597–607. [CrossRef] [PubMed]

40. Altenbach, D.; Rudiño-Pinera, E.; Olvera, C.; Boller, T.; Wiemken, A.; Ritsema, T. An acceptor-substrate
binding site determining glycosyl transfer emerges from mutant analysis of a plant vacuolar invertase and
a fructosyltransferase. Plant Mol. Biol. 2009, 69, 47–56. [CrossRef] [PubMed]

41. Vijn, I.; Dijken, A.V.; Lüscher, M.; Bos, A.; Smeets, E.; Weisbeek, P.; Wiemken, A.; Smeekens, S. Cloning of
sucrose:sucrose 1-fructosyltransferase from onion and synthesis of structurally defined fructan molecules
from sucrose. Plant Physiol. 1998, 117, 1507–1513. [CrossRef] [PubMed]

http://dx.doi.org/10.1002/prot.10604
http://www.ncbi.nlm.nih.gov/pubmed/14747991
http://dx.doi.org/10.1007/s00253-005-0127-2
http://www.ncbi.nlm.nih.gov/pubmed/16158284
http://dx.doi.org/10.1074/jbc.M110.113027
http://www.ncbi.nlm.nih.gov/pubmed/20466731
http://www.ncbi.nlm.nih.gov/pubmed/8392598
http://dx.doi.org/10.1093/nar/20.3.495
http://www.ncbi.nlm.nih.gov/pubmed/1741284
http://www.ncbi.nlm.nih.gov/pubmed/2113524
http://dx.doi.org/10.1038/nsb974
http://www.ncbi.nlm.nih.gov/pubmed/14517548
http://dx.doi.org/10.1093/jxb/ern333
http://www.ncbi.nlm.nih.gov/pubmed/19129163
http://dx.doi.org/10.1021/bi035189g
http://www.ncbi.nlm.nih.gov/pubmed/14596624
http://dx.doi.org/10.1023/B:JOSL.0000026641.89591.65
http://dx.doi.org/10.1016/j.enzmictec.2012.08.004
http://www.ncbi.nlm.nih.gov/pubmed/23040392
http://dx.doi.org/10.1111/j.1365-313X.2006.02862.x
http://www.ncbi.nlm.nih.gov/pubmed/17018033
http://dx.doi.org/10.1111/j.1469-8137.2008.02603.x
http://www.ncbi.nlm.nih.gov/pubmed/18721162
http://dx.doi.org/10.1007/s11103-005-6504-5
http://www.ncbi.nlm.nih.gov/pubmed/16158237
http://dx.doi.org/10.1007/s11103-008-9404-7
http://www.ncbi.nlm.nih.gov/pubmed/18821058
http://dx.doi.org/10.1104/pp.117.4.1507
http://www.ncbi.nlm.nih.gov/pubmed/9701606


Int. J. Mol. Sci. 2018, 19, 683 14 of 14

42. Kritzinger, S.M.; Kilian, S.G.; Potgieter, M.A.; Preez, J.C.D. The effect of production parameters on the
synthesis of the prebiotic trisaccharide, neokestose, by Xanthophyllomyces dendrorhous (phaffia rhodozyma).
Enzyme Microb. Technol. 2003, 32, 728–737. [CrossRef]

43. Obenland, D.M.; Simmen, U.; Boller, T.; Wiemken, A. Purification and characterization of three soluble
invertases from barley (Hordeum vulgare L.) leaves. Plant Physiol. 1993, 101, 1331–1339. [CrossRef] [PubMed]

44. Omori, T.; Ueno, K.; Muramatsu, K.; Kikuchi, M.; Onodera, S.; Shiomi, N. Characterization of recombinant
beta-fructofuranosidase from Bifidobacterium adolescentis G1. Chem. Cent. J. 2010, 4, 9. [CrossRef] [PubMed]

45. Warchol, M.; Perrin, S.; Grill, J.P.; Schneider, F. Characterization of a purified β-fructofuranosidase from
Bifidobacterium infantis ATCC 15697. Lett. Appl. Microbiol. 2002, 35, 462–467. [CrossRef] [PubMed]

46. Kwon, H.J.; Jeon, S.J.; You, D.J.; Kim, K.H.; Jeong, Y.K.; Kim, Y.H.; Kim, Y.M.; Kim, B.W. Cloning and
characterization of an exoinulinase from Bacillus polymyxa. Biotechnol. Lett. 2003, 25, 155–159. [CrossRef]
[PubMed]

47. Rao, X.J.; Zhong, X.; Lin, X.Y.; Huang, X.H.; Yu, X.Q. Characterization of a novel Manduca sexta β-1,3-glucan
recognition protein (βGRP3) with multiple functions. Insect Biochem. Mol. Biol. 2014, 52, 13–22. [CrossRef]
[PubMed]

48. Wang, L.; Fang, Q.; Qian, C.; Wang, F.; Yu, X.Q.; Ye, G. Inhibition of host cell encapsulation through inhibiting
immune gene expression by the parasitic wasp venom calreticulin. Insect Biochem. Mol. Biol. 2013, 43, 936–946.
[CrossRef] [PubMed]

49. Li, W.; Gong, M.; Shu, R.; Li, X.; Gao, J.; Meng, Y. Molecular and enzymatic characterization of two enzymes
BmPCD and BmDHPR involving in the regeneration pathway of tetrahydrobiopterin from the silkworm
Bombyx mori. Comp. Biochem. Physiol. Part B Biochem. Mol. Biol. 2015, 186, 20–27. [CrossRef] [PubMed]

© 2018 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/S0141-0229(03)00035-8
http://dx.doi.org/10.1104/pp.101.4.1331
http://www.ncbi.nlm.nih.gov/pubmed/8310063
http://dx.doi.org/10.1186/1752-153X-4-9
http://www.ncbi.nlm.nih.gov/pubmed/20380746
http://dx.doi.org/10.1046/j.1472-765X.2002.01224.x
http://www.ncbi.nlm.nih.gov/pubmed/12460425
http://dx.doi.org/10.1023/A:1021987923630
http://www.ncbi.nlm.nih.gov/pubmed/12882292
http://dx.doi.org/10.1016/j.ibmb.2014.06.003
http://www.ncbi.nlm.nih.gov/pubmed/24952171
http://dx.doi.org/10.1016/j.ibmb.2013.07.010
http://www.ncbi.nlm.nih.gov/pubmed/23933213
http://dx.doi.org/10.1016/j.cbpb.2015.04.006
http://www.ncbi.nlm.nih.gov/pubmed/25899859
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Analysis of Homology and Conserved Motifs 
	Site Mutagenesis of BmSUC1 and In Vitro Expression of the Recombinant Proteins 
	Biochemical Characterization of wtBmSUC1 and Mutants 
	Comparison of Substrate Affinity and Catalytic Efficiency between wtBmSUC1 and D181A 
	Quantitative Determination of Transfructosylating Activity 

	Discussion 
	Materials and Methods 
	Plasmid and Cell Strains 
	Sequence Analysis 
	Over-Expression of BmSuc1 in E. coli and Preparation of Polyclonal Antibody 
	Site-Directed Mutagenesis of BmSUC1 
	Construction and Identification of Recombinant Bacmids 
	Expression in BmN Cells and Purification of Recombinant Proteins 
	SDS-PAGE and Western Blot 
	Enzymatic Activity Assay and Kinetic Analysis 
	HPLC-ELSD Analysis 

	References

