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Abstract
Main conclusion Each β-1,3-glucanase with antifungal activity or yeast lytic activity hydrolyzes different structures 
of β-1,3-glucans in the fungal cell wall, respectively.

Abstract Plants express several glycoside hydrolases that target chitin and β-glucan in fungal cell walls and inhibit pathogenic 
fungal infection. An antifungal β-1,3-glucanase was purified from gazyumaru (Ficus microcarpa) latex, designated as Glx-
GluA, and the corresponding gene was cloned and expressed in Escherichia coli. The sequence shows that GlxGluA belongs 
to glycoside hydrolase family 17 (GH17). To investigate how GlxGluA acts to degrade fungal cell wall β-glucan, it was 
compared with β-1,3-glucanase with different substrate specificities. We obtained recombinant β-1,3-glucanase (designated 
as CcGluA), which belongs to GH64, from the bacterium Cellulosimicrobium cellulans. GlxGluA inhibited the growth of 
the filamentous fungus Trichoderma viride but was unable to lyse the yeast Saccharomyces cerevisiae. In contrast, CcGluA 
lysed yeast cells but had a negligible inhibitory effect on the growth of filamentous fungi. GlxGluA degraded the cell wall 
of T. viride better than CcGluA, whereas CcGluA degraded the cell wall of S. cerevisiae more efficiently than GlxGluA. 
These results suggest that the target substrates in fungal cell walls differ between GlxGluA (GH17 class I β-1,3-glucanase) 
and CcGluA (GH64 β-1,3-glucanase).
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Abbreviations
CcGluA  Cellulosimicrobium cellulans 

β-1,3-Glucanase
CM-curdlan  Carboxymethyl curdlan
GlxGluA  Gazyumaru latex glucanase-A
GH  Glycoside hydrolase family
IFC  Insoluble fraction of fungal cell
IPTG  Isopropyl-β-D-1-thiogalactopyranoside
PDA  Potato dextrose broth with agar
pNP  para-Nitrophenol

Introduction

Fungal cell walls are important for cell morphogenesis 
and protection against external stresses (Yun et al. 1997; 
Latgé and Beauvais 2014). These cell walls contain chitin, 
chitosan, β-1,3-glucan, β-1,6-glucan, mixed β-1,3-/β-1,4-
glucan, α-1,3-glucan, mannan, mannoprotein, and melanin 
as major constituents. A comparison of these cell walls 
shows that there is a great variability in fungal cell wall 
composition and organization. The Saccharomyces cerevi-
siae cell wall is composed of 1–2% chitin, 50–55% β-1,3-
glucan, 10–15% β-1,6-glucan, and 10–20% mannan (man-
noprotein) (Lesage and Bussey 2006). In contrast, the cell 
wall of filamentous fungi such as Trichoderma viride (T. 
viride) is composed of 12–22% chitin, about 20% β-1,3-
glucan, 7–12% β-1,6-glucan and 15–20% protein (Benítez 
et al. 1975). These structural polysaccharides are important 
in maintaining the strength of fungal cell walls. Chitinases 
and β-1,3-glucanases could potentially inhibit fungal growth, 
and plants are thought to express these enzymes as defense 
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mechanisms against fungal pathogens. Indeed, some chi-
tinases and β-1,3-glucanases from plants have been shown to 
exhibit antifungal activity (Schlumbaum et al. 1986; Mauch 
et al. 1988; Moravčíková et al. 2016). Although there are 
several reports on the relationship between the structural, 
biochemical, and enzymatic characteristics and antifungal 
activities of chitinases (Iseli et al. 1993; Suarez et al. 2001; 
Taira et al. 2002; Taira 2010), the corresponding informa-
tion on β-1,3-glucanases is limited. To understand the role 
of β-1,3-glucanases in plant defense systems against fungal 
pathogens, it is imperative to elucidate these relationships.

Although plant β-1,3-glucanases have antifungal activ-
ity, they are also thought to play roles in plant development 
such as seed germination (Leubner-Metzger and Meins 
2000; Branco et al. 2011), pollination, and elongation of 
pollen tube (Doxey et al. 2007; Wan et al. 2011). To find 
antifungal β-1,3-glucanase, we searched in plant latex, a 
known biological defense system. Plant latex, the cytosol 
of special cells called laticifers, is generally considered to 
play a protective role against herbivores and insects (Konno 
2011), and we have presented evidence to suggest that latex 
also plays a role in the defense against fungal pathogens 
(Kitajima et al. 2018). In comparison with other tissues, 
plant latex is enriched in defense-related proteins (Chye and 
Cheung 1995; Konno et al. 2004). In a previous study, we 
found that the latex from gazyumaru (Ficus microcarpa), a 
woody flowering plant distributed in the subtropical/tropi-
cal regions of Asia, exhibited strong antifungal activity. We 
previously purified an antifungal chitinase from gazyumaru 
latex (Taira et al. 2005). Furthermore, we have confirmed 
the possession of a vacuolar-targeting signal peptide by the 
cloned gene, and substantiated the antifungal activity of the 
resultant recombinant protein (Takashima et al. 2021). In 
this study, we found that a latex β-1,3-glucanase, designated 
GlxGluA, exhibits antifungal activity. We successfully puri-
fied GlxGluA and cloned and expressed the corresponding 
gene in Escherichia coli. Sequence analysis showed that 
GlxGluA belongs to glycoside hydrolase family 17 (GH17). 
All β-1,3-glucanases are classified into GH16, GH17, GH55, 
GH64, GH81, and others in the CAZy database (http:// www. 
cazy. org/) (Henrissat and Davies 1997) based on their amino 
acid sequences. Most plant β-1,3-glucanases belong to the 
GH17 enzyme family. Several GH17 β-1,3-glucanases have 
been shown to exhibit antifungal activity in vivo and in vitro 
(Mondal et al. 2007; Sridevi et al. 2008; Liu et al. 2009).

In this study, we compared the enzymatic characteristics, 
effects on fungal cell walls, and antifungal activities against 
filamentous fungus and yeast between GlxGluA and GH64 
β-1,3-glucanase (designated as CcGluA) from Cellulosimi-
crobium cellulans (C. cellulans, also known as Arthrobac-
ter luteus). The combination of GH64 β-1,3-glucanase and 
an alkaline protease from C. cellulans has been reported to 
exert strong lytic activity against living yeast cell walls to 

produce yeast cell protoplasts (Kitamura 1982a). Mannan 
protein, a cell wall component of the outer layer of yeast 
cells, is denatured and solubilized by heat treatment. Heat-
treated yeast cells were lysed using only β-1,3-glucanase. 
Therefore, GH64 β-1,3-glucanase is a key enzyme involved 
in the degradation of yeast cell wall β-glucan. Comparative 
analysis of both enzymes was beneficial for understanding 
the substrate specificity of plant β-1,3-glucanases exhibiting 
antifungal activity. The results obtained in this study suggest 
that GlxGluA (GH17 class I β-1,3-glucanase) and CcGluA 
(GH64 β-1,3-glucanase) target different substrates in fungal 
cell walls. We further discuss the relationship between the 
substrate specificity of these enzymes and their antifungal 
and lytic activities.

Materials and methods

Materials

Gazyumaru latex and leaves were harvested from a gazyu-
maru tree on the University of Ryukyu campus. Carboxym-
ethyl curdlan, laminari-oligosaccharides, and p-nitrophenyl-
laminari-oligosaccharides were purchased from Megazyme 
(Wicklow, Ireland). Q-Sepharose Fast Flow, HiTrap SP HP, 
and HiTrap Phenyl HP were obtained from GE Healthcare. 
YMC-BioPro SP was supplied by YMC Co. Ltd. (Kyoto, 
Japan). E. coli BL21(DE3) cells and the expression vec-
tor pET-22b were procured from Novagen (Madison, WI, 
USA) and the SHuffle T7 chaperone expression vector 
pGro7 was supplied by Takara Bio (Kyoto, Japan). A syn-
thetic gene encoding glucanase from C. cellulans (GenBank: 
AAA25520.1) was obtained from Integrated DNA Technol-
ogies. All other reagents used were of analytical grade and 
commercially available. S. cerevisiae S288C strain was used.

Assay of β‑1,3‑glucanase activity against β‑glucan

The β-1,3-glucanase activity of the samples was determined 
colorimetrically. Five microliters of the enzyme solution was 
added to 250 μL of 0.2% (w/v) carboxymethyl curdlan (CM-
curdlan) in 0.1 M sodium acetate buffer (pH 5.5). The reac-
tion mixture was incubated at 37 °C. The ferriferrocyanide 
reagent was added to the reaction mixture to determine its 
reducing power. Absorbance of the reaction mixture was 
measured at 420 nm. The β-1,3-glucanase activity against 
laminarin or soluble β-glucan was measured using the same 
method. Curdlan, an insoluble β-glucan, was homogenized 
and dispersed in 0.1 M sodium acetate buffer (pH 5.0). 
Enzymatic reactions and reducing sugar color reactions 
were performed in the same manner, and insoluble debris 
was removed by centrifugation at 12,000g for 10 min before 
measuring the absorbance.

http://www.cazy.org/
http://www.cazy.org/
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Purification of GlxGluA from gazyumaru latex

β-1,3-Glucanase activity was observed in the soluble frac-
tion of gazyumaru latex, and the β-1,3-glucanase was puri-
fied. In initial studies, we attempted to purify proteins using 
hydrophobic interaction column chromatography; however, 
this method was unsuitable. High concentrations of ammo-
nium sulfate contributed to the loss of glucanase activity. 
The antifungal β-1,3-glucanase was predicted to have a 
basic isoelectric point and was purified using ion-exchange 
column chromatography. This was pre-treated by chitin 
column chromatography to remove a large amount of the 
basic chitinase that is contained in gazyumaru latex. The 
following procedures were performed: 10 mL of 5 M NaCl 
solution was added to the 50 mL of gazyumaru latex at a 
final concentration of 1 M. The sample was centrifuged at 
12,000g for 20 min at 4 °C and the about 40 mL of super-
natant was recovered. The supernatant was dialyzed against 
a 20 mM sodium acetate buffer (pH 5.0). After dialysis, the 
sample was re-centrifuged and the precipitate was removed. 
The supernatant was applied to a chitin-packed column 
(1.6 × 10  cm) equilibrated with 20  mM sodium acetate 
buffer (pH 5.0). The flow-through fraction was collected and 
dialyzed against 20 mM Tris–HCl buffer (pH 7.5). After 
dialysis, the sample was applied onto a Q-Sepharose Fast 
Flow packed column (1.6 × 5 cm) equilibrated with 20 mM 
Tris–HCl buffer (pH 7.5). The flow-through fraction was 
dialyzed against 20 mM sodium acetate buffer (pH 5.0). 
After dialysis, the samples were applied to a HiTrap SP HP 
1 mL column equilibrated with 20 mM sodium acetate buffer 
(pH 5.0). The column was washed with the same buffer and 
the adsorbed proteins were eluted using a linear gradient of 
0–0.5 M NaCl with 50 column volumes. The eluted fractions 
with β-1,3-glucanase activity were dialyzed against 20 mM 
sodium acetate buffer (pH 5.0). This fraction exhibited chi-
tinase activity in addition to β-1,3-glucanase activity. It was 
further purified using a column with higher resolution. The 
sample was applied to a YMC-BioPro SP column equili-
brated with 20 mM sodium acetate buffer (pH 5.0). The 
column was washed with the same buffer and the adsorbed 
proteins were eluted using a linear gradient of 0–0.5 M 
NaCl with 50 column volumes. The eluted fractions with 
β-1,3-glucanase activity were collected as purified β-1,3-
glucanase, and designated as GlxGluA.

N‑terminal and internal amino acid sequence 
analysis

Purified GlxGluA, mixed with or without Staphylococcus 
aureus V8 protease, was subjected to SDS-PAGE. To digest 
GlxGluA with protease, electrophoresis was interrupted 
for 18 h once the sample reached the bottom of the stack-
ing gel. Electrophoresis was then restarted. The separated 

protein bands were blotted onto polyvinylidene difluoride 
membranes and stained with Coomassie Brilliant Blue. To 
determine the N-terminal amino acid sequences, protein 
bands were subjected to amino acid sequence analysis using 
a protein sequencer (PPSQ-23A; Shimadzu, Kyoto, Japan). 
The protein sequencer PPSQ-23A carries out Edman degra-
dation of proteins and separation of the produced phenylthi-
ocarbamyl amino acids by liquid chromatography.

cDNA cloning of GlxGluA‑coding gene

A contig containing the β-1,3-glucanase-coding region was 
constructed from the RNA-sequencing data of Ficus micro-
carpa leaves (SRX5394268) obtained from NCBI Sequence 
Read Archive. Based on the contig sequence, we designed 
primers P1 and P2 to amplify the mature GlxGluA-coding 
gene with 5′ and 3′ sequences for in-fusion cloning. The 
5′ and 3′ terminal nucleotide sequences of GlxGluA were 
predicted from the contig sequence. Total RNA was iso-
lated from gazyumaru leaves using an RNeasy kit (Qiagen). 
First-strand cDNA was synthesized from the isolated RNA 
using SuperScript IV VILO (Thermo Fisher Scientific) with 
oligo-dT primers. The cDNA of GlxGluA was amplified by 
PCR using primers P1 and P2, and the cDNA as the tem-
plate. The amplified cDNA of GlxGluA was inserted into 
a vector which was amplified by PCR from pET-22b using 
primers P3 and P4. The plasmid constructed by in-fusion 
cloning was designated pET-GlxGluA. To establish the 
inactive mutant, the predicted catalytic glutamate residue 
was mutated to an alanine residue. pET-GlxGluA-E94A was 
constructed using pET-GlxGluA as a template and primers 
P5 and P6.

Expression and purification of recombinant GlxGluA 
and GlxGluA‑E94A proteins

E. coli harboring pGro7 was transformed with pET-GlxGluA 
or pET-GlxGluA-E94A. The transformants were cultured 
in Luria Bertani (LB) medium containing 50 mg/L ampi-
cillin, 200 μg/L chloramphenicol, and 2 mg/L l-arabinose 
at 37 °C. Isopropyl β-D-1-thiogalactopyranoside (IPTG; 
0.1 mM) was added to induce protein expression when the 
optical density of the medium reached 0.4–0.8. The medium 
was then incubated for 24 h at 18 °C. The cells were col-
lected by centrifugation and suspended in 20 mM sodium 
phosphate buffer (pH 7.4). The cells were then homogenized 
using a sonicator. The insoluble fraction was removed by 
centrifugation (12,000g, 10 min) and the soluble fraction 
was dialyzed against 20 mM sodium phosphate buffer (pH 
6.0). After dialysis, the samples were applied to a HiTrap 
SP HP column (1 mL) equilibrated with 10 mM sodium 
phosphate buffer (pH 6.0). The column was washed with 
the same buffer, and the adsorbed proteins were eluted using 
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a linear gradient of 0–0.3 M NaCl. Fractions containing 
GlxGluA were dialyzed against 20 mM sodium phosphate 
buffer (pH 7.4). After dialysis, 1.5 M ammonium sulfate 
was added to the dialysate. The sample was applied to a 
HiTrap phenyl HP column (1 mL) equilibrated with 20 mM 
sodium phosphate buffer (pH 7.4) containing 1.5 M ammo-
nium sulfate. The column was washed with the same buffer. 
The adsorbed proteins were eluted using a linear gradient 
of 1.5–0 M ammonium sulfate. The eluted fractions yield-
ing a single band corresponding to the molecular weight of 
GlxGluA were collected as purified recombinant GlxGluA 
or GlxGluA-E94A.

Plasmid construction for CcGluA and CcGluA‑E117A 
expression

The gene encoding CcGluA (GenBank: AAA25520.1) (Shen 
et al. 1991) with 5′ and 3′ sequences for in-fusion cloning 
and a 6 × histidine-coding tag were synthesized by Integrated 
DNA Technologies. The vector was amplified from pET-22b 
as a template using primers P3 and P4. The synthesized gene 
was introduced into the amplified vector by in-fusion clon-
ing. The constructed plasmid was designated pET-CcGluA.

To produce CcGluA without glucanase activity, we 
mutated the glutamate residue predicted to be the catalytic 
residue to alanine. pET-CcGluA-E117A was amplified by 
PCR using pET-CcGluA as a template and primers P7 and 
P8.

Expression and purification of CcGluA protein

E. coli SHuffle T7 was transformed with pET-CcGluA, and 
the transformants were cultured in LB medium containing 
50 mg/L ampicillin at 37 °C. IPTG was added to induce 
protein expression when the optical density of the medium 
reached 0.4–0.8. The medium was then incubated for 24 h 
at 18 °C. The cells were collected by centrifugation and sus-
pended in 20 mM sodium phosphate buffer (pH 7.4). The 
cells were then homogenized using a sonicator. The insolu-
ble fraction was removed by centrifugation at 12,000g for 
10 min and the soluble fraction was dialyzed against 20 mM 
sodium phosphate buffer (pH 7.4). After dialysis, the sam-
ple was applied to a cOmplete His-Tag Purification Resin-
packed column (1.6 × 5 cm) (Sigma-Aldrich, St. Louis, MO, 
USA) equilibrated with 10 mM sodium phosphate buffer 
(pH 7.4). The column was washed with the same buffer, and 
the adsorbed proteins were eluted using a linear gradient 
of 0–0.3 M imidazole. The fractions with glucanase activ-
ity were dialyzed against 20 mM sodium phosphate buffer 
(pH 7.4). After the addition of 1.5 M ammonium sulfate to 
the dialysate, the sample was loaded onto a HiTrap Phenyl 
HP column (1 mL) equilibrated with 20 mM sodium phos-
phate buffer (pH 7.4) containing 1.5 M ammonium sulfate. 

The adsorbed proteins were eluted using a linear gradient 
of 1.5–0 M ammonium sulfate. The eluted fractions giv-
ing a single band corresponding to the molecular weight of 
CcGluA were collected as purified recombinant CcGluA or 
CcGluA-E117A.

Thin‑layer chromatography (TLC) analysis of curdlan 
and oligosaccharide degradation

Curdlan (0.2% w/v) and GlxGluA (0.2 μM) were incubated 
in 10 mM sodium acetate buffer (pH 5.0) at 37 °C for 0, 
1, 4, or 16 h. In addition, curdlan (0.2% w/v) and CcGluA 
(1.0 μM) were incubated in 10 mM Tris–HCl buffer (pH 
7.4) at 37 °C for 0, 1, 4, or 16 h. Each reaction product was 
subjected to TLC analysis.

Further, 5 mM laminari-oligosaccharides or 4 mM para-
nitrophenol (pNP) glycoside and 2 μM GlxGluA were incu-
bated in 0.1 M sodium acetate buffer (pH 5.0) for specific 
time period at 25 °C. The reaction mixture was boiled for 
5 min and then subjected to TLC.

The TLC plates were chromatographed three times with 
n-BuOH:AcOH:H2O (3:1:1, by vol.). The chromatographic 
spots of p-nitrophenol and its derivatives were visualized 
using ultraviolet lamps emitting light at 254 nm. Glucose, 
laminari-oligosaccharide, and pNP-glycosides were stained 
with methanol containing 1% (v/v) sulfuric acid  (H2SO4) 
and baked at 180 °C for 3 min.

Antifungal activity assay against T. viride

An agar disk (4 mm in diameter) containing T. viride was 
prepared from a culture of this fungus growing actively on 
potato dextrose broth containing 1.5% (w/v) agar (PDA). 
This disk was placed at the center of a new PDA plate, and 
the wells were punched into the agar at a distance of 20 mm 
from the center of the PDA plate. Five microliters of each 
test sample were placed in each well. The plates were incu-
bated for 24 h at 25 °C.

Quantitative antifungal activity assay (Taira et al. 
2002)

An agar disk (4 mm in diameter) containing T. viride was 
prepared from a culture of this fungus growing actively on 
a PDA plate. This disk was placed on a new PDA plate and 
overlaid with 5 μL of sterile water or each of the protein 
solutions. The plates were incubated at 25 °C for 12 h and 
then photographed. We measured the mycelial growth area 
of T. viride. The protein concentrations required to inhibit 
the growth of the fungus by 50% were determined by con-
structing dose–response curves (percentage of growth inhi-
bition versus protein concentration).
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Lytic activity assay against S. cerevisiae

S. cerevisiae was cultured in yeast extract peptone dex-
trose (YPD) broth at 30 °C. The cells were collected by 
centrifugation in the log phase of growth and washed with 
distilled water. The cells were resuspended in distilled water 
and autoclaved at 121 °C for 10 min. Heated water solubi-
lizes mannoproteins, which are the major components of 
the yeast cell wall. Insoluble residues, which probably con-
tained chitin and β-glucan, were collected by centrifugation 
and washed with distilled water. The heat-treated cells were 
suspended in 0.1 M sodium phosphate buffer (pH 7.4) or 
0.1 M sodium acetate buffer (pH 5.0), and the optical density 
was adjusted to between 0.9 and 1.1 at 800 nm. The reaction 
mixture containing 1.8 mL of cell suspension and 0.2 mL of 
10 μM enzyme solution was incubated at 25 °C. The yeast 
lytic activity of the enzyme was evaluated based on the 
decrease in the turbidity of the reaction mixture at 800 nm.

Preparation of insoluble fraction from T. viride 
and S. cerevisiae cells

T. viride spores were added to the potato dextrose broth at a 
final concentration of 1 ×  104 spores/mL. T. viride was grown 
at 25 °C for 48 h. The hyphae of T. viride were collected 
using a filter paper and washed with water. The cells were 
suspended in water and autoclaved at 121 °C for 10 min. 
The autoclaved sample was filtered through filter paper and 
washed with water. The insoluble fraction was collected and 
lyophilized.

S. cerevisiae was cultured in yeast extract peptone dex-
trose (YPD) broth at 30 °C for 48 h. The cells were collected 
by centrifugation at 5000g for 10 min, resuspended in water, 
and autoclaved at 121 °C for 10 min. The autoclaved samples 
were centrifuged at 5000g for 10 min. The insoluble frac-
tion was washed with water, collected by centrifugation, and 
lyophilized.

Hydrolysis of insoluble fractions from T. viride and S. 
cerevisiae by β‑1,3‑glucanases

The reaction mixtures contained 0.2% (w/v) insoluble frac-
tion of fungal cells (IFCs; major components of cell wall 
polysaccharides) and 2.0 μM enzyme in 0.1 M sodium ace-
tate buffer (pH 5.0). The enzyme reactions were performed 
at 37 °C for 24 h. The reducing sugar content in the reaction 
mixture was determined using a ferriferrocyanide reagent, 
according to the method described above. The residue of 
the enzymatically hydrolyzed IFC was used as a substrate 
for the second enzymatic hydrolysis. The sample was cen-
trifuged 24 h after the enzymatic reaction to recover the 
insoluble residue. The insoluble residue was washed with 
water and resuspended in 0.1 M sodium acetate buffer (pH 

5.0). The second enzymatic hydrolysis step was performed 
under the same conditions as the first enzymatic treatment 
except for the enzyme used. In the second reaction, the Glx-
GluA-hydrolyzed IFC residue was used as a substrate for 
CcGluA and the CcGluA-hydrolyzed IFC residue was used 
as a substrate for GlxGluA.

Results

Characterization of purified GlxGluA

GlxGluA was purified from the latex of gazyumaru using 
several column chromatography techniques. About 100 μg 
of GlxGluA was purified from 50 mL of gazyumaru latex. 
The molecular mass of the purified GlxGluA was estimated 
to be 31.3 kDa by SDS-PAGE (Fig. S1a). The N-terminal 
sequence of GlxGluA could not be identified, probably 
because of post-translational modifications. The N-terminal 
sequences of the GlxGluA fragments obtained by digestion 
with V8 protease were VXPINXAGL and VVALYKXN 
(“X” indicates “undetermined amino acid residue”).

Cloning and sequence analysis of GlxGluA

RNA-seq data (SRX5394268) of gazyumaru leaves con-
taining latex were obtained from the NCBI Sequence 
Read Archive. Some reads were mapped to the template 
nucleotide sequence encoding endo-1,3-beta-glucosidase 
(XM_010099494.2) from Morus notabilis (Supplementary 
Fig. S2). A contig was constructed by de novo assembly 
with 15 reads, each containing 301 bases. The contig con-
tains an open reading flame encoding a β-1,3-glucanase 
candidate. Analysis using SignalP (http:// www. cbs. dtu. dk/ 
servi ces/ Signa lP/) revealed that the deduced amino acid 
sequence of the candidate contains an N-terminal signal 
peptide (Supplementary Fig. S2; gray font at the N-termi-
nal end in Fig. 1a and b). The C-terminal sequence AQRT-
WDITAENNTSTVSLASDM (gray font at the C-terminal 
end in Fig. 1a) is highly similar to the vacuolar-targeting 
signal sequences from tobacco (Shinshi et al. 1988) and 
rubber tree β-1,3-glucanases (Chye and Cheung 1995) 
(Fig.  1c). These analyses suggested that the sequence 
without both signal sequences encodes a mature β-1,3-
glucanase. Using the primers designed from the candidate 
gene sequence and cDNA obtained from the total RNA 
of gazyumaru latex, we attempted to amplify the nucleo-
tide sequence encoding the mature region of the candidate 
gene by PCR. The amino acid sequence deduced from the 
nucleotide sequence of the PCR product contained the 
N-terminal sequences of GlxGluA fragments. The size 
of recombinant GlxGluA on SDS-PAGE matched that of 
native GlxGluA. From these analyses, we confirmed that 

http://www.cbs.dtu.dk/services/SignalP/
http://www.cbs.dtu.dk/services/SignalP/
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the nucleotide sequence we obtained encoded GlxGluA. 
Nucleotide and deduced amino acid sequences are shown 
in Fig. 1a (black font in a solid box). GlxGluA comprises 
a single catalytic domain belonging to GH17 β-1,3-
glucanase (Fig. 1b) and contains 313 amino acid residues 
(Gln1-Phe313). The molecular weight and theoretical 
isoelectric point were calculated as 34,708.55 and 8.94, 
respectively, using the ProtParam tool (https:// web. expasy. 
org/ protp aram/). Nucleotide sequence data for GlxGluA 
are available in the GenBank database under the acces-
sion number as LC618823.1. The nucleotide sequence of 
CcGluA (AAA25520.1) was obtained from NCBI (Shen 
et al. 1991).

β‑Glucan hydrolysis activities of GlxGluA and CcGluA

We successfully achieved heterologous expression of Glx-
GluA using Escherichia coli. We then investigated whether 
it possesses activity equivalent to that obtained from the 
gazyumaru latex. Purified native GlxGluA from latex and 
purified recombinant GlxGluA showed the same level of 
β-1,3-glucanase activity against CM-curdlan at various pH 
values and temperatures (Fig. S3a and b). The optimum pH 
and temperature for both native and recombinant GlxGluA 
were 5.5 and 60 °C, respectively. Based on these results, 
the native and the recombinant enzymes were judged to 
be equivalent, and the following experiments were per-
formed using the recombinant enzyme. GlxGluA was sta-
ble between pH 3.0 and 9.0 but was unstable under pH 2.0 
and over pH 10.0 (Fig. S3c). It was stable at 60 °C and 
unstable at temperatures over 70 °C (Fig. S3d).

Furthermore, to comprehend substrate specificity 
of GlxGluA, we initiated a comparative analysis with 
CcGluA, a representative yeast lytic enzyme. The β-1,3-
glucanase activities toward several substrates are summa-
rized in Table 1. GlxGluA showed approximately 5% and 
0.2% activity against curdlan and laminarin, respectively, 
compared to the activity against CM-curdlan. CcGluA 
showed the highest β-1,3-glucanase activity against 

CM-curdlan. It showed approximately 45% and 7% activ-
ity against curdlan and laminarin, respectively.

Curdlan hydrolysis products by GlxGluA or CcGluA

Curdlan hydrolysis products were analyzed using TLC 
(Fig. 2a). GlxGluA did not produce glucose from curdlan 
but yielded laminari-oligosaccharides with various degrees 
of polymerization. In particular, pentamers and hexamers 
accumulate during this reaction. Dimers, trimers, tetram-
ers, and laminari-oligosaccharides with a higher degree 
of polymerization than hexamers were produced at lower 
levels. Laminari-oligosaccharides larger than the hexamer, 
which were produced early in the reaction, were degraded 
over time. The major curdlan hydrolysis product of CcGluA 
was pentaose, which was produced at the beginning of the 
reaction, and its amount increased over the course of the 
reaction. Laminari-oligosaccharides larger than pentaose 
were produced by CcGluA, whereas those smaller than 
pentaose were not.

TLC analysis of GlxGluA hydrolytic oligosaccharides

The oligosaccharide hydrolysis products of GlxGluA were 
analyzed by TLC (Fig. 2b–j). GlxGluA did not hydrolyze 
laminaribiose and pNP-β-glucose (Fig. 2f and j), but hydro-
lyzed other laminari-oligosaccharides and pNP-labeled 
laminari-oligosaccharides. GlxGluA produced laminar-
ibiose, laminaritriose, and laminaritetraose from laminar-
ihexaose in a short time (Fig. 2b). The quantity of these 
products increased over time. GlxGluA slightly produced 
glucose and laminaripentaose from laminarihexaose in a 
long time. GlxGluA hydrolyzed laminaripentaose mainly 
to laminaribiose and laminaritriose, and slightly to glucose 
and laminaritetraose (Fig. 2c). Laminaribiose, laminaritri-
ose, and glucose were produced from laminaritetraose by 
GlxGluA (Fig. 2d). Laminaribiose and glucose were pro-
duced from laminaritriose (Fig. 2e). Laminaritriose and 
pNP-β-glucose were produced from pNP-laminaritetraose 
by GlxGluA (Fig. 2g). This result indicates that GlxGluA 
hydrolyzes the third glycosidic bond from the non-reducing 
end of pNP-laminaritetraose. pNP-β-glucose and laminar-
ibiose were produced from pNP-laminaritriose by GlxGluA 
(Fig. 2h). Small amounts of p-nitrophenol and laminaritri-
ose were produced from pNP-laminaritriose. These results 
suggest that GlxGluA hydrolyzes the second or third glyco-
sidic bond from the non-reducing end of pNP-laminaritriose. 
p-Nitrophenol and laminaribiose were produced from pNP-
laminaribiose by GlxGluA (Fig. 2i), indicating that Glx-
GluA hydrolyzes the second glycosidic bond from the non-
reducing end of pNP-laminaribiose. GlxGluA preferentially 
hydrolyzes internal, rather than external, glycosidic bonds. 
GlxGluA, belonging to the GH17 family with an anomeric 

Fig. 1  Primary structure of GlxGluA. a Nucleotide sequence of Glx-
GluA cDNA with its deduced amino acid sequence. Black fonts in 
solid box indicate mature GlxGluA-coding regions obtained by RT-
PCR using total RNA of gazyumaru leaves containing latex. Gray 
fonts indicate the sequences obtained from the contig constructed 
using RNA-seq data. Stars indicate catalytic residues predicted by a 
homolog search. Amino acid sequences with underlined amino acid 
sequences of peptide fragments from V8 protease-digested native 
GlxGluA. b Schematic representation of GlxGluA. Gray boxes and 
a black box indicate signal sequence coding regions and mature Glx-
GluA-coding region, respectively. c Comparison of vacuole-targeting 
signal sequences among tobacco, rubber tree, and gazyumaru β-1,3-
glucanases

◂

https://web.expasy.org/protparam/
https://web.expasy.org/protparam/
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retention-type hydrolysis mechanism, may potentially 
exhibit transglycosylation reactions. However, no transgly-
cosylation products were detected in the TLC experiments. 
To confirm whether GlxGluA possesses glycosyltransferase 
activity, it is necessary to utilize high-resolution and quan-
titative methods.

Antifungal activities of GlxGluA and CcGluA 
against T. viride

Both GlxGluA and CcGluA inhibited the extension of 
T. viride hyphae (Fig.  3). A small amount of GlxGluA 
(200 pmol) inhibited hyphal growth more strongly than a 
large amount of CcGluA (1000 pmol) (compare wells 2 
and 4 in Fig. 3). The GlxGluA-E94A and CcGluA-E117A 
mutants, in which the catalytic residue was mutated, did not 
inhibit the extension of T. viride hyphae (wells 3 and 5 in 
Fig. 3). The antifungal activities of GlxGluA and CcGluA 
were investigated quantitatively (Fig. 4). Growth inhibition 
was stronger depending on the amount of these enzymes. 
From the dose–response curves, GlxGluA was estimated to 
inhibit fungal growth by 50% at 30 μM. Even at the highest 
enzyme concentration (565 μM) used in this experiment, 
the growth-inhibitory activity of CcGluA was less than 50% 
inhibit the growth of the fungus by 50%.

Lytic activities of GlxGluA and CcGluA against S. 
cerevisiae

We tested the ability of GlxGluA and CcGluA to inhibit the 
growth of S. cerevisiae, but found that neither enzyme inhib-
ited the yeast growth. Instead, the lytic activity against heat-
treated yeast cells, in which mannan protein was removed, 
was measured. We measured the turbidity of the heated yeast 
cell suspensions after enzyme treatment (Fig. 5). GlxGluA 
hardly reduced the turbidity of the cell suspension, while 
CcGluA reduced the turbidity by 30% and 40% at pH 7.4 and 
5.0, respectively. At the beginning of the reaction at pH 7.4, 

CcGluA rapidly decreased the turbidity. After 20 min, the 
turbidity decreased gradually. At pH 5.0, the initial decrease 
in turbidity was slightly slower than that at pH 7.4. However, 
the turbidity dropped sharply between 20 and 40 min.

Enzyme degradation of cell wall fractions of T. viride 
and S. cerevisiae

To characterize the enzymatic properties of GlxGluA and 
CcGluA in relation to their lytic and/or growth-inhibitory 
activities on fungi, the fungal cell wall-degrading activi-
ties of two enzymes were determined using the insoluble 
fraction of fungal cells (IFC) as a substrate. The reducing 
sugars from the IFCs treated with GlxGluA or CcGluA were 
measured (white bars with “G” or “C” in Fig. 6). GlxGluA 
produced more reducing sugars from T. viride IFC than 
CcGluA. In contrast, CcGluA produced more reducing sug-
ars from S. cerevisiae IFC than GlxGluA.

Next, we examined whether specific substrates of the 
enzyme were remained in the insoluble fraction of the fun-
gal cell wall treated with the other enzyme. The IFC reac-
tion mixture treated with one enzyme was centrifuged and 
washed thoroughly with water. This step is to remove soluble 
substrates resulting from first enzyme treatments. The insol-
uble residue was obtained as “pre-treated IFC.” The pre-
treated IFC obtained with one enzyme processing was then 
treated with the other enzyme, and the resulting reducing 
sugars were measured (gray bars in Fig. 6). “GC” indicates 
that the first enzyme treatment was performed with Glx-
GluA and the subsequent enzyme treatment was performed 
with CcGluA. In the same way, “CG” indicates that the first 
and the subsequent enzyme treatments were performed with 
CcGluA and GlxGluA, respectively. The amount of reduc-
ing sugars obtained from T. viride IFC by GC treatments 
was 88% of that obtained by GlxGluA treatment. Amounts 
of the reducing sugars (“GC”) were almost equal to that of 
the reducing sugar produced from IFC treated with CcGluA. 
These results suggest that the substrates for GlxGluA and 
CcGluA in the cell walls of T. viride differ. The amount of 
reducing sugars obtained from T. viride IFC by CG treat-
ments was 68% of that obtained by CcGluA treatment. The 
ratio of reducing sugar of CG/C (68%) was lower than that 
of GC/G (88%). In addition, the sum of the reducing sugars 
of C and CG was lower than that of G and GC. These results 
suggest that the carbohydrates solubilized by CcGluA from 
T. viride IFC contain substrates that can be degraded by 
GlxGluA.

The amount of reducing sugars obtained from S. cerevi-
siae IFC by GC treatments was 76% of that obtained by Glx-
GluA treatment. CcGluA produced a high amount of reduc-
ing sugars from S. cerevisiae IFC. The amount of reducing 
sugars was approximately fourfold higher than that of the 
reducing sugars produced by GC treatment. These results 

Table 1  The β-1,3-glucanase activity of GlxGluA and CcGluA

One unit of β-1,3-glucanase activity is defined as 1 μmol of glucose 
equivalents released per minute. Data are mean ± standard error of 
triplicate

Enzyme Substrate Specific 
activity(U/
mol)

Relative activity (%)

GlxGluA CM-curdlan 1.21 ×  1010 100.0 ± 3.98
Curdlan 6.27 ×  108 5.17 ± 0.12
Laminarin 1.97 ×  107 0.16 ± 0.02

CcGluA CM-curdlan 2.61 ×  108 100.00 ± 2.89
Curdlan 1.19 ×  108 45.47 ± 5.76
Laminarin 1.73 ×  107 6.63 ± 1.31
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suggest that carbohydrates solubilized by GlxGluA from S. 
cerevisiae IFC contain substrates that can be degraded by 
CcGluA. Surprisingly, GlxGluA did not produce reducing 
sugars from the residue of S. cerevisiae IFC pre-treated with 
CcGluA. This suggests that the carbohydrates solubilized by 
CcGluA from S. cerevisiae IFC contain many substrates that 
can be degraded by GlxGluA.

Discussion

RNA-seq data and cDNA cloning results suggested that the 
GlxGluA precursor contains N-terminal and C-terminal sig-
nal peptides that mediate transportation of the protein to 
the endoplasmic reticulum and vacuole, respectively. Latex 
is the cytoplasm of specialized cells known as laticifers, 
which contain organelles of vacuolar origin called lutoids 
(Moir 1959). Therefore, GlxGluA may be located in the 
lutoids of laticifers. GlxGluA has a basic isoelectric point 
(theoretical pI = 8.94). These characteristics (localization 
and isoelectric point) are similar to those of tobacco class 
I β-1,3-glucanase (Sela-Buurlage et al. 1993). Plant β-1,3-
glucanases can be subdivided into several classes. Class I 
β-1,3-glucanases have a basic isoelectric point and are local-
ized in vacuoles. Several reports have shown that class I 
β-1,3-glucanases inhibit the growth of filamentous fungi 
(Leah et al. 1991; van Kan et al. 1992; Chye and Cheung 
1995). Amino acid sequence comparisons revealed that Glx-
GluA was 60%, 61%, 49%, and 71% identical to tobacco 
(P15797.2), tomato (AAA03618.1), barley (AAA32939.1), 
and rubber tree (AAA87456.1) β-1,3-glucanases, respec-
tively. In the present study, recombinant GlxGluA inhibited 
the growth of T. viride. We have previously found that chi-
tinase in gazyumaru latex exhibits strong antifungal activity; 
it is located in the lutoid. Some reports have shown that a 
combination of chitinase and β-1,3-glucanase exerts syner-
gistic effects on fungal growth. We quantitatively evaluated 
and characterized the antifungal activities of chitinase and 
β-1,3-glucanase in gazyumaru latex. These enzymes will 
be good models for elucidating the antifungal systems of 
plant-produced fungal cell wall-degrading enzymes. We are 
currently investigating the synergistic effects of chitinase 
and GlxGluA on antifungal activity.

To understand the substrate specificity of the antifun-
gal GlxGluA discovered in gazyumaru latex, its substrate 
specificity and mode of degradation were characterized. 
In addition, we compared these characteristics with those 
of CcGluA, which has yeast cell lysing activity (Table 1). 
The degradation of β-glucans with different structures 
showed that GlxGluA and CcGluA have different substrate 
specificities. Curdlan forms a triple-helical structure with 
inter-β-1,3-glucan chain hydrogen bonds (McIntosh et al. 
2005). CM-curdlan is a water-soluble β-1,3-glucan in 

which carboxymethyl groups are introduced to unwind its 
triple-helical structure. Laminarin is a β-1,3-glucan with 
a low frequency of short β-1,6-glycosidic bond branch-
ing structures (Kim et al. 2000). Among the β-glucans 
tested, GlxGluA showed the highest activity against 
CM-curdlan. Its hydrolytic activity against curdlan was 
remarkably weak. These results suggest that GlxGluA 
preferentially hydrolyzes linear β-1,3-glucan without a 
triple-helical structure. The three-dimensional structures 
of several GH17 β-1,3-glucanases have revealed that these 
enzymes have narrow substrate-binding grooves that can 
recognize single β-glucan chains (Wojtkowiak et al. 2013). 
In contrast, CcGluA showed about half the activity of CM-
curdlan against curdlan. Some reports have shown that 
GH64 glucanases have a wide substrate-binding cleft and 
can hydrolyze the triple-helical β-1,3-glucan (Wu et al. 
2009; Kumagai et al. 2016). Although laminarin has few 
branched structures, each enzyme could hardly hydrolyze 
it. The branched structure is thought to hinder the recogni-
tion of β-1,3-glucan by both enzymes.

To determine which glycosidic linkages of the substrate 
are preferentially hydrolyzed by GlxGluA, the hydrolysis 
products of laminari-oligosaccharides and pNP-labeled 
oligosaccharides were analyzed (Fig. 2). During oligo-
saccharide degradation by GlxGluA, the degradation 
rate decreased as the degree of substrate polymerization 
decreased (Fig. 2b–e). GlxGluA did not hydrolyze lami-
naribiose (Fig. 2f). Analysis of the laminarihexaose deg-
radation product revealed that GlxGluA randomly hydro-
lyzed the glycosidic bonds inside the laminarihexaose 
(Fig. 2b). The results of the hydrolysate of pNP-glycosides 
(Fig. 2g–j) suggest that GlxGluA is an endo-type enzyme 
that preferentially hydrolyzes the second or third glyco-
sidic bond from the non-reducing end of the laminari-
oligosaccharide substrates.

GlxGluA released various laminari-oligosaccharides as 
curdlan products (Fig. 2a). In contrast, CcGluA releases 
laminaripentaose as the predominant product of curdlan. 
In other words, GlxGluA hydrolyzes β-glucan as an endo-
type enzyme, whereas CcGluA releases a product similar to 
that of an exo-type enzyme. CcGluA is a major component 
of zymolyase, a commercially available crude enzyme pro-
duced by submerged cultures of C. cellulans (Kaneko et al. 
1969). Zymolyase has strong lytic activity against living 
yeast cell walls (Kitamura et al. 1971) and produce proto-
plasts or spheroplasts from various strains of yeast. β-1,3-
glucan laminari-pentaohydrolase is an essential enzyme for 
the lytic activity of zymolyase. It hydrolyzes β-1,3-glucan 
and releases laminaripentaose as the main and minimum 
product unit (Kitamura and Yamamoto 1972; Kaneko et al. 
1973; Kitamura 1982a, b). In this study, we confirmed the 
enzymatic characteristics of recombinant CcGluA. It was 
of interest to determine whether the differences in substrate 



 Planta (2023) 258:116

1 3

116 Page 10 of 14

M654321MS

G
L2
L3
L4
L5
L6

M654321MS

G
L2
L3
L4
L5
L6

M654321MS

G
L2
L3
L4
L5
L6

M654321MS

G
L2
L3
L4
L5
L6

M654321MS

G
L2
L3
L4
L5
L6

P

P1
P2
P3
P4

G
L2
L3
L4L5

MS 1 2 3 4 5 6 MMS 1 2 3 4 5 6 M

P

P1
P2
P3
P4

G
L2
L3
L4L5

MS 1 2 3 4 5 6 MMS 1 2 3 4 5 6 M

P

P1
P2
P3
P4

G
L2
L3
L4
L5

MS 1 2 3 4 5 6MMS 1 2 3 4 5 6 M

P

P1
P2
P3
P4

G
L2
L3
L4
L5

MS 1 2 3 4 5 6 MMS 1 2 3 4 5 6 M

G
L2
L3
L4
L5
L6

1 2 3 4 5 6 7 8M M

a b c

d e f

g h

i j



Planta (2023) 258:116 

1 3

Page 11 of 14 116

specificity and recognition between GlxGluA and CcGluA 
were related to their antifungal and lytic activities.

GlxGluA and CcGluA are β-1,3-glucan-degrading 
enzymes of different GH families, and their natural sub-
strates are thought to be β-1,3-glucans in the fungal cell wall. 
GlxGluA inhibited T. viride growth, but did not lyse S. cere-
visiae cells (Figs. 3 and 4). CcGluA lysed S. cerevisiae cells, 
but showed only weak inhibitory activity against T. viride 
growth. We considered that this difference was associated 
with the difference in substrate specificity and degradation 
mode between GlxGluA and CcGluA, and the difference 
in the structures of β-1,3-glucan in the cell walls between 
yeast and filamentous fungi. Based on the substrate specific-
ity of GlxGluA and CcGluA, we speculate that the structure 
of the natural substrate of each enzyme is as follows. The 
substrate of CcGluA is a triple-helical β-glucan composed 
of linear β-1,3-glucans, and the substrate of GlxGluA is an 
amorphous β-glucan near a branch of β-glucan and near the 
cross-link between chitin and β-glucan. Fungal cell wall 
β-glucan is synthesized by the FKS family, with GTPase 
acting as a regulatory subunit on the plasma membrane 
(Douglas et al. 1994; Beauvais et al. 2001; Dijkgraaf et al. 
2002). The synthesized β-glucans are modified by several 
enzymes produced by fungi. Fungal GH17 enzymes degrade 
β-1,3-glucan chain and transfer the fragment to another 
β-1,3-glucan to form a β-1,6-branching structure (Goldman 
et al. 1995; Kalebina et al. 2003; Gastebois et al. 2010). In 
addition, fungal GH16 enzymes degrade β-1,3-glucan chains 
and transfer the fragments to chitin to form crosslinks (Cabib 
2009; Cabib et al. 2012; Fang et al. 2019). These β-1,3-
glucan synthase and β-glucan remodeling enzymes are con-
served in both yeast and filamentous fungi, even though the 

composition of the cell wall polysaccharides differ signifi-
cantly between S. cerevisiae and T. viride. The S. cerevisiae 
cell wall components include 1–2% chitin, 60% β-glucan 
(β-1,3:50% + β-1,6:10%), and 40% mannoprotein (Lipke and 
Ovalle 1998). It has been suggested that about half of the 
chitin in the cell wall is linked to glucan in S. cerevisiae 
(Kollár et al. 1995). Our preliminary studies showed that the 
T. viride cell wall contained approximately 20% chitin and 
32% β-glucan. Assuming half of T. viride cell wall chitin is 
cross-linked with β-glucan like S. cerevisiae cell wall chitin, 
this cross-linked structure in the cell wall of T. viride should 
be present in higher amounts than that in S. cerevisiae. In 
contrast, the ratio of triple-helical β-1,3-glucan in the cell 
wall of S. cerevisiae could be higher than that in the cell 
wall of T. viride.

Cell wall degradation experiments suggested that the T. 
viride cell wall contains a substrate preferred by GlxGluA 
over CcGluA, whereas the cell wall of S. cerevisiae contains 
a substrate that is much preferred by CcGluA than GlxGluA. 
The hydrolytic experiments against insoluble residues from 
pre-treated fungal cell walls with GlxGluA suggest that 
there is a β-glucan substrate that could be degraded by only 
CcGluA in both T. viride and S. cerevisiae cell walls. Even 
if GlxGluA hydrolyzes amorphous β-glucan, triple-helical 
β-glucan is itself insoluble. Based on these results and pre-
dictions, we speculate that the reaction of CcGluA with the 
cell wall of S. cerevisiae results in the efficient decomposi-
tion of triple-helical β-1,3-glucan containing a small amount 
of the amorphous region and without any cross-linking to 
chitin. Therefore, CcGluA exhibits strong lytic activity 
against S. cerevisiae. There is also a substrate for GlxGluA 
in the insoluble residue from T. viride cell wall, which is 
pre-hydrolyzed by CcGluA. Although reducing sugars were 
detected in the reaction mixture of GlxGluA and the cell 
wall of S. cerevisiae, we failed to observe any reducing 
sugars in the reaction between GlxGluA and the insolu-
ble residues from S. cerevisiae cell walls pre-treated with 
CcGluA. Amorphous β-glucan with a β-glucan branching 
structure may be solubilized by the hydrolysis of triple-hel-
ical β-glucan by CcGluA. In contrast, amorphous β-glucan 
with cross-linked chitin and β-glucan is insoluble because it 
is covalently bound to insoluble chitin.

However, the reason for the strong antifungal activity of 
GlxGluA remains unclear. We speculate that GlxGluA could 
recognize cross-linking between β-1,3-glucan and chitin 
chains and cleave the β-1,3-glucan linkage around the cross-
linked region. Deletion of genes involved in cross-linking 
between chitin and β-1,3-glucan and branching of β-glucan 
leads to increased sensitivity to dyes that bind to the cell 
wall in yeast (Pardini et al. 2006; Cabib et al. 2007; Aima-
nianda et al. 2017). The cross-linked regions are thought 
to be important for structural maintenance of filamentous 
fungal cell walls. To understand the relationship between 

Fig. 2  TLC analysis of curdlan and oligosaccharide degradation 
products. a Curdlan (0.2%, w/v) degradation by GlxGluA (0.2  μM) 
was performed at pH 5.0 and 37 °C for 0, 1, 4, or 16 h (lanes 1, 2, 3, 
or 4). Curdlan (0.2%, w/v) degradation by CcGluA (1 μM) was per-
formed at pH 7.4 and 37 °C for 0, 1, 4, or 16 h (lanes 5, 6, 7, or 8). 
Lane M, marker containing glucose and laminari-oligosaccharides 
(DP = 2–6). b–f Laminari-oligosaccharide degradation by GlxGluA 
was performed at pH 5.0 and 25 °C for 0, 2, 5, 10, 15, 30, or 60 min 
(lanes S, 1, 2, 3, 4, 5, or 6). Reaction mixture containing 10 μM Glx-
GluA and 5  mM substrates: laminarihexaose (b); laminaripentaose 
(c); laminaritetraose (d); laminaritriose (e); laminaribiose (f). g–j 
p-Nitrophenyl-β-laminari-oligosaccharide degradation by GlxGluA 
was performed at pH 5.0 and 25 °C for 0, 2, 5, 10, 15, 30, or 60 min 
(lanes S, 1, 2, 3, 4, 5, or 6). The reaction mixture contained 10 μM 
GlxGluA and 4 mM substrates: p-nitrophenyl-β-laminaritetraose (g); 
p-nitrophenyl-β-laminaritriose (h); p-nitrophenyl-β-laminaribiose 
(i); p-nitrophenyl-β-glucose (j). In g–j, p-nitrophenol derivatives, 
and carbohydrates were detected on the left and right plates, respec-
tively, where Glc, L2, L3, L4, L5, and L6 represent glucose, lami-
naribiose, laminaritriose, laminaritetraose, laminaripentaose, and 
laminarihexaose, respectively. P, P1, P2, P3, and P4 represent p-nitro-
phenol, p-nitrophenyl-β-glucose, p-nitrophenyl-β-laminaribiose, 
p-nitrophenyl-β-laminaritriose, and p-nitrophenyl-β-laminaritetraose, 
respectively

◂
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the enzymatic characteristics of β-1,3-glucanase and its anti-
fungal activity, we are currently analyzing fungal cell wall 
structures containing cross-linked regions. In addition, anal-
ysis of substrate specificity for the characterized branched 
β-glucans, measurement of antifungal activity against more 
diverse species of fungi, and structural analysis of the cell 
walls prepared from them are required.

Supplementary Information The online version contains supplemen-
tary material available at https:// doi. org/ 10. 1007/ s00425- 023- 04271-4.
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Fig. 3  Antifungal activity of β-1,3-glucanase against T. viride. The 
antifungal activity was measured using a hyphal extension inhibition 
assay. An agar disk with T. viride hyphae was placed at the center 
of the PDA plate. Well 1 contained distilled water; well 2 contained 
200 pmol GlxGluA; well 3 contained 200 pmol GlxGluA-E94A; well 
4 contained 1000  pmol CcGluA; and well 5 contained 1000  pmol 
CcGluA-E117A
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Fig. 4  Quantitative evaluation of the antifungal activity of GlxGluA 
and CcGluA against T. viride. An agar disk containing mycelia of T. 
viride was placed on a PDA plate and overlaid with 5 μL of the sam-
ple. The area of mycelial regrowth was measured after incubation for 
12 h at 25 °C. Closed circles, GlxGluA; open circles, CcGluA. Each 
data point represents the mean ± standard error of triplicates
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Fig. 5  Lytic activities of β-1,3-glucanases against S. cerevisiae. 
The reaction mixture contained 1  μM enzyme and an appropriate 
amount of yeast cells (Abs 800  nm = 0.95–1.05). The lytic reaction 
was performed in 0.1 M sodium phosphate buffer (pH 7.4) or 0.1 M 
sodium acetate buffer (pH 5.0) at 25  °C. Open circles, blank (pH 
7.4); closed circles, blank (pH 5.0); open triangles, GlxGluA (pH 
7.4); closed triangles, GlxGluA (pH 5.0); open squares, CcGluA (pH 
7.4); closed squares, CcGluA (pH 5.0). Each data point represents the 
mean ± standard error (SE) of triplicates

Fig. 6  Reducing sugar production by β-1,3-glucanase from fungal 
cell-insoluble fraction. Enzymatic degradation of the cell-insoluble 
fraction (IFC) was performed using sodium acetate buffer (pH 5.0) 
at 37 °C for 24 h. The reaction mixture contained 2 μM enzyme and 
0.2% (w/v) IFC. White bars indicate reducing sugars from the reac-
tion mixture of one enzyme and IFC; gray bars indicate reducing 
sugars from the reaction mixture of the other enzyme and pre-treated 
IFC with one enzyme. G, IFC hydrolysate by GlxGluA; GC, hydro-
lysate of GlxGluA-treated IFC by CcGluA; C, IFC hydrolysate by 
CcGluA; CG, hydrolysate of CcGluA-treated IFC by GlxGluA. N.D. 
not detected. Data are mean ± standard error of triplicate

https://doi.org/10.1007/s00425-023-04271-4


Planta (2023) 258:116 

1 3

Page 13 of 14 116

Author contributions TTak and NK: performed the experiments. TTak 
and TTai: wrote the manuscript. TTak, TTai and KU: designed the 
experiments and thoroughly revised the manuscript. TTai: coordinated 
the research project. All the authors read and approved the manuscript.

Data availability The sequence of the cDNA containing the GlxGluA 
gene has been deposited in the GenBank database under accession 
no. LC618823. The authors confirm that other experimental data are 
available and accessible via the main text and/or the supplemental data.

Declarations 

Conflict of interest The authors declare that they have no conflict of 
interest.

References

Aimanianda V, Simenel C, Garnaud C, Clavaud C, Tada R, Barbin 
L, Mouyna I, Heddergott C, Popolo L, Ohya Y, Delepierre M, 
Latge JP (2017) The dual activity responsible for the elongation 
and branching of β-(1,3)-glucan in the fungal cell Wwall. Mbio 
8:e00619-e717

Beauvais A, Bruneau JM, Mol PC, Buitrago MJ, Legrand R, Latgé 
JP (2001) Glucan synthase complex of Aspergillus fumigatus. J 
Bacteriol 183:2273–2279

Benítez T, Villa TG, Acha IG (1975) Chemical and structural differ-
ences in mycelial and regeneration walls of Trichoderma viride. 
Arch Microbiol 105:277–282

Branco AT, Dos Santos FB, Lourenco GF, Lopes Marques VC, Tavares 
Machado OL, Pereira MG, Aquino Almeida JC, de Souza Filho 
GA (2011) Induction of β-1,3-glucanase in seeds of maize defec-
tive-kernel mutant (827Kpro1). Protein Pept Lett 18:651–657

Cabib E (2009) Two novel techniques for determination of polysaccha-
ride cross-links show that Crh1p and Crh2p attach chitin to both 
beta(1–6)- and beta(1–3)glucan in the Saccharomyces cerevisiae 
cell wall. Eukaryot Cell 8:1626–1636

Cabib E, Blanco N, Grau C, Rodríguez-Peña JM, Arroyo J (2007) 
Crh1p and Crh2p are required for the cross-linking of chitin to 
beta(1–6)glucan in the Saccharomyces cerevisiae cell wall. Mol 
Microbiol 63:921–935

Cabib E, Blanco N, Arroyo J (2012) Presence of a large β(1–3)glucan 
linked to chitin at the Saccharomyces cerevisiae mother-bud neck 
suggests involvement in localized growth control. Eukaryot Cell 
11:388–400

Chye ML, Cheung KY (1995) β-1,3-Glucanase is highly-expressed in 
laticifers of Hevea brasiliensis. Plant Mol Biol 29:397–402

Dijkgraaf GJP, Abe M, Ohya Y, Bussey H (2002) Mutations in FskIp 
affect the cell wall content of β-1,3- and β-1,6-glucan in Saccha-
romyces cerevisiae. Yeast 19:671–690

Douglas CM, Foor F, Marrinan JA, Morin N, Nielsen JB, Dahl AM, 
Mazur P, Baginsky W, Li W, El-Sherbeini M, Clemas JA, Mandala 
SM, Frommer BR, Kurtz MB (1994) The Saccharomyces cerevi-
siae FKS1 (ETG1) gene encodes an integral membrane protein 
which is a subunit of 1,3-β-D-glucan synthase. Proc Natl Acad 
Sci USA 91:12907–12911

Doxey AC, Yaish MW, Moffatt BA, Griffith M, McConkey BJ (2007) 
Functional divergence in the Arabidopsis beta-1,3-glucanase 
gene family inferred by phylogenetic reconstruction of expres-
sion states. Mol Biol Evol 24(4):1045–1055

Fang W, Sanz AB, Bartual SG, Wang B, Ferenbach AT, Farkaš V, 
Hurtado-Guerrero R, Arroyo J, van Aalten DMF (2019) Mecha-
nisms of redundancy and specificity of the Aspergillus fumigatus 
Crh transglycosylases. Nat Commun 10:1–10

Gastebois A, Mouyna I, Simenel C, Clavaud C, Coddeville B, Del-
epierre M, Latgé JP, Fontaine T (2010) Characterization of a new 
β(1–3)-glucan branching activity of Aspergillus fumigatus. J Biol 
Chem 285:2386–2396

Goldman RC, Sullivan PA, Zakula D, Capobianco JO (1995) Kinet-
ics of β-1,3 glucan interaction at the donor and acceptor sites of 
the fungal glucosyltransferase encoded by the BGL2 gene. Eur J 
Biochem 227:372–378

Henrissat B, Davies G (1997) Structural and sequence-based classifica-
tion of glycoside hydrolases. Curr Opin Struct Biol 7:637–644

Iseli B, Boller T, Neuhaus JM (1993) The N-terminal cysteine-rich 
domain of tobacco class I chitinase is essential for chitin bind-
ing but not for catalytic or antifungal activity. Plant Physiol 
103:221–226

Kalebina TS, Farkaš V, Laurinavichiute DK, Gorlovoy PM, Fominov 
GV, Bartek P, Kulaev IS (2003) Deletion of BGL2 results in an 
increased chitin level in the cell wall of Saccharomyces cerevisiae. 
Antonie Van Leeuwenhoek 84:179–184

Kaneko T, Kitamura K, Yamamoto Y (1969) Arthrobacter luteus 
nov. sp. isolated from brewery sewage. J Gen Appl Microbiol 
15:317–326

Kaneko T, Kitamura K, Yamamoto Y (1973) Susceptibilities of yeasts 
to yeast cell wall lytic enzyme of Arthrobacter luteus. Agric Biol 
Chem 37:2295–2302

Kim Y-T, Kim E-H, Cheong C, Williams DL, Kim C-W, Lim S-T 
(2000) Structural characterization of β-d-(1→3, 1→6)-linked 
glucans using NMR spectroscopy. Carbohydr Res 328:331–341

Kitajima S, Aoki W, Shibata D, Nakajima D, Sakurai N, Yazaki K, 
Munakata R, Taira T, Kobayashi M, Aburaya S, Savadogo EH, 
Hibino S, Yano H (2018) Comparative multi-omics analysis 
reveals diverse latex-based defense strategies against pests among 
latex-producing organs of the fig tree (Ficus carica). Planta 
247:1423–1438

Kitamura K (1982a) Re-examination of zymolyase purification. Agric 
Biol Chem 46:963–969

Kitamura K (1982b) A protease that participates in yeast cell wall 
lysis during zymolyase digestion. Agric Biol Chem 46:2093–2099

Kitamura K, Yamamoto Y (1972) Purification and properties of an 
enzyme, zymolyase, which lyses viable yeast cells. Arch Biochem 
Biophys 153:403–406

Kitamura K, Kaneko T, Yamamoto Y (1971) Lysis of viable yeast 
cells by enzymes of Arthrobacter luteus. Arch Biochem Biophys 
145:402–404

Kollár R, Petráková E, Ashwell G, Robbins PW, Cabib E (1995) 
Architecture of the yeast cell wall. The linkage between chitin 
and beta(1–>3)-glucan. J Biol Chem 270(3):1170–1178

Konno K (2011) Plant latex and other exudates as plant defense sys-
tems: Roles of various defense chemicals and proteins contained 
therein. Phytochemistry 72:1510–1530

Konno K, Hirayama C, Nakamura M, Tateishi K, Tamura Y, Hattori M, 
Kohno K (2004) Papain protects papaya trees from herbivorous 
insects: role of cysteine proteases in latex. Plant J 37:370–378

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

Latgé JP, Beauvais A (2014) Functional duality of the cell wall. Curr 
Opin Microbiol 20:111–117

Leah R, Tommerup H, Svendsen I, Mundy J (1991) Biochemical and 
molecular characterization of three barley seed proteins with anti-
fungal properties. J Biol Chem 266:1564–1573

Lesage G, Bussey H (2006) Cell wall assembly in Saccharomyces cer-
evisiae. Microbiol Mol Biol 70:317–343. https:// doi. org/ 10. 1128/ 
MMBR. 00038- 05

Leubner-Metzger G, Meins F Jr (2000) Sense transformation reveals a 
novel role for class I beta-1, 3-glucanase in tobacco seed germina-
tion. Plant J 23:215–221

https://doi.org/10.1128/MMBR.00038-05
https://doi.org/10.1128/MMBR.00038-05


 Planta (2023) 258:116

1 3

116 Page 14 of 14

Lipke PN, Ovalle R (1998) Cell wall architecture in yeast: New struc-
ture and new challenges. J Bacteriol 180:3735–3740

Liu B, Lu Y, Xin Z, Zhang Z (2009) Identification and antifungal assay 
of a wheat β-1,3-glucanase. Biotechnol Lett 31:1005–1010

Mauch F, Mauch-Mani B, Boller T (1988) Antifungal hydrolases in 
pea tissue. Plant Physiol 88:936–942

McIntosh M, Stone BA, Stanisich VA (2005) Curdlan and other bacte-
rial (1→3)-β-D-glucans. Appl Microbiol Biotechnol 68:163–173

Moir GFJ (1959) Ultracentrifugation and staining of Hevea latex. 
Nature 184:1626–1628

Mondal KK, Bhattacharya RC, Koundal KR, Chatterjee SC (2007) 
Transgenic Indian mustard (Brassica juncea) expressing tomato 
glucanase leads to arrested growth of Alternaria brassicae. Plant 
Cell Rep 26:247–252

Moravčíková J, Margetínyová D, Gálová Z, Zur I, Gregorová Z, Zimová 
M, Boszorádová E, Matušíková I (2016) Beta-1,3-glucanase 
activities in wheat and relative species. Nov Biotechnol Chim 
15:122–132

Pardini G, De Groot PW, Coste AT, Karababa M, Klis FM, de Koster 
CG, Sanglard D (2006) The CRH family coding for cell wall 
glycosylphosphatidylinositol proteins with a predicted transgly-
cosidase domain affects cell wall organization and virulence of 
Candida albicans. J Biol Chem 281:40399–40411

Schlumbaum A, Mauch F, Vögeli U, Boller T (1986) Plant chitinases 
are potent inhibitors of fungal growth. Nature 324:365–367

Sela-Buurlage MB, Ponstein AS, Bres-Vloemans SA, Melchers LS, 
Van Den Elzen PJM, Cornelissen BJC (1993) Only specific 
tobacco (Nicotiana tabacum) chitinases and β-1,3-glucanases 
exhibit antifungal activity. Plant Physiol 101:857–863

Shen SH, Chretien P, Bastien L, Slilaty SN (1991) Primary sequence 
of the glucanase gene from Oerskovia xanthineolytica. Expres-
sion and purification of the enzyme from Escherichia coli. J Biol 
Chem 266:1058–1063

Shinshi H, Wenzler H, Neuhaus J-M, Felix G, Hofsteenge J, Meins 
F (1988) Evidence for N- and C-terminal processing of a plant 
defense-related enzyme: Primary structure of tobacco prepro- 
-1,3-glucanase. Proc Natl Acad Sci USA 85:5541–5545

Sridevi G, Parameswari C, Sabapathi N, Raghupathy V, Veluthambi 
K (2008) Combined expression of chitinase and β-1,3-glucanase 
genes in indica rice (Oryza sativa L.) enhances resistance against 
Rhizoctonia solani. Plant Sci 175:283–290

Suarez V, Staehelin C, Arango R, Holtorf H, Hofsteenge J, Meins F 
(2001) Substrate specificity and antifungal activity of recombinant 
tobacco class I chitinases. Plant Mol Biol 45:609–618

Taira T (2010) Structures and antifungal activity of plant chitinases. J 
Appl Glycosci 57:167–176

Taira T, Ohnuma T, Yamagami T, Aso Y, Ishiguro M, Ishihara M 
(2002) Antifungal activity of rye (Secale cereale) seed chitinases: 
the different binding manner of class I and class II chitinases to the 
fungal cell walls. Biosci Biotechnol Biochem 66:970–977

Taira T, Ohdomari A, Nakama N, Shimoji M, Ishihara M (2005) Char-
acterization and antifungal activity of gazyumaru (Ficus micro-
carpa) latex chitinases: both the chitin-binding and the antifungal 
activities of class I chitinase are reinforced with increasing ionic 
strength. Biosci Biotechnol Biochem 69(4):811–818. https:// doi. 
org/ 10. 1271/ bbb. 69. 811

Takashima T, Henna H, Kozome D, Kitajima S, Uechi K, Taira T 
(2021) cDNA cloning, expression, and antifungal activity of 
chitinase from Ficus microcarpa latex: difference in antifungal 
action of chitinase with and without chitin-binding domain. Planta 
253:120. https:// doi. org/ 10. 1007/ s00425- 021- 03639-8

van Kan JAL, Joosten MHAJ, Wagemakers CAM, van den Berg-
Velthuis GCM, de Wit PJGM (1992) Differential accumulation 
of mRNAs encoding extracellular and intracellular PR proteins in 
tomato induced by virulent and avirulent races of Cladosporium 
fulvum. Plant Mol Biol 20:513–527

Wan L, Zha W, Cheng X, Liu C, Lv L, Liu C, Wang Z, Du B, Chen 
R, Zhu L, He G (2011) A rice β-1,3-glucanase gene Osg1 is 
required for callose degradation in pollen development. Planta 
233:309–323

Wojtkowiak A, Witek K, Hennig J, Jaskolski M (2013) Structures of 
an active-site mutant of a plant 1,3-β-glucanase in complex with 
oligosaccharide products of hydrolysis. Acta Crystallogr D Biol 
Crystallogr 69:52–62

Wu HM, Liu SW, Hsu MT, Hung CL, Lai CC, Cheng WC, Wang HJ, Li 
YK, Wang WC (2009) Structure, mechanistic action, and essential 
residues of a GH-64 enzyme, laminaripentaose-producing β-1,3-
glucanase. J Biol Chem 284:26708–26715

Yun DJ, Zhao Y, Pardo JM, Narasimhan ML, Damsz B, Lee H, Abad 
LR, D’Urzo MP, Hasegawa PM, Bressan RA (1997) Stress pro-
teins on the yeast cell surface determine resistance to osmotin, a 
plant antifungal protein. Proc Natl Acad Sci USA 94:7082–7087

Publisher's Note Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

Springer Nature or its licensor (e.g. a society or other partner) holds 
exclusive rights to this article under a publishing agreement with the 
author(s) or other rightsholder(s); author self-archiving of the accepted 
manuscript version of this article is solely governed by the terms of 
such publishing agreement and applicable law.

https://doi.org/10.1271/bbb.69.811
https://doi.org/10.1271/bbb.69.811
https://doi.org/10.1007/s00425-021-03639-8

	Characterization of an antifungal β-1,3-glucanase from Ficus microcarpa latex and comparison of plant and bacterial β-1,3-glucanases for fungal cell wall β-glucan degradation
	Abstract
	Main conclusion 
	Abstract 

	Introduction
	Materials and methods
	Materials
	Assay of β-1,3-glucanase activity against β-glucan
	Purification of GlxGluA from gazyumaru latex
	N-terminal and internal amino acid sequence analysis
	cDNA cloning of GlxGluA-coding gene
	Expression and purification of recombinant GlxGluA and GlxGluA-E94A proteins
	Plasmid construction for CcGluA and CcGluA-E117A expression
	Expression and purification of CcGluA protein
	Thin-layer chromatography (TLC) analysis of curdlan and oligosaccharide degradation
	Antifungal activity assay against T. viride
	Quantitative antifungal activity assay (Taira et al. 2002)
	Lytic activity assay against S. cerevisiae
	Preparation of insoluble fraction from T. viride and S. cerevisiae cells
	Hydrolysis of insoluble fractions from T. viride and S. cerevisiae by β-1,3-glucanases

	Results
	Characterization of purified GlxGluA
	Cloning and sequence analysis of GlxGluA
	β-Glucan hydrolysis activities of GlxGluA and CcGluA
	Curdlan hydrolysis products by GlxGluA or CcGluA
	TLC analysis of GlxGluA hydrolytic oligosaccharides
	Antifungal activities of GlxGluA and CcGluA against T. viride
	Lytic activities of GlxGluA and CcGluA against S. cerevisiae
	Enzyme degradation of cell wall fractions of T. viride and S. cerevisiae

	Discussion
	Anchor 31
	Acknowledgements 
	References




