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Abstract: Endo-β-1,3-glucanase plays an essential role in the deconstruction of β-1,3-D-glucan
polysaccharides through hydrolysis. The gene (1650-bp) encoding a novel, bi-modular glycoside
hydrolase family 64 (GH64) endo-β-1,3-glucanase (GluY) with a ricin-type β-trefoil lectin domain
(RICIN)-like domain from Cellulosimicrobium funkei HY-13 was identified and biocatalytically char-
acterized. The recombinant enzyme (rGluY: 57.5 kDa) displayed the highest degradation activity
for laminarin at pH 4.5 and 40 ◦C, while the polysaccharide was maximally decomposed by its
C-terminal truncated mutant enzyme (rGluY∆RICIN: 42.0 kDa) at pH 5.5 and 45 ◦C. The specific
activity (26.0 U/mg) of rGluY for laminarin was 2.6-fold higher than that (9.8 U/mg) of rGluY∆RICIN
for the same polysaccharide. Moreover, deleting the C-terminal RICIN domain in the intact enzyme
caused a significant decrease (>60%) of its ability to degrade β-1,3-D-glucans such as pachyman
and curdlan. Biocatalytic degradation of β-1,3-D-glucans by inverting rGluY yielded predominantly
D-laminaripentaose. rGluY exhibited stronger growth inhibition against Candida albicans in a dose-
dependent manner than rGluY∆RICIN. The degree of growth inhibition of C. albicans by rGluY
(approximately 1.8 µM) was approximately 80% of the fungal growth. The superior anti-fungal
activity of rGluY suggests that it can potentially be exploited as a supplementary agent in the food
and pharmaceutical industries.

Keywords: Cellulosimicrobium funkei; GH64; endo-β-1,3-glucanase; RICIN; anti-fungal activity

1. Introduction

β-1,3-D-Glucans are widely distributed in nature as a group of structural polysac-
charides consisting of β-1,3-linked D-glucose residues in the cell walls of yeasts, fila-
mentous fungi, algae, and plants [1]. Some bacteria have also been known to extracel-
lularly produce curdlan, a linear β-1,3-D-glucan with different physicochemical proper-
ties [2,3]. These polysaccharides are generally decomposed by the concerted action of
endo- and exo-type β-1,3-glucanases [4]. Of these enzymes, endo-β-1,3-glucanases (EC
3.2.1.39) are primary hemicellulolytic enzymes responsible for the decomposition of β-
1,3-D-glucan polysaccharides and currently categorized into seven glycoside hydrolase
(GH) families (16, 17, 50, 55, 64, 81, and 128) based on their primary structural similarities
(http://www.cazy.org/Glycoside-Hydrolases.html) [5]. However, the majority of endo-
β-1,3-glucanases are distributed between four GH families (16, 55, 64, and 81). The GH16
endo-β-1,3-glucanases are retaining enzymes with a β-jelly roll structure, while GH55,
GH64, and GH81 endo-β-1,3-glucanases are inverting enzymes [6]. Due to their anti-fungal
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activity against pathogenic fungi, endo-β-1,3-glucanases have attracted a great deal of
attention in the food and pharmaceutical industries as potential biocontrol agents [7,8]. In
addition, these biocatalysts could be useful for the preparation of yeast extract [9], β-1,3-D-
oligosaccharides as a potential immunoactivator [10], fungal cell protoplasts [11,12], etc.

So far, many herbivorous invertebrates and their symbiotic bacteria have been reported
to produce diverse cellulases and hemicellulases with different substrate specificities [4,13].
Moreover, metagenomic analyses have shown that the intestinal microbiomes associated
with herbivorous invertebrates include a specific carbohydrate-decomposing system [14,15].
Therefore, in this study, we identified the GluY gene encoding a bi-modular GH64 endo-β-
1,3-glucanase from the whole genome sequence of Cellulosimicrobium funkei HY-13 KCTC
11302BP that was isolated from the intestine of the earthworm Eisenia fetida. C. funkei
HY-13 is one of the representative fibrolytic gut bacteria and possesses at least six endo-
type glycoside hydrolases showing peculiar biocatalytic activities toward cellulosic and
hemicellulosic polysaccharides [16–18].

Here, we report the genetic and biochemical characteristics of a novel anti-fungal
GH64 endo-β-1,3-glucanase (GluY) with a ricin-type β-trefoil lectin domain (RICIN)-like
domain from C. funkei HY-13. The functional role of the RICIN domain in the decomposition
of β-1,3-D-glucans is also described based on the substrate-binding capacities and degree
of fungal inhibition of the two recombinant enzymes, rGluY and rGluY∆RICIN.

2. Materials and Methods
2.1. Chemicals

Curdlan from Alcaligenes faecalis, pachyman, ivory nut mannan, and a series of D-
laminarioligosaccharides (L2–L6) were purchased from Megazyme International Ireland
Ltd. (Wicklow, Ireland). All other chemical compounds, including para-nitrophenyl (pNP)-
sugar derivatives, D-glucose, laminarin, lignin, Avicel PH-101, oat spelts xylan, beechwood
xylan, barley β-1,3-1,4-D-glucan, and carboxymethylcellulose, were obtained from Sigma-
Aldrich (St. Louis, MO, USA).

2.2. Cloning of the Endo-β-1,3-glucanase (GluY) Gene

For the overproduction of mature recombinant GluY proteins, PCR amplification of
its encoding gene with an NdeI restriction site in the N-terminus and a HindIII restric-
tion site in the C-terminus was conducted using the two oligonucleotide primers GluY-F
(5′-CATATGGTCCCGGCGACCATCCCG-3′) and GluY-R (5′-AAGCTTTCAGAACGAC-
CAGCGCTGGG-3′). The genomic DNA of C. funkei HY-13 was employed as a template
and the reaction was performed using a PCR thermal cycler (TaKaRa), as described else-
where [19]. The initial template denaturation was carried out for 4 min at 95 ◦C, followed
by 35 cycles of 30 s at 95 ◦C, 30 s at 59.5 ◦C, and 1 min 40 s at 72 ◦C. The amplified PCR
products were separated by electrophoresis on a 1.2% agarose gel, followed by purification
of the desired gene products using a NucleoSpin Gel and PCR Clean-up (Macherey-Nagel,
Düren, Germany). The purified gene products (1650-bp) were then cloned into a pGEM-T
easy vector (Promega, Madison, WI, USA). The pGEM-T easy/gluY vectors were subse-
quently digested with NdeI and HindIII to generate gluY fragments with corresponding
sticky ends. After purification of the resulting gluY fragments, they were cloned into a
pET-28a(+) vector (Novagen, Darmstadt, Germany) with the same sticky ends and then
the constructed pET-28a(+)/gluY vectors were transformed into Escherichia coli BL21. Simi-
larly, the gene coding for GluY∆RICIN was amplified by PCR employing the following
oligonucleotide primers: GluY∆RICIN-F (5′-CATATGGTCCCGGCGACCATCCCG-3′) and
GluY∆RICIN-R (5′-AAGCTTTCAGCCACCGTCGTCGCCGAT-3′). In this case, the initial
denaturation of template DNA was performed for 4 min at 95 ◦C, followed by 35 cycles of
30 s at 95 ◦C, 30 s at 59.5 ◦C, and 1 min 10 s at 72 ◦C. The amplified gene products (1119-bp)
were purified and cloned into a pGEM-T easy vector (Promega, Madison, WI, USA), as
described above. The pGEM-T easy/gluY∆RICIN vectors, which were transformed into
E. coli DH5α, were isolated from the recombinant cells and digested with the aforemen-
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tioned restriction enzymes to generate gluY∆RICIN fragments with the corresponding
cohesive ends. After cloning of the purified gluY∆RICIN fragments into a pET-28a(+)
vector (Novagen, Darmstadt, Germany), the resulting pET-28a(+)/gluY∆RICIN vectors
were introduced into E. coli BL21.

2.3. Production and Purification of Recombinant Proteins

Overproduction of rGluY and rGluY∆RICIN was accomplished by cultivating the
recombinant E. coli BL21 cells harboring pET-28a(+)/gluY or pET-28a(+)/gluY∆RICIN
using a 5-L baffled flask, which included 1 L of Luria-Bertani broth (Duchefa Biochemie)
and 25 mg/L of kanamycin, in a rotary shaker (150 rpm) for 12 h at 30 ◦C. The expression
of the GluY and GluY∆RICIN genes was induced by the addition of 1 mM IPTG after the
absorbance (A600) of the cultures at 600 nm reached 0.4–0.5. The rGluY- or rGluY∆RICIN-
expressing cells were isolated from the culture broth by centrifugation (5000× g) for
20 min at 4 ◦C, after which they were resuspended in the binding buffer [18]. After
disruption of the recombinant cells by sonication, the rGluY proteins produced as inactive
inclusion bodies were collected by centrifugation (12,000× g) for 20 min at 4 ◦C. On
the other hand, rGluY∆RICIN proteins were recovered in an active form in the soluble
fraction. Thus, after solubilization of the collected inclusion bodies in binding buffer
(20 mM Tris-HCl (pH 8.0), 0.5 M NaCl, 5 mM imidazole, 1 mM 2-mercaptoethanol, and 6 M
guanidine hydrochloride), the inactive rGluY proteins were purified in an active form by
on-column refolding using a HisTrap HP (GE Healthcare, Uppsala, Sweden) (5 mL) column
attached to a fast-protein liquid chromatography system (Amersham Pharmacia Biotech,
Uppsala, Sweden), according to the protocols provided by the manufacturer. The active
rGluY∆RICIN proteins were simply isolated by affinity column chromatography using
the same HisTrap HP (GE Healthcare, Uppsala, Sweden) (5 mL) column, according to the
manufacturer’s instructions. In both cases, the recombinant enzymes were eluted from the
column using a linear gradient of 20–500 mM imidazole at a flow rate of 2 mL/min. The
fractions with high endo-β-1,3-glucanase activity were selectively collected and combined,
followed by desalting with a HiPrep 26/10 desalting column (GE Healthcare, Uppsala,
Sweden) using 50 mM sodium phosphate buffer (pH 6.0) as the mobile phase. The active
fractions were recovered and subjected to further analysis.

2.4. Analysis of Proteins

Analysis of the relative molecular masses of purified rGluY and rGluY∆RICIN was
performed by sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE)
of the denatured proteins in a 12.0% gel. The protein bands separated in the gels were
visualized by staining with Coomassie Brilliant Blue R-250. The protein concentrations
were determined by Bradford assay employing bovine serum albumin as a standard.

2.5. Enzyme Assays

Endo-β-1,3-glucanase activity was assayed by quantitatively determining the amount
of reducing sugars released after enzymatic hydrolysis of laminarin using 3,5-dinitrosalicylic
acid (DNS) reagent and glucose as a standard [20]. The standard reaction mixture (0.5 mL)
was composed of 1.0% laminarin and an appropriately diluted enzyme solution (0.05 mL)
in 50 mM sodium citrate buffer (pH 5.5). The enzyme reaction was conducted at 45 ◦C for
20 min. After finishing the biocatalytic reaction, the DNS reagent (0.75 mL) was inserted
into the reaction mixture, followed by heating at 100 ◦C for 5 min to develop the red-brown
color. One unit (U) of endo-β-1,3-glucanase activity toward β-1,3-D-glucan polysaccharides
was defined as the amount of protein required to produce 1 µmol of reducing sugar per
min under standard assay conditions.

2.6. Effects of pH, Temperature, and Chemicals on the Endo-β-1,3-glucanase Activity

The effect of pH on the endo-β-1,3-glucanase activities of rGluY and rGluY∆RICIN
was assessed by exposing samples to pH values ranging from 3.5 to 11.0 at 45 ◦C for
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20 min using the following buffer systems (50 mM): sodium citrate (pH 3.5–5.5), sodium
phosphate (pH 5.5–7.5), Tris-HCl (pH 7.5–9.0), and glycine-NaOH (pH 9.0–11.0). In this
case, the laminarin-degrading activity of respective enzyme was approximately 5 U/mL at
an optimum pH. To examine the pH stabilities of the two recombinant enzymes, they were
first pre-incubated in various pH buffers for 1 h at 4 ◦C, followed by measurements of their
residual endo-β-1,3-glucanase activities. In this experiment, the biocatalytic reaction was
started by adding 1.0% laminarin to the reaction mixture. The temperature optima of rGluY
and rGluY∆RICIN were evaluated by reacting each recombinant enzyme with laminarin
at 25, 30, 35, 40, 45, 50, 55, and 60 ◦C in 50 mM sodium citrate buffer (pH 5.5). In this
case, the laminarin-hydrolyzing activity of respective enzyme was approximately 5 U/mL
at an optimum temperature. Meanwhile, the thermostabilities of the two recombinant
enzymes were estimated by assaying their residual endo-β-1,3-glucanase activities after
pre-incubation of the biocatalysts at the corresponding temperature for 1 h in 50 mM
sodium citrate buffer (pH 5.5). The effects of divalent cations (each 1 mM) and chemical
compounds (each 5 mM) on the endo-β-1,3-glucanase activity of rGluY was evaluated after
pre-incubation of the biocatalyst (5 U/mL) at 4 ◦C for 10 min in 50 mM sodium citrate
buffer (pH 5.5) including the compound of interest.

2.7. Analysis of the Degradation Products

Biocatalytic degradation of β-1,3-D-glucans (each 1 mg) including laminarin, pachy-
man, and curdlan together with D-laminarioligosaccharides (L2–L6, each 1 mg) was carried
out by incubating the substrates with rGluY (1 µg) in 0.5 mL of 50 mM sodium citrate
buffer (pH 5.5) at 45 ◦C for 12 h, during which time the biocatalysts remained fairly stable.
After stopping the enzyme reaction by boiling for 5 min, the degradation products were
analyzed by thin-layer chromatography (TLC) and high performance liquid chromatogra-
phy (HPLC) employing D-glucose (G1) and a series of D-laminarioligosaccharides (L2–L6)
as standards. TLC was carried out using a silica gel 60 F254 plate (20 × 20 cm, Merck) with
the developing solvent system consisting of 1-butanol, acetic acid, and water at a ratio of
2:1:1. The products were visualized by spraying the dried TLC plate with ethanol/sulfuric
acid (95:5, v/v) and heating at 100 ◦C for 10 min. HPLC analysis was performed using a
Finnigan Surveyor Modular HPLC systems (Thermo Electron Co., Waltham, MA, USA)
equipped with an Asahipak NH2P-50 4E column (5 µm, 4.6 × 250 mm, Shodex). A mixture
of acetonitrile and water at a ratio of 6:4 was used as a mobile phase and the flow rate was
1 mL/min.

2.8. Binding Assay

Substrate-binding capacities of rGluY and rGluY∆RICIN were examined by employ-
ing insoluble polymeric materials with different microstructures, such as curdlan, avicel
PH-101, oat spelts xylan, ivory nut mannan, and lignin. To remove any water-soluble
substances before the binding assay, the candidate polymers were carefully washed four
times with sterile distilled water, followed by rewashing with 50 mM sodium citrate buffer
(pH 5.5). The binding abilities of the recombinant enzymes to the insoluble materials were
then investigated as follows. The appropriately diluted enzyme preparation (5.0 U/mL)
plus an equal volume of hydrophobic polymer was firstly incubated in a 1.5 mL Eppendorf
tube on ice for 2 h being vigorously stirred every 5 min. Subsequently, the supernatants
containing rGluY or rGluY∆RICIN unbound to the substrate polymers were carefully re-
covered by centrifugation (12,000× g) and applied directly to the determination of protein
concentration and remaining endo-β-1,3-glucanase activity.

2.9. Anti-Fungal Assay

Candida albicans KCTC 7965 was cultivated in 30 mL of YPD medium (1.0% yeast
extract, 2.0% peptone, and 2.0% dextrose) at 30 ◦C for 24 h. The yeast cells were then
harvested by centrifugation (12,000× g) at 4 ◦C for 20 min, after which the cell pellet was
resuspended in 1 mL of sterile distilled water to an A600 of 0.5. Prior to the anti-fungal



Biomolecules 2021, 11, 1080 5 of 15

assay, the cell suspension was further diluted 104 times with sterile distilled water. An
aliquot of the diluted cell suspension (80 µL) was then mixed with various concentrations
(0.05, 0.1, 0.2, and 0.5 mg/mL) of purified rGluY (20 µL) or rGluY∆RICIN (20 µL) in 50 mM
sodium citrate buffer (pH 5.5). To induce degradation of the C. albicans cell wall by the
recombinant endo-β-1,3-glucanases, the mixtures were preincubated at 37 ◦C for 30 min
and thereafter they were spread out on YPD agar plates, followed by incubating at 30 ◦C
for 20 h. The degree of fungal growth inhibition by rGluY and rGluY∆RICIN was assessed
by counting the number of colonies formed on YPD agar plates.

3. Results and Discussion
3.1. Molecular Characterization of the GH64 Endo-β-1,3-glucanase Gene

The 1650-bp GluY gene (GenBank accession number: MT332201) identified from
the complete genome sequence of C. funkei HY-13 was predicted to encode a protein
of 549 amino acids, which has a calculated pI of 6.00 and a deduced molecular mass
of 58,232 Da. Also, the premature GluY was evaluated to be an extracellular protein
with a signal peptide that might be cleaved between Ala36 and Val37 in the N-terminus
region, as predicted by the SignalP 5.0 server (http://www.cbs.dtu.dk/services/SignalP/)
(Figure 1). Compared to the premature GluY, the mature GluY without an N-terminal
signal peptide was identified to be a polypeptide with a calculated pI of 5.43 and a deduced
molecular mass of 54,611 Da. Pfam and protein BLAST analyses of the primary sequence
of GluY indicated that it might be a bi-modular GH enzyme composed of an N-terminal
catalytic GH64 domain (from Thr40 to Ile392) and a C-terminal RICIN domain (from
Ala429 to Trp547). Recently, RICIN domain has been demonstrated to participate in the
positive regulation of enzyme-substrate binding [21]. A protein BLAST survey showed
that the domain architecture of GluY was most similar to that of an uncharacterized
GH64 endo-β-1,3-glucanase (WP_154799449) identified through a whole genome survey of
Cellulosimicrobium sp. BI34T. It was predicted that the GluY∆RICIN gene (1119-bp) encoded
a polypeptide (from Val37 to Gly409) of 373 amino acids with a calculated pI of 5.52 and a
deduced molecular mass of 39,962 Da.

Multiple sequence alignment exhibited that the catalytic GH64 domain (from Thr40 to
Ile392) of premature GluY was 97% and 93% identical to that of Cellulosimicrobium aquatile
glucan 1,3-β-glucosidase (GenBank accession number: WP_083711238) and Cellulosimicro-
bium cellulans glucan 1,3-β-glucosidase (WP_115941918), which had not been functionally
characterized but were only identified through a genome survey. In addition, the catalytic
GH64 domain of premature GluY shared 64% and 63% sequence identities with that of
Promicromonosporaceae bacterium CFH30434 glucan 1,3-β-glucosidase (WP_125776063) and
Streptomyces sp. NRRL F-6491 sugar hydrolase (KOX25504), respectively. The phylogenetic
analysis also revealed that the primary structure of premature GluY resembled that of mem-
bers within GH family 64, which is made up of inverting endo-β-1,3-glucanases (Figure 2).
Meanwhile, sequence identities between the RICIN domain (from Ala429 to Trp547) of
premature GluY and that of the uncharacterized Cellulosimicrobium sp. BI34T glucan 1,3-
β-glucosidase (WP_154799449) and C. aquatile glucan 1,3-β-glucosidase (WP_083711238)
were evaluated to be 96% and 91%, respectively. However, the biocatalytic characteristics
of GH64 endo-β-1,3-glucanases having a RICIN domain have not been well documented,
although some of their encoding genes were identified and deposited in the NCBI database.
Only two GH64 endo-β-1,3-glucanases with a RICIN domain from Arthrobacter sp. strain
YCWD3 [22] and Oerskovia xanthineolytica (Recently Cellulosimicrobium cellulans) [23], which
share 99% amino acid sequence identity [24], have been reported to be partially character-
ized to date. The two conserved residues, Asp169 acting as the catalytic nucleophile/base
and Glu153 acting as the catalytic proton donor, were observed in the active site of prema-
ture GluY, as shown in other GH64 endo-β-1,3-glucanases [6].

http://www.cbs.dtu.dk/services/SignalP/
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Figure 1. Domain architecture of Cellulosimicrobium funkei HY-13 GH64 endo-β-1,3-glucanase and structure-based sequence
alignment of the enzyme and its structural homologs. The first line displays the secondary structure elements (α-helix,
squiggle; β-strand, arrow; 310-helix, η; β-turn, TT) of Streptomyces matensis DIC-108 endo-β-1,3-glucanase (PDB code: 3GD0)
employed as a template. Sequences (GenBank accession numbers): Sma, Streptomyces matensis DIC-108 endo-β-1,3-glucanase
(BAA34349); Cfu, C. funkei HY-13 endo-β-1,3-glucanase (MT332201); Caq, Cellulosimicrobium aquatile endo-β-1,3-glucanase
(WP_083711238); Jsp, Jiangella sp. sugar hydrolase (WP_092617602); and Ssp, Streptomyces sp. sugar hydrolase (KOX25504).
The predicted signal peptide is indicated by a black bar. GH64 and RICIN domains are outlined by dotted and solid lines,
respectively. Strictly conserved amino acid residues that play an essential role in biocatalysis are shown by asterisks.
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Figure 2. Phylogenetic tree of C. funkei HY-13 GH64 endo-β-1,3-glucanase (GluY) and its closely related functional homologs.
Alignment of the amino acid sequences was performed using ClustalW in the MegAlign program (DNASTAR Inc. (Madison,
WI, USA)). The protein sequences employed for phylogenetic analysis were retrieved from the GenBank database.

The secondary structure elements of GluY from C. funkei HY-13, which were predicted
employing a GH64 endo-β-1,3-glucanase from Streptomyces matensis DIC-108 (PDB code:
3GD0) as a template, are shown in Figure 1. The structure-based sequence alignment
rendered using ESPript software 3.0 (https://espript.ibcp.fr/ESPript/ESPript/) revealed
that the catalytic GH64 domain in GluY from C. funkei HY-13 consisted of 6 α-helices,
24 β-strands, 2 310-helices, and 13 β-turns.

3.2. Purification and SDS-PAGE Analysis of Recombinant Enzymes

When overexpressed in E. coli BL21, the majority of rGluY proteins were produced as
insoluble inclusion bodies, while rGluY∆RICIN was produced as a soluble protein with
endo-β-1,3-glucanase activity similar to other non-modular GH64 enzymes [24,25]. It is
believed that the formation of rGluY inclusion bodies might be due to the C-terminal
RICIN domain exhibiting relatively high hydrophobicity. Based on the protein solubility,
active rGluY proteins were purely isolated to electrophoretic homogeneity by an on-
column protein refolding method employing a His-tag column. In a much simpler process,
rGluY∆RICIN was purified by basic affinity chromatography using the same column.

The relative molecular masses of purified rGluY and rGluY∆RICIN were evalu-
ated to be approximately 57.5 kDa and 42.0 kDa, respectively, as analyzed by SDS-
PAGE (Figure 3). These values agreed well with the deduced molecular masses of rGluY

https://espript.ibcp.fr/ESPript/ESPript/
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(57,274 Da) and rGluY∆RICIN (42,783 Da), which were determined by the Compute
pI/MW server (https://www.expasy.org/resources/compute-pi-mw). The molecular size
(57.5 kDa) of rGluY with a RICIN domain was larger than that (39.4 kDa) of a non-modular
GH64 endo-β-1,3-glucanase from Streptomyces matensis DIC-108 [6], that (41.0 kDa) of
a non-modular GH64 endo-β-1,3-glucanase from Lysobacter enzymogenes N4-7 [25], and
that (43.0 kDa) of a non-modular GH64 endo-β-1,3-glucanase from Kribbella flavida NBRC
14,399 [26] (Table 1). However, the molecular mass (57.5 kDa) of the enzyme was similar
to that (55.0 kDa) of a modular GH64 endo-β-1,3-glucanase from Arthrobacter sp. strain
YCWD3 [22].

Biomolecules 2021, 11, x FOR PEER REVIEW 8 of 16 
 

column protein refolding method employing a His-tag column. In a much simpler 
process, rGluYΔRICIN was purified by basic affinity chromatography using the same 
column. 

The relative molecular masses of purified rGluY and rGluYΔRICIN were evaluated 
to be approximately 57.5 kDa and 42.0 kDa, respectively, as analyzed by SDS-PAGE 
(Figure 3). These values agreed well with the deduced molecular masses of rGluY (57,274 
Da) and rGluYΔRICIN (42,783 Da), which were determined by the Compute pI/MW 
server (https://www.expasy.org/resources/compute-pi-mw). The molecular size (57.5 
kDa) of rGluY with a RICIN domain was larger than that (39.4 kDa) of a non-modular 
GH64 endo-β-1,3-glucanase from Streptomyces matensis DIC-108 [6], that (41.0 kDa) of a 
non-modular GH64 endo-β-1,3-glucanase from Lysobacter enzymogenes N4-7 [25], and that 
(43.0 kDa) of a non-modular GH64 endo-β-1,3-glucanase from Kribbella flavida NBRC 
14,399 [26] (Table 1). However, the molecular mass (57.5 kDa) of the enzyme was similar 
to that (55.0 kDa) of a modular GH64 endo-β-1,3-glucanase from Arthrobacter sp. strain 
YCWD3 [22]. 

 
Figure 3. SDS-PAGE of the purified rGluY and rGluYΔRICIN after affinity chromatography on 
HisTrap HP. Lane S, standard marker proteins; lane 1, the whole cell lysate of rGluY-expressing E. 
coli BL21 after IPTG induction; lane 2, purified rGluY; lane 3, purified rGluYΔRICIN; lane 4, the 
soluble cell lysate of rGluYΔRICIN-expressing E. coli BL21 after IPTG induction. 

Table 1. Enzymatic features of bacterial GH64 endo-β-1,3-glucanases active for β-1,3-D-glucans. 

Strain Enzyme 
Mr  

(kDa) 
Optimum 

pH 
Optimum 
Temp. (°C) 

Specific Activity 
(U/mg) Reference 

Cellulosimicrobium funkei HY-13 rGluY 57.5 4.5 40 26.0 a, 18.8 b, 2.3 c This study 
Cellulosimicrobium funkei HY-13 rGluYΔRICIN 42.0 5.5 45 9.8 a, 5.4 b, 0.4 c This study 
Streptomyces matensis DIC-108 LPHase 39.4 7.5–8.5 55 4.2 a, 7.1 c [6] 
Lysobacter enzymogenes N4-7 GluB 41.0 4.5–5.0 41 2.1 a, 0.6 b, 1.2 c [25] 

Streptomyces matensis ATCC 23935 SmβG 43.0 6.0 55 NI d [8] 
Arthrobacter sp. strain YCWD3 endo-β-1,3-glucanase 55.0 5.8 NI 11–13 b [22] 
Kribbella flavida NBRC 14399 KfGH64 43.0 5.5 45 NI [26] 

a Specific enzyme activity toward laminarin; b Specific enzyme activity toward pachyman; c Specific enzyme activity 
toward curdlan; d Not indicated. 

Figure 3. SDS-PAGE of the purified rGluY and rGluY∆RICIN after affinity chromatography on
HisTrap HP. Lane S, standard marker proteins; lane 1, the whole cell lysate of rGluY-expressing E. coli
BL21 after IPTG induction; lane 2, purified rGluY; lane 3, purified rGluY∆RICIN; lane 4, the soluble
cell lysate of rGluY∆RICIN-expressing E. coli BL21 after IPTG induction.

Table 1. Enzymatic features of bacterial GH64 endo-β-1,3-glucanases active for β-1,3-D-glucans.

Strain Enzyme Mr
(kDa)

Optimum
pH

Optimum
Temp. (◦C)

Specific Activity
(U/mg) Reference

Cellulosimicrobium funkei HY-13 rGluY 57.5 4.5 40 26.0 a, 18.8 b, 2.3 c This study
Cellulosimicrobium funkei HY-13 rGluY∆RICIN 42.0 5.5 45 9.8 a, 5.4 b, 0.4 c This study
Streptomyces matensis DIC-108 LPHase 39.4 7.5–8.5 55 4.2 a, 7.1 c [6]
Lysobacter enzymogenes N4-7 GluB 41.0 4.5–5.0 41 2.1 a, 0.6 b, 1.2 c [25]

Streptomyces matensis ATCC 23935 SmβG 43.0 6.0 55 NI d [8]
Arthrobacter sp. strain YCWD3 endo-β-1,3-glucanase 55.0 5.8 NI 11–13 b [22]

Kribbella flavida NBRC 14399 KfGH64 43.0 5.5 45 NI [26]
a Specific enzyme activity toward laminarin; b Specific enzyme activity toward pachyman; c Specific enzyme activity toward curdlan;
d Not indicated.

3.3. Biocatalytic Characterization of Recombinant Enzymes

Similar to the non-modular GH64 endo-β-1,3-glucanase (GluB) from L. enzymogenes [25],
the highest endo-β-1,3-glucanase activity of rGluY for laminarin was observed when the
biocatalytic reaction was performed at 40 ◦C in 50 mM sodium citrate buffer (pH 4.5)
(Table 1). However, the biocatalytic capacity of rGluY was remarkably reduced at pH val-
ues below 4.0 (<30% of its maximum activity) or above 8.5 (<65% of its maximum activity),
and at temperatures over 50 ◦C (<65% of its maximum activity). The optimum pH and
temperature of rGluY was comparable to a GH64 endo-β-1,3-glucanase from S. matensis
DIC-108, which was most active toward curdlan at 55 ◦C in pH range 7.5–8.5 [6]. Com-
pared to rGluY, rGluY∆RICIN displayed a maximum degradation activity for laminarin

https://www.expasy.org/resources/compute-pi-mw
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at 45 ◦C and pH 5.5, similar to the GH64 endo-β-1,3-glucanase (KfGH64) from Kribbella
flavida NBRC 14,399 [26]. Additionally, the endo-β-1,3-glucanase activity of the C-terminal
truncated mutant enzyme was sharply decreased at pH values less than 4.0 (<30% of its
maximum activity) or more than 5.5 (<60% of its maximum activity), and at temperatures
exceeding 50 ◦C (<65% of its maximum activity). It is believed that the significant decrease
in rGluY∆RICIN activity at pH values above pH 5.5 might be attributed to the deletion
of a RICIN domain in GluY. In this study, rGluY and rGluY∆RICIN were relatively stable
in a broad pH range (3.5–10.5) because these enzymes retained more than 85% of their
original endo-β-1,3-glucanase activity at those pH values even when exposed at 4 ◦C for
1 h in the absence of laminarin. Moreover, the two recombinant enzymes were fairly stable
at temperatures below 45 ◦C for 1 h, but their thermostabilities were drastically down-
regulated in a temperature-dependent manner when exposed to temperatures exceeding
45 ◦C for the same preincubation period. The present results implied that the deletion of
the RICIN domain in GluY did not induce any notable alteration in the pH stability and
thermostability of rGluY.

When the enzyme reactions were conducted in the presence of tryptophan (Trp)
residue-specific modifiers including Hg2+ (1 mM) and N-bromosuccinimide (5 mM), rGluY
was considerably inactivated by the compounds (Figure 4). Previously, a similar observa-
tion was also made with a GH64 endo-β-1,3-glucanase from S. matensis DIC-108 [6] reacted
with curdlan in the presence of Hg2+ (>20 µM), although the biocatalytic activity of Laceyella
putida GH16 endo-β-1,3-glucanase [27] was only moderately suppressed by the metal ion.
Taken together, the findings were consistent with the fact that N-bromosuccinimide and
Hg2+ ions oxidize the indole ring of strictly conserved Trp residues in the active site of endo-
type GH enzymes, which essentially participate in enzyme-substrate interaction [28,29].
The endo-β-1,3-glucanase activity of rGluY was not substantially affected by EDTA (5 mM),
Tween 80 (0.5%), or divalent cations (each 1 mM) such as Ca2+, Ni2+, Cu2+, Zn2+, Mg2+,
Sn2+, Ba2+, and Fe2+. The exceptions were Mn2+ and Co2+, which resulted in 23% and
30% reductions in its original biocatalytic activity, respectively (Figure 4). Conversely,
it was recently found that the biocatalytic activity a GH64 endo-β-1,3-glucanase with a
βγ-crystalline domain from Clostridium beijerinckii was greatly increased by >2-fold in
the presence of 1 mM Ca2+ [30]. Moreover, the biocatalytic activity of Paenibacillus sp.
endo-β-1,3-glucanase has been shown to be down-regulated by 37% in the presence of
2 mM Zn2+ [31].
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were investigated (Table 2). Of the evaluated polymeric materials, the two enzymes
were capable of preferentially degrading β-1,3-D-glucans with the following order: lam-
inarin > pachyman > curdlan. On the other hand, they did not exhibit any detectable
biocatalytic activities toward pNP-sugar derivatives or other polysaccharides made up
of D-glucose, D-mannose, or D-xylose molecules linked by β-1,4-glycosidic bonds in the
backbone. Taken together, these results clearly indicated that rGluY and its C-terminal
truncated mutant enzyme were true endo-β-1,3-glucanases without other carbohydrolase
activities. The specific activity of rGluY toward laminarin, pachyman, and curdlan was
measured to be 26.0 U/mg, 18.8 U/mg, and 2.3 U/mg, respectively. However, deleting
the C-terminal RICIN domain in the enzyme gave rise to a significant decrease (>60%) of
its ability to decompose the aforementioned β-1,3-D-glucan polysaccharides. In this case,
the specific activity of rGluY∆RICIN for laminarin, pachyman, and curdlan was assessed
to be 9.8 U/mg, 5.4 U/mg, and 0.4 U/mg, respectively. As listed in Table 1, the biocat-
alytic activity (26.0 U/mg) of rGluY for laminarin was approximately 6.2- and 12.4-fold,
respectively, higher than that (approx. 4.2 U/mg) of S. matensis DIC-108 GH64 endo-β-1,3-
glucanase [6] and that (2.1 U/mg) of L. enzymogenes N4-7 GH64 endo-β-1,3-glucanase [25]
for the same polysaccharide. Likewise, rGluY (18.8 U/mg) was evaluated to be the most
active on pachyman compared to other characterized GH64 functional homologs including
Arthrobacter sp. strain YCWD3 endo-β-1,3-glucanase (11~13 U/mg) [22] and L. enzymogenes
N4-7 GH64 endo-β-1,3-glucanase (approx. 0.6 U/mg) [25]. It should also be noted that
the degradation activity (2.3 U/mg) of rGluY for curdlan was approximately three-fold
lower than that (7.1 U/mg) of S. matensis DIC-108 GH64 endo-β-1,3-glucanase [6] for the
same substrate. However, the curdlan-degrading activity (2.3 U/mg) was relatively similar
to that (1.2 U/mg) of L. enzymogenes N4-7 GH64 endo-β-1,3-glucanase [25]. Based on
these findings, it is proposed that rGluY is a novel β-1,3-D-glucan-degrading biocatalyst
exhibiting different substrate specificities, which is distinguished from other known GH64
enzymes (Table 1).

Table 2. Biocatalytic activity of rGluY and rGluY∆RICIN toward different polysaccharides.

Substrate
Specific Activity (U/mg) a

of rGluY
Specific Activity (U/mg)

of rGluY∆RICIN

Laminarin 26.0 ± 1.2 9.8 ± 0.1
Pachyman 18.8 ± 1.4 5.4 ± 0.1
Curdlan 2.3 ± 0.2 0.4 ± 0.1

Carboxymethylcellulose ND b ND
Barley β-1,3-1,4-D-glucan ND ND

Beechwood xylan ND ND
Locust bean gum ND ND

The values are mean ± SD of triplicate tests; a Specific activity was obtained from the three repeated experiments;
b Not detected.

Unlike some endo-β-1,3-glucanases belonging to different GH families [5,32,33], it has
been previously shown that S. matensis DIC-108 GH64 endo-β-1,3-glucanase (LPHase) ex-
clusively degrades insoluble curdlan to D-laminaripentaose (L5) [24]. Similarly, S. matensis
ATCC 23,935 GH64 endo-β-1,3-glucanase (SmβG) was also reported to preferentially hy-
drolyze curdlan to L5 (79%) as the major end product together with L2–L4 and other
soluble D-laminarioligosaccharides with degree of polymerization > 5 [8]. Thus, we
investigated the degradation patterns of C. funkei HY-13 GH64 endo-β-1,3-glucanase
(rGluY) toward D-laminarioligosaccharides (L2–L6) and β-1,3-D-glucans such as lami-
narin, pachyman, and curdlan. The results of TLC analysis clearly showed that a series of
D-laminarioligosaccharides of L2 to L6 was not susceptible to rGluY (Figure 5a). However,
the enzyme could readily degrade the evaluated β-1,3-D-glucans to predominantly produce
L5 as the final product. In this case, only small amounts of D-laminarioligosaccharides with
degree of polymerization > 5 were also detected as end products, while the production
of D-laminarioligosaccharides of L2 to L4 by rGluY from the substrates was negligible
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or not detectable. Similarly, the results of HPLC analysis revealed that rGluY was most
likely to predominantly produce L5 as the final product when reacted with pachyman
and curdlan (Figure 5c,d). It seemed that with the exception of L5, the production of
other D-laminarioligosaccharides by rGluY from the β-1,3-D-glucans was insignificant.
Based on these results, it is suggested that rGluY is a new L5-releasing GH64 endo-β-1,3-
glucanase exhibiting slightly different substrate degradation patterns, which is distinct
from S. matensis DIC-108 GH64 endo-β-1,3-glucanase [24] and S. matensis ATCC 23,935
GH64 endo-β-1,3-glucanase [8].
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Figure 5. TLC and HPLC analyses of degradation products of D-laminarioligosaccharides (L2–L6)
and β-1,3-D-glucans by rGluY: (a) Lanes 1 to 6, standard markers (D-glucose, G1; D-laminaribiose, L2;
D-laminaritriose, L3; D-laminaritetraose, L4; D-laminaripentaose, L5; D-laminarihexaose, L6); lanes
7 to 11, reaction of rGluY with D-laminarioligosaccharides (L2–L6, each 1 mg); lane 12, reaction of
rGluY with 1 mg laminarin; lane 13, reaction of rGluY with 1 mg pachyman; lane 14, reaction of
rGluY with 1 mg curdlan; (b) total ion chromatogram of the standards (G1, a peak with a retention
time (RT) of 4.844; L2, a peak with a RT of 5.290; L3, a peak with a RT of 5.859; L4, a peak with a RT
of 6.589; L5, a peak with a RT of 7.467; L6, a peak with a RT of 8.506); (c) total ion chromatogram
of the degradation products of pachyman; (d) total ion chromatogram of the degradation products
of curdlan.
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3.5. Binding Affinity of rGluY and rGluY∆RICIN to Insoluble Substrates

Though the functional role of a RICIN domain in Luteimicrobium xylanilyticum HY-24
GH10 endo-β-1,4-xylanase was recently demonstrated [21], the biological functions of
a RICIN domain in microbial endo-β-1,3-glucanases in enzyme-substrate binding and
biocatalysis have yet to be fully investigated. Thus, in this study, we examined the role
of a C-terminal RICIN domain in GluY in enzyme-substrate interaction by comparing
the substrate-binding capacities of rGluY and rGluY∆RICIN to insoluble polymers such
as curdlan, Avicel PH-101, ivory nut mannan, oat spelts xylan, and lignin. It is of great
interest to note that the binding ability of rGluY to lignin was significantly higher than
that of rGluY∆RICIN to the same substrate polymer (Figure 6). Likewise, compared to the
latter, the former displayed higher substrate-binding capacities to the same hydrophobic
materials in the order of ivory nut mannan > oat spelts xylan > Avicel > curdlan. These
substrate-binding patterns of rGluY and rGluY∆RICIN agreed well with the finding that a
RICIN domain in L. xylanilyticum HY-24 GH10 endo-β-1,4-xylanase plays an important role
in the enzyme-substrate interaction as a substrate-binding motif [21]. Moreover, similar to
rGluY∆RICIN, Paenibacillus sp. GH16 endo-β-1,3-glucanase has been reported to exhibit
reduced substrate-binding affinities to Avicel and curdlan when its four carbohydrate
binding modules (CBMs) were removed from the intact enzyme [7].
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3.6. Anti-Fungal Activities of rGluY and rGluY∆RICIN

Recently, endo-β-1,3-glucanases have drawn growing attention as a potential bio-
control agent, which can efficiently inhibit the growth of diverse fungal pathogens via
cell wall degradation, in the fields of pharmaceuticals and food applications [7,8]. In this
study, to elucidate the functional role of a C-terminal RICIN domain in GluY on fungal
growth inhibition, we evaluated the anti-fungal activities of rGluY and its C-terminal
truncated mutant enzyme against C. albicans. Figure 7 clearly shows that both rGluY and
rGluY∆RICIN could substantially inhibit the growth of C. albicans in a dose-dependent
manner. The degree of growth inhibition of C. albicans by rGluY at a concentration of
0.1 mg/mL (approximately 1.8 µM) was assessed to be approximately 80% of the fungal
growth. Moreover, the enzyme was able to efficiently inhibit more than 90% of the fungal
growth when used at a concentration of 0.5 mg/mL (approx. 9.0 µM). These results indi-
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cated that the anti-fungal activity of rGluY against C. albicans was relatively stronger than
those of other known functional homologs against the same fungal pathogen. Previously,
S. matensis ATCC 23,935 GH64 endo-β-1,3-glucanase (SmβG) [8] and Thermotoga marimata
endo-β-1,3-glucanase (TmβG) [34] were also reported to inhibit over 60% of the growth of
C. albicans at concentrations exceeding 0.1 mg/mL (approximately 2 µM) and 0.2 mg/mL
(approximately 2.7 µM), respectively. Compared to rGluY, it was found that rGluY∆RICIN
even at a concentration of 0.5 mg/mL (approximately 11.6 µM) could only inhibit 60% of
the growth of C. albicans. Therefore, the stronger growth inhibition of C. albicans by rGluY
can most likely be attributed to its C-terminal RICIN domain, which further supports
preferential binding between the enzyme and the cell wall of C. albicans.
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terminal RICIN domain in the enzyme. Considering its ability to strongly inhibit the
growth of C. albicans in a dose-dependent manner, rGluY can be exploited as an effective
anti-fungal agent for food and pharmaceutical applications.

Author Contributions: Conceptualization, D.Y.K. and H.-Y.P.; methodology, L.B. and J.K.; formal
analysis, L.B. and D.Y.K.; investigation, L.B., J.K., D.-H.S. and B.-H.K.; resources, H.-Y.P.; data curation,
K.-H.S.; writing-original draft preparation, L.B. and D.Y.K.; writing-review and editing, D.Y.K. and
H.-Y.P.; supervision, D.Y.K. and H.-Y.P.; project administration, H.-Y.P.; funding acquisition, H.-Y.P.
All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by grants from the Bio & Medical Technology Development
Program of the National Research Foundation (NRF) (2016M3A9A5922628), the KRIBB Research
Initiative Program (KGM5492113), and a subsidy of Jeollanam-do (LCM0042011), Korea.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.



Biomolecules 2021, 11, 1080 14 of 15

Data Availability Statement: Not applicable.

Conflicts of Interest: The authors declare no conflict of interest in the work.

References
1. Barsanti, L.; Passarelli, V.; Evangelista, V.; Frassanito, A.M.; Gualtieri, P. Chemistry, physico-chemistry and applications linked to

biological activities of β-glucans. Nat. Prod. Rep. 2011, 28, 457–466. [CrossRef]
2. Wu, D.; Li, A.; Ma, F.; Yang, J.; Xie, Y. Genetic control and regulatory mechanisms of succinoglycan and curdlan biosynthesis in

genus Agrobacterium. Appl. Microbiol. Biotechnol. 2016, 100, 6183–6192. [CrossRef]
3. Zhang, R.; Edgar, K.J. Properties, chemistry, and applications of the bioactive polysaccharide curdlan. Biomacromolecules 2014,

15, 1079–1096. [CrossRef]
4. Linton, S.M. Review: The structure and function of cellulase (endo-β-1,4-glucanase) and hemicellulase (β-1,3-glucanase and

endo-β-1,4-mannanase) enzymes in invertebrates that consume materials ranging from microbes, algae to leaf litter. Comp.
Biochem. Physiol. B 2020, 240, 110354. [CrossRef]

5. Yi, P.; Yan, Q.; Jiang, Z.; Wang, L. A first glycoside hydrolase family 50 endo-β-1,3-D-glucanase from Pseudomonas aeruginosa.
Enzyme Microb. Technol. 2018, 108, 34–41. [CrossRef]

6. Shrestha, K.L.; Liu, S.-W.; Huang, C.-P.; Wu, H.-M.; Wang, W.-C.; Li, Y.K. Characterization and identification of essential residues
of the glycoside hydrolase family 64 laminaripentaose-producing-β-1,3-glucanase. Protein Eng. Des. Sel. 2011, 24, 617–625.
[CrossRef]

7. Cheng, Y.-M.; Hong, T.-Y.; Liu, C.-C.; Meng, M. Cloning and functional characterization of a complex endo-β-1,3-glucanase from
Paenibacillus sp. Appl. Microbiol. Biotechnol. 2009, 81, 1051–1061. [CrossRef]

8. Woo, J.-B.; Kang, H.-N.; Woo, E.-J.; Lee, S.-B. Molecular cloning and functional characterization of an endo-1,3-β-glucanase from
Streptomyces matensis ATCC 23935. Food Chem. 2014, 148, 184–187. [CrossRef]

9. Ryan, E.M.; Ward, O.P. Study of the effect of β-1,3-glucanase from Basidiomycete QM 806 on yeast extract production. Biotechnol.
Lett. 1985, 7, 409–412. [CrossRef]

10. Vetvicka, V. Glucan-immunostimulant, adjuvant, potential drug. World J. Clin. Oncol. 2011, 2, 115–119. [CrossRef]
11. Ferrer, P. Revisiting the Cellulosimicrobium cellulans yeast-lytic β-1,3-glucanases toolbox: A review. Microb. Cell Fact. 2006, 5, 10.

[CrossRef] [PubMed]
12. Gacto, M.; Vincente-Soler, J.; Cansado, J.; Villa, T.G. Characterization of an extracellular enzyme system produced by Mi-

cromonospora chalcea with lytic activity on yeast cells. J. Appl. Microbiol. 2000, 88, 961–967. [CrossRef] [PubMed]
13. Brune, A. Symbiotic digestion of lignocellulose in termite guts. Nat. Rev. Microbiol. 2014, 12, 168–180. [CrossRef] [PubMed]
14. Warnecke, F.; Luginbühl, P.; Ivanova, N.; Ghassemian, M.; Richardson, T.H.; Stege, J.T.; Cayouette, M.; McHardy, A.C.; Djordjevic,

G.; Aboushadi, N.; et al. Metagenomic and functional analysis of hindgut microbiota of a wood-feeding higher termite. Nature
2007, 450, 560–565. [CrossRef] [PubMed]

15. Scully, E.D.; Geib, S.M.; Hoover, K.; Tien, M.; Tringe, S.G.; Barry, K.W.; Glavina del Rio, T.; Chovatia, M.; Herr, J.R.; Carlson, J.E.
Metagenomic profiling reveals lignocellulose degrading system in a microbial community associated with a wood-feeding beetle.
PLoS ONE 2013, 8, e073827. [CrossRef]

16. Kim, D.Y.; Han, M.K.; Park, D.-S.; Lee, J.S.; Oh, H.-W.; Shin, D.-H.; Jeong, T.-S.; Kim, S.U.; Bae, K.S.; Son, K.-H.; et al. Novel GH10
xylanase, with a fibronectin type 3 domain, from Cellulosimicrobium sp. strain HY-13, a bacterium in the gut of Eisenia fetida. Appl.
Environ. Microbiol. 2009, 75, 7275–7279. [CrossRef]

17. Kim, D.Y.; Ham, S.-J.; Lee, H.J.; Cho, H.-Y.; Kim, J.-H.; Kim, Y.-J.; Shin, D.-H.; Rhee, Y.H.; Son, K.-H.; Park, H.-Y. Cloning and
characterization of a modular GH5 β-1,4-mannanase with high specific activity from the fibrolytic bacterium Cellulosimicrobium
sp. strain HY-13. Bioresour. Technol. 2011, 102, 9185–9192. [CrossRef]

18. Kim, D.Y.; Lee, M.J.; Cho, H.-Y.; Lee, J.S.; Lee, M.-H.; Chung, C.W.; Shin, D.-H.; Rhee, Y.H.; Son, K.-H.; Park, H.-Y. Genetic and func-
tional characterization of an extracellular modular GH6 endo-β-1,4-glucanase from an earthworm symbiont, Cellulosimicrobium
funkei HY-13. Antonie Leeuwenhoek 2016, 109, 1–12. [CrossRef]

19. Kim, D.Y.; Kim, J.; Lee, S.H.; Chung, C.; Shin, D.-H.; Ku, B.-H.; Son, K.-H.; Park, H.-Y. A D-glucose- and D-xylose-tolerant GH1
β-glucosidase from Cellulosimicrobium funkei HY-13, a fibrolytic gut bacterium of Eisenia fetida. Proc. Biochem. 2020, 94, 282–288.
[CrossRef]

20. Miller, G.L. Use of dinitrosalicylic acid reagent for determination of reducing sugar. Anal. Chem. 1959, 31, 426–428. [CrossRef]
21. Kim, D.Y.; Lee, S.H.; Lee, M.J.; Cho, H.-Y.; Lee, J.S.; Rhee, Y.H.; Shin, D.-H.; Son, K.-H.; Park, H.-Y. Genetic and functional

characterization of a novel GH10 endo-β-1,4-xylanase with a ricin-type β-trefoil domain-like domain from Luteimicrobium
xylanilyticum HY-24. Int. J. Biol. Macromol. 2018, 106, 620–628. [CrossRef] [PubMed]

22. Doi, K.; Doi, A. Cloning and expression in Escherichia coli of the gene for an Arthrobacter β-(1→3)-glucanase. J. Bacteriol. 1986,
168, 1272–1276. [CrossRef] [PubMed]

23. Shen, S.-H.; Chrétien, P.; Bastien, L.; Slilaty, S.N. Primary sequence of the glucanase gene from Oerskovia xanthineolytica. J. Biol.
Chem. 1991, 266, 1058–1063. [CrossRef]

24. Nakabayashi, M.; Nishijima, T.; Ehara, G.; Nikaidou, N.; Nishihashi, H.; Watanabe, T. Structure of the gene encoding
laminaripentaose-producing β-1,3-glucanase (LPHase) of Streptomyces matensis DIC-108. J. Ferment. Bioeng. 1998, 85, 459–464.
[CrossRef]

http://doi.org/10.1039/c0np00018c
http://doi.org/10.1007/s00253-016-7650-1
http://doi.org/10.1021/bm500038g
http://doi.org/10.1016/j.cbpb.2019.110354
http://doi.org/10.1016/j.enzmictec.2017.09.002
http://doi.org/10.1093/protein/gzr031
http://doi.org/10.1007/s00253-008-1617-9
http://doi.org/10.1016/j.foodchem.2013.09.137
http://doi.org/10.1007/BF01166213
http://doi.org/10.5306/wjco.v2.i2.115
http://doi.org/10.1186/1475-2859-5-10
http://www.ncbi.nlm.nih.gov/pubmed/16545129
http://doi.org/10.1046/j.1365-2672.2000.01065.x
http://www.ncbi.nlm.nih.gov/pubmed/10849171
http://doi.org/10.1038/nrmicro3182
http://www.ncbi.nlm.nih.gov/pubmed/24487819
http://doi.org/10.1038/nature06269
http://www.ncbi.nlm.nih.gov/pubmed/18033299
http://doi.org/10.1371/journal.pone.0073827
http://doi.org/10.1128/AEM.01075-09
http://doi.org/10.1016/j.biortech.2011.06.073
http://doi.org/10.1007/s10482-015-0604-2
http://doi.org/10.1016/j.procbio.2020.04.033
http://doi.org/10.1021/ac60147a030
http://doi.org/10.1016/j.ijbiomac.2017.08.063
http://www.ncbi.nlm.nih.gov/pubmed/28813686
http://doi.org/10.1128/jb.168.3.1272-1276.1986
http://www.ncbi.nlm.nih.gov/pubmed/3096974
http://doi.org/10.1016/S0021-9258(17)35282-1
http://doi.org/10.1016/S0922-338X(98)80062-7


Biomolecules 2021, 11, 1080 15 of 15

25. Palumbo, J.D.; Sullivan, R.F.; Kobayashi, D.Y. Molecular characterization and expression in Escherichia coli of three β-1,3-glucanase
genes from Lysobacter enzymogenes strain N4-7. J. Bacteriol. 2003, 185, 4362–4370. [CrossRef]

26. Kumagai, Y.; Okuyama, M.; Kimura, A. Heat treatment of curdlan enhances the enzymatic production of biologically active
β-(1,3)-glucan oligosaccharides. Carbohyd. Polym. 2016, 146, 396–401. [CrossRef]

27. Kobayashi, T.; Uchimura, K.; Kubota, T.; Nunoura, T.; Deguchi, S. Biochemical and genetic characterization of β-1,3-glucanase
from a deep subseafloor Laceyella putida. Appl. Microbiol. Biotechnol. 2016, 100, 203–214. [CrossRef]

28. Roberge, M.; Shareck, F.; Morosoli, R.; Kluepfel, D.; Dupont, C. Characterization of active-site aromatic residues in xylanase A
from Streptomyces lividans. Protein Eng. 1999, 12, 251–257. [CrossRef]

29. Zolotnitsky, G.; Cogan, U.; Adir, N.; Solomon, V.; Shoham, G.; Shoham, Y. Mapping glycoside hydrolase substrate subsites by
isothermal titration calorimetry. Proc. Natl. Acad. Sci. USA 2004, 101, 11275–11280. [CrossRef]

30. Krishnan, B.; Srivastava, S.S.; Sankeshi, V.; Garg, R.; Srivastava, S.; Sankaranarayanan, R.; Sharma, Y. βγ-Crystallination endows
a novel bacterial glycoside hydrolase 64 with Ca2+-dependent activity modulation. J. Bacteriol. 2019, 201, e00392-19. [CrossRef]

31. Hong, T.-Y.; Meng, M. Biochemical characterization and antifungal activity of an endo-1,3-β-glucanase of Paenibacillus sp. isolated
from garden soil. Appl. Microbiol. Biotechnol. 2003, 61, 472–478. [CrossRef]

32. Hong, T.-Y.; Cheng, C.-W.; Huang, J.-W.; Meng, M. Isolation and biochemical characterization of an endo-1,3-β-glucanase from
Streptomyces sioyaensis containing a C-terminal family 6 carbohydrate-binding module that binds to 1,3-β-glucan. Microbiology
2002, 148, 1151–1159. [CrossRef]

33. Jaafar, N.R.; Khoiri, N.M.; Ismail, N.F.; Mahmood, N.A.N.; Murad, A.M.A.; Bakar, F.D.A.; Yajit, N.L.M.; Illias, R.M. Functional
characterization and product specificity of endo-β-1,3-glucanase from alkalophilic bacterium, Bacillus lehensis G1. Enzyme Microb.
Technol. 2020, 140, 109625. [CrossRef] [PubMed]

34. Woo, C.-B.; Kang, H.-N.; Lee, S.-B. Molecular cloning and anti-fungal effect of endo-1,3-β-glucanase from Thermotoga marimata.
Food Sci. Biotechnol. 2014, 23, 1243–1246. [CrossRef]

http://doi.org/10.1128/JB.185.15.4362-4370.2003
http://doi.org/10.1016/j.carbpol.2016.03.066
http://doi.org/10.1007/s00253-015-6983-5
http://doi.org/10.1093/protein/12.3.251
http://doi.org/10.1073/pnas.0404311101
http://doi.org/10.1128/JB.00392-19
http://doi.org/10.1007/s00253-003-1249-z
http://doi.org/10.1099/00221287-148-4-1151
http://doi.org/10.1016/j.enzmictec.2020.109625
http://www.ncbi.nlm.nih.gov/pubmed/32912685
http://doi.org/10.1007/s10068-014-0170-9

	Introduction 
	Materials and Methods 
	Chemicals 
	Cloning of the Endo–1,3-glucanase (GluY) Gene 
	Production and Purification of Recombinant Proteins 
	Analysis of Proteins 
	Enzyme Assays 
	Effects of pH, Temperature, and Chemicals on the Endo–1,3-glucanase Activity 
	Analysis of the Degradation Products 
	Binding Assay 
	Anti-Fungal Assay 

	Results and Discussion 
	Molecular Characterization of the GH64 Endo–1,3-glucanase Gene 
	Purification and SDS-PAGE Analysis of Recombinant Enzymes 
	Biocatalytic Characterization of Recombinant Enzymes 
	Substrate Specificity 
	Binding Affinity of rGluY and rGluYRICIN to Insoluble Substrates 
	Anti-Fungal Activities of rGluY and rGluYRICIN 

	Conclusions 
	References

