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Abstract: The black soldier fly, Hermetia illucens, is a voracious scavenger of various organic
materials; therefore, it could be exploited as a biological system for processing daily food
waste. In order to survey novel hydrolytic enzymes, we constructed a fosmid metagenome
library using unculturable intestinal microorganisms from H. illucens. Through functional
screening of the library on carboxymethyl cellulose plates, we identified a fosmid clone, the
product of which displayed hydrolytic activity. Sequence analysis of the fosmid revealed a
novel mannan-degrading gene, ManEM6, composed of 1185 base pairs encoding 394 amino
acids, with a deduced 20-amino-acid N-terminal signal peptide sequence. The conceptual
translation of ManEM6 exhibited the highest identity (78%) to endo-1,4-β-mannosidase
from Dysgonomonas mossii. Phylogenetic and domain analyses indicated that ManEM6
encodes a novel mannanase with a glycoside hydrolase family 26 domain. The recombinant
protein rManEM6 showed its highest activity at 40 ◦C and pH 7.0, and it remained stable in
the range of pH 5–10.0. rManEM6 hydrolyzed substrates with β-1,4-glycosidic mannoses,
showing maximum enzymatic activity toward locust bean gum galactomannan, while it
did not hydrolyze p-nitrophenyl-β-pyranosides, demonstrating endo-form mannosidase
activity. rManEM6 was highly stable under stringent conditions, including those of polar
organic solvents, as well as reducing and denaturing reagents. Therefore, ManEM6 may
be an attractive candidate for the degradation of mannan under high-organic-solvent and
protein-denaturing processes in the food and feed industries.

Keywords: mannanase; metagenome; low-temperature active; organic-solvent stable

1. Introduction
The polyphagous insect Hermetia illucens, also known as the black soldier fly (BSF),

has excellent digestive ability; in particular, its larvae can convert food waste and manure
into biomass in a few hours. With the intent of solving environmental issues, such as
soil contamination and water pollution, BSF larvae-mediated bioremediation has drawn
worldwide attention as an economical and sustainable method [1,2]. Despite the enormous
industrial potential of BSF larvae, the biochemical and molecular potential of microbial
waste-hydrolyzing enzymes in the larval gut are not well understood because many gut
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microorganisms are unculturable. Recently, metagenomic approaches have provided tools
for surveying novel genes encoding unique biocatalysts, without specific cultivation of gut
microbes [3–7], from mine drainage metagenome sources [8].

More than 90% of plant biomass is composed of cellulose, hemicellulose, and lignin, in
an approximate ratio of 2:1:1. Second to cellulose, hemicellulose is an important source of
sugars in biotechnological applications. The two most abundant and typical hemicelluloses
are β-1,4-D-xylans and β-1,4-D-mannans; while xylans represent the predominant hemi-
cellulosic component in hardwood, mannans are most abundant in softwoods and plant
seeds [9]. β-1,4-D-mannan polysaccharides include pure mannans (mainly β-1,4-linked
mannose) and glucomannans, which are heterogeneous conjugates of β-1,4-bound man-
nose, plus β-1,4-D-glucose units. When α-1,6-linked galactose side chains were added to
mannan, they were classified as galactomannan [10].

Mannans and heteromannans serve as both structural components and carbohydrate
reserves in plants. Hydrolyzed mannans obtained from mannan-rich plant hemicelluloses
have been widely used in biotechnological applications; for instance, some of these fer-
mentable sugars are well-known as thickening, stabilizing, and gelling agents in the food
industry [11]. Moreover, hydrolyzed mannans, such as manno-oligosaccharides, provide
significant multi-faceted prebiotics, which has health-promoting effects on both humans
and livestock animals [12,13]; however, due to the absence of required enzymes, mammals
cannot readily digest heterogeneous mannans in the small intestine [14].

Mannan-degrading mannanases play an important role in the enzymatic hydrolysis of
plant polysaccharides in various areas of the pharmaceutical, food, feed, textile, and oil
industries [15]. Low-temperature-active mannanases are of particular potential value for en-
vironmentally friendly and economically efficient industrial fields, where cold temperatures
are required to prevent energy loss, microbial contamination, and alteration/deterioration
of product quality. In this regard, β-mannanases exhibiting enhanced robustness are of
great interest, as they are more able to withstand harsh industrial processes [16].

There are three major enzymes capable of degrading mannans: β-mannanase (H59,
mannan endo-β-1,4-mannosidase, EC 3.2.1.78); β-mannosidase (H19, β-1,4-mannosidase,
EC 3.2.1.25); and β-glucosidase (H15, β-glucosidase, EC 3.2.1.21) [15]. Mannan-degrading
enzymes are further classified as either exo- or endo-type enzymes; among them, β-
mannanases have so far been classified in glycoside hydrolase (GH) families 5, 26, 113, and
134 (carbohydrate-active enzyme (CAZy) database; http://www.cazy.org, accessed on 4
November 2024) [17].

After its initial categorization [18], a total of 902 β-mannanase (EC 3.2.1.78) enzyme
class sequences have been deposited into the UniProt Knowledge Base with unique acces-
sion numbers (http://www.uniprot.org, accessed on 4 November 2024); however, only
60 sequences were reviewed and curated by the Swiss-Prot database, and most of the
sequences (842 among 902 sequences) have not yet been fully reviewed; moreover, only
151 β-mannanase sequences have been subjected to biochemical, physicochemical, or bio-
logical functional analyses (http://www.brenda-enzymes.org/enzyme.php?ecno=3.2.1.78,
accessed on 4 November 2024), indicating that significant numbers of β-mannanases were
identified via recent high-throughput sequencing efforts. Depending on the organism or
substrate variation, the properties of mannanases vary greatly; generally, their pH ranges
from 1 to 10, optimum temperature from 30 to 93 ◦C, km value from 0.6 to 2.9 mM (Mannan
substrate), and pI value from 3.6 to 9 (BRENDA:EC3.2.1.78).

The crystal structures of GH26 enzymes adopt a (β/α)8 barrel structure, also known
as the TIM barrel fold, a common structural motif in glycoside hydrolases. The active site
is located within a cleft or groove on the enzyme surface, formed by loops connecting
the β-strands and α-helices of the barrel [19]. The catalytic residues typically include a
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proton donor and a nucleophile/base, essential for the hydrolysis of glycosidic bonds;
these residues are positioned in the active site, aligned for effective substrate binding and
catalysis [20]. GH26 enzymes contain substrate-binding subsites that interact with the sugar
backbone of mannans, ensure specificity, and stabilize the enzyme–substrate complex during
catalysis [21]. Some GH26 mannanases display additional domains or loops that contribute
to substrate specificity or enzyme stability. Comparative structural studies suggest that
differences in loop regions around the active site can explain variations in substrate preferences
among GH26 enzymes [22]. Recently, high-resolution images of GH26 mannanase crystal
structures revealed key details about enzyme–substrate interactions, catalytic site architecture,
and flexibility [23]; for example, structures bound with substrates or inhibitors demonstrate
how mannose units are accommodated in the active site, providing insights into enzyme
engineering for industrial purposes [24]. Additionally, crystallographic studies of GH26
members have been conducted for enzymes from various microbial sources, such as Bacteroides,
Cellvibrio, and Thermotoga species, contributing to the understanding of thermostability, pH
tolerance, and catalytic efficiency in these enzymes [23,25,26].

In this study, we searched for novel mannan-degrading enzymes using a metage-
nomic library constructed from the unculturable gut microorganisms of H. illucens larvae.
Through functional screening, sequence-based annotation, and heterologous expression,
we identified a novel glycoside hydrolase family 26 (GH26) mannanase gene with useful
characteristics for industrial applications.

2. Results
2.1. Construction and Screening of a Metagenomic Library

The BSF can survive in highly contaminated habitats where noxious organic com-
pounds, unfavorable pH, fluctuating temperature, and low dissolved oxygen are common.
With their adaptability in mind, we expected that gut microorganisms might provide the BSF
with effective hydrolyzing enzymes possessing unique characteristics. In order to investigate
these enzymes, we previously constructed a BSF gut metagenomic library consisting of 92,000
individual fosmid clones, and we repeatedly screened them using different substrates [5,6].

We applied both function-based and sequence-driven screening to identify genes
encoding hydrolyzing enzymes. Using function-based screening of the random shotgun
fosmid library, we previously reported a novel cellulase gene from a positive fosmid clone,
HC3, which uses carboxymethyl cellulase (CMC) as a substrate [5]. In this study, we further
sequenced the full-length fosmid and searched for additional glycoside-hydrolyzing genes
from the clone. The fosmid, HC3, harbored a 36,645 bp insert, and ORF analysis revealed a
total of 25 codons; among them, we found six glycoside-hydrolyzing genes, including one
putative α-galactosidase, three putative mannosidases, and two glucosidase-related proteins.

2.2. Sequence Analysis of a β-Mannanase Gene, ManEM6

The sequence length of the putative β-mannanase (denoted ManEM6) was 1185 bp, en-
coding a peptide of 394 amino acids (45.2 kDa and pI 5.46) (Supplementary File S1). A scan
of the deduced amino acid sequence using the SignalP3.0 database predicted a microbial
signal peptide sequence in the N-terminal 20 amino acids, with its putative cleavage site
between Ala20 and Ser21. BlastP homology search of ManEM6 showed the highest sequence
identity (63%) with β-1,4-mannosidase from Dysgonomonas mossii. Further homologic
comparison with the CAZy database (https://www.cazy.org/Glycoside-Hydrolases.html,
accessed on 4 November 2024) revealed that ManEM6 may belong to GH26 [27]. The pre-
sumed 374-amino-acid sequence without the N-terminal signal peptide sequence (fragment
of 1125 bp, 42.8 kDa, and pI 5.29) also contained the conserved GH26 domain. Conserved
domain analysis with other β-mannanases showed that the deduced protein of ManEM6

https://www.cazy.org/Glycoside-Hydrolases.html


Int. J. Mol. Sci. 2025, 26, 216 4 of 15

contained three well-conserved motifs reported in the catalytic active site of GH26. The
deduced protein of ManEM6 contained an acid/base-donor site (Glu189) [28], a catalytic
nucleophile active site (Glu296) [29], and a putative catalytic residue (Asp254) [30], indicating
inherent β-mannanase activity in ManEM6 (Figure 1a).
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(Glu189, Asp254, and Glu296), which are shown in dark-shaded letters. Asterisks (*) indicate
consensus amino acids. Each protein sequence used for alignment was collected from GenBank,
including Bacillus sp. JAMB750 [29], Bacillus subtilis [31], Cellvibrio japonicas [32], Bacteroides ovatus [33],
Bacteroides sp. 2_1_33B [34]. (b) The phylogenetic tree of ManEM6 and other closely related enzymes
was reconstructed using the neighbor-joining method (MEGA5.1 software). The protein sequences of
related enzymes were retrieved from NCBI GenBank. Bootstrap values (>50%) at the nodes were
based on 1000 replicates of the dataset. Solid circles indicate that the corresponding branches were
also recovered in both the maximum parsimony and maximum likelihood trees. Bar, 0.2 substitutions
per amino acid position.

Phylogenetic analysis with other closely related β-mannanases classified ManEM6
into a separate clade, deep in the phylogenetic tree, demonstrating that it is a novel β-
mannanase enzyme derived from an uncultured microorganism that is currently unknown
(Figure 1b).

2.3. Heterologous Expression and Biochemical Characteristics of the Recombinant β-Mannanase

In order to investigate its functionality, ManEM6 was expressed in Escherichia coli;
however, protein induction of the whole ManEM6 ORF (1182 bp without TAA termination
codon) resulted in inclusion bodies, making the recombinant protein insoluble. Therefore, a
trimmed recombinant ManEM6 (denoted rManEM6), without the signal peptide sequence
(1122 bp without the termination codon), was cloned, overexpressed in E. coli BL21 (DE3), and
purified using metal-chelating chromatography under native conditions, as described above.

SDS–PAGE analysis showed a homogeneous band of 43 kDa, which was consistent
with the estimated molecular weight (Figure 2). Zymographic staining of the purified
rManEM6 on polyacrylamide gels revealed the active band of mannanase at a position
corresponding to the molecular mass of the protein on SDS–PAGE. The enzymatic char-
acteristics of rManEM6 were monitored using locust bean gum galactomannan, and it
showed maximum hydrolytic activity at 40 ◦C and pH 7.0. Interestingly, rManEM6 showed
relatively high activity and stability at low temperatures, retaining 70, 40, and 20% of its
maximum activity at 30, 20, and 10 ◦C, respectively. rManEM6 stably maintained more
than 90% activity below 40 ◦C, whereas it quickly lost its glycosyl hydrolase activity at
temperatures higher than 50 ◦C. The stable half-life of rManEM6 was 2 h at 50 ◦C; it was
most active in a pH range of 6.0 to 8.0. Meanwhile, pre-exposure of rManEM6 to acidic and
alkaline conditions did not significantly affect its enzymatic activity; even after long-term
pre-incubation in acidic or alkaline pH for 15 h at 4 ◦C, rManEM6 maintained stable activity
over pH 5.0–10.0, with at least 70% residual activity retained (Figure 3).
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Figure 2. Overexpression and purification of rManEM6. ManEM6 without putative N-terminal signal
peptide sequence was cloned into plasmid pET21a (+) expression vector and expressed in E. coli
BL21(DE3). SDS–PAGE analysis shows a homogeneous 43 kDa protein. Lanes: M, molecular weight
marker; Lane 1, total cellular protein from uninduced cells; Lane 2, induced total cellular protein;
Lane 3, induced soluble fraction; Lane 4, purified rManEM6 protein; Lane 5, zymogram of rManEM6
on polyacrylamide gel with 0.2% LBG (locust bean gum) and stained with Congo-red.
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Figure 3. Biochemical characterization of rManEM6. (a) The enzyme activity of rManEM6 (0.2 µg)
was measured at various temperatures in 50 mM sodium phosphate (pH 7.0) for 10 min, exhibiting
>50% hydrolytic activity in the range of 25–50 ◦C with an optimum at 40 ◦C. (b) The thermostability
of rManEM6 was examined at 40 ◦C for 10 min after 4 h pre-incubation at the given temperature.
(c) pH inhibition was monitored in the following 50 mM buffers: sodium acetate buffer (NaOAc, pH
5.0–6.0), sodium phosphate buffer (Na-Pi, pH 6.0–7.5), 4-(2-hydroxyethyl)-1-piperazineethanesulfonic
acid buffer (HEPES, pH 7.5–8.5), and 2-(cyclohexylamino) ethanesulfonic acid buffer (CHES, pH
8.5–10.0). (d) To verify pH stability, the enzyme was pre-incubated in 50 mM buffer with different pH
values at 4 ◦C for 15 h, and residual activity was examined. Each β-mannanase assay was carried out
by measuring the amount of mannose released from locust bean gum (0.5% [w/v]) under standard
assay conditions, as described in the Materials and Methods section. Error bars represent SEM from
triplicate results (p ≤ 0.01).

To determine the effects of chemical reagents, rManEM6 was mixed with various
organic solvents, detergents, metal ions, and denaturing reagents and was fairly stable
toward many hydrophilic polar solvents (logPow ≤ 0.28), with more than 80% of its original
activity maintained at 10% (v/v) in solvents such as dimethyl sulfoxide, dimethyl for-
mamide, methanol, ethanol, and acetone; additionally, the enzyme remained up to 30% of
its residual activity even in the presence of 10% hydrophobic nonpolar solvents, including
n-pentanol, n-hexanol, benzene, toluene, cyclohexane, and n-hexane.

We found that purified rManEM6 exhibited denaturation stability; even after exposure
to high concentrations of denaturants and disulfide-reducing agents, it retained its original
activity. Moreover, rManEM6 retained a significant amount of enzymatic activity, even un-
der higher concentrations of urea, such as 2 M and 5 M, with residual activity of 55.9% and
15.7%, respectively; in contrast, several divalent metal ions affected rManEM6’s stability.
Compared with divalent Mg2+, Ca2+, Co2+, or Ni2+, notable activity losses were observed
with the addition of Mn2+, Fe2+, Cu2+, Zn2+, or Cd2+ ions, while divalent Cu2+ or Hg2+ ions
completely abolished rManEM6 activity. Metal-chelating ethylenediaminetetraacetic acid
(EDTA) did not inhibit rManEM6-mediated substrate hydrolysis, indicating that rManEM6
is a non-metalloprotein. In addition, both non-ionic and ionic detergents drastically inhib-
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ited rManEM6 activity; when incubated with non-ionic detergents (Tween 20, Tween 40,
Tween 80, and Triton X-100), its activity decrease was substantial (~50% inhibition), while
strong ionic surfactants, such as CTAB (cationic) and SDS (anionic), completely inhibited
enzyme activity (Figure 4).
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Figure 4. Enzymatic stability of rManEM6 against enzyme inhibitors. (a) The same amount of
rManEM6 protein (0.2 µg) was pre-incubated at 30 ◦C for 30 min with different organic solvents (10%
[v/v]) in 50 mM sodium phosphate buffer (pH 7.0, 200 µL), and residual β-mannanase activity was
measured at 40 ◦C for 10 min with locust bean gum (0.5%, [w/v]) as a substrate. The bar represents
the log-polarity of each organic solvent. DMSO, dimethyl sulfoxide; DMF, dimethylformamide.
(b) To determine stability under chemical reagents, rManEM6 (0.2 µg protein) was pre-incubated
with various denaturants or reducing agents at 30 ◦C for 30 min, and residual activity was measured.
Gu-HCl, guanidine hydrochloride; gu-thiocyanate, guanidine thiocyanate. (c) An enzyme assay
was performed after pre-incubation of rManEM6 with 1 mM of each of the indicated metal ions at
30 ◦C for 30 min. The relative amount of mannose produced was compared with that in the standard
reaction. (d) To examine the effects of detergents on rManEM6 stability, the residual activity from
pre-incubated enzyme (in 10% ([v/v] or [v/w]) detergent at 30 ◦C for 30 min) was measured. SDS,
sodium dodecyl sulfate; CTAB, cetyltrimethylammonium bromide. The activity measured in the
absence of any of the chemical compounds is shown as 100% (p ≤ 0.01). ND, not detectable.

The degradation of glucomannans and galactomannans by mannan-degrading en-
zymes is greatly affected by the extent and pattern of branching sugar moieties in the
mannan backbone. Among major mannan-degrading enzymes, both β-mannosidase and
β-glucosidase act as exo-type enzymes, hydrolyzing β-1,4-linked mannosides (or β-1,4-D-
glucopyranosides) from the non-reducing end of the glucomannans; furthermore, exo-type
α-galactosidases cleave α-1,6-linked galactose, releasing branched sugar moieties from
galactomannans [10].
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The purified rManEM6 was able to hydrolyze locust bean gum galactomannan, Konjac
glucomannan, β-1,4-mannan, and guar gum galactomannan, showing the highest specific
activity against locust bean gum; meanwhile, rManEM6 could not hydrolyze natural
polysaccharides such as gum arabic, pectin, xylan, pullulan, starch, and cellulose, in which
non-mannoside sugar backbones are linked by either α-(1→4) or β-(1→4).

In addition, rManEM6 did not act on exo-type mannan residues in p-Nitrophenyl-β-
mannopyranoside, indicating it is not a β-mannosidase; these results demonstrate that
rManEM6 may be an endo-type β-mannanase (Table 1).

Table 1. Substrate preferences of the purified ManEM6.

Substrate Specific Activity a (U/mg)

Locust bean gum galactomannan 508.77 ± 4.57
Konjac glucomannan 374.15 ± 12.69

β-1,4-mannan 279.92 ± 20.67
Guar gum galactomannan 39.02 ± 3.71

Gum arabic ND b

Pectin from Citrus fruits ND
Birchwood xylan ND
Oat spelt xylan ND

Pullulan ND
Soluble starch ND

Carboxymethylcellulose ND
p-Nitrophenyl-β-mannopyranoside ND
p-Nitrophenyl-β-glucopyranoside ND

p-Nitrophenyl-β-cellobioside ND
a Substrate specificity was measured under standard assay reaction conditions, as described in the Materials and
Methods section. One unit was defined as the amount of enzyme required to make 1 µmol of product (mannose or
p-Nitrophenol) per minute. Standard errors of mean from biological triplicates are shown. b ND, not detectable.

The hydrolysis products from mannose oligo- and polysaccharides by rManEM6 were
analyzed using TLC, and the enzyme randomly hydrolyzed only the internal bonds within
the main backbone of mannose saccharides with a degree of polymerization ≥ 4, showing
no activity on mannobiose and mannotriose (Figure 5).
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Figure 5. Thin layer chromatography analysis of hydrolysis products of mannose oligo- and polysac-
charides by rManEM6. Enzymatic hydrolysis of each substrate (0.5%, w/v) was performed either
with (+lanes) or without (–lanes) ManEM6 in 50 mM sodium phosphate buffer (pH 7.0) at 40 ◦C for
12 h. Lane Std, mannooligosaccharide standards: mannose (M1), mannobiose (M2), mannotriose
(M3), mannotetraose (M4), and mannopentaose (M5).
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3. Discussion
Mannanases degrading β-mannans (or heteromannans) are ubiquitous in nature

and have been identified from bacteria, fungi, animals, and plants [35–37]; GH5 endo-β-
mannanases are primarily produced by eukaryotes, such as fungi, plants, and animals [14].
Differences include that mannanases derived from lower animals are mainly found in
Aplysia Kurodai [38], Haliotis discus hannai [39], and Mytilus edulis [40], which live in marine
environments and may have enzyme properties that are adapted to withstand specific
extreme environments and maintain activity at high temperatures or salinity. On the other
hand, mannanases derived from the gut microbiomes of insect larvae are optimized for
the digestive system of insects and may be more sensitive to temperature and pH changes,
and their expression may be regulated by the composition of gut microbiota and dietary
intake. Both types of mannanase are enzymes that decompose mannan, generally have similar
three-dimensional structures, and play a role in hydrolyzing mannan, a component of plant
cell walls, and converting it into monosaccharides. Both families share common roles in
the digestion and metabolism of nutrients in these organisms. GH5 mannanases prefer or
are optimized against glucomannan attacks in the cell walls of angiosperms [31]; on the
contrary, GH26 endo-β-mannanases are found mainly from bacterial sources [41,42]. GH26
endo-β-mannanases showed strict conservation of acid/base and nucleophile residues (both
are glutamic acids) [43], and although the bacterial origin of ManEM6 is not currently clear,
we found that ManEM6 showed GH26 β-mannanase domains, along with well-conserved
catalyst residues in the ORF, implying its bacterial origin from an insect intestinal microbiome.

For decades, functional metagenomic approaches were applied to discover novel genes
from unculturable environmental microorganisms [44,45]. Based on metagenomic tools,
previous studies have successfully isolated enzymes from environmental metagenomes
that exhibit excellent properties suitable for industrial applications [46–48]; likewise, fur-
ther surveys for novel β-mannanases in metagenomes provided enzymes with unique
biochemical properties [49]. Despite the recent elucidation of the ORF sequences of many
β-mannanases due to high-throughput sequencing results, we could not find homologous
sequences for ManEM6 from current metagenome and UniProt/Swiss-Prot databases in
repetitive NCBI (http://www.ncbi.nlm.nih.gov/BLAST, accessed on 4 November 2024)
BlastP searches.

Even with its enormous potential, current reports of GH26 β-mannanases from en-
vironmental resources are limited; among 1454 GH26 mannanase genes registered in
the CAZy database, only 15 GH26 mannanase genes have known metagenome origins
(http://www.cazy.org/, accessed on 4 November 2024). Moreover, few metagenome-
derived GH26 β-mannanases are reported currently from insect intestines, except one
GH26 endo-β-mannanase from the termite gut [50].

Endo-β-mannanases often display catalytic carbohydrate-binding module (CBM)
domains, which confer carbohydrate-binding activity; their major roles include binding the
enzyme to the substrate and enhancing its catalytic activity towards insoluble mannans [51].
However, the CBM association of recombinant mannanases has various effects on enzyme
stability [52]. Previous studies identified various CBM domains from β-mannanases inside
or flanking regions of the ORF, which include CBM 1~5, 10, 16, 23, 27, 32, 35, 59, and 72
(http://www.cazy.org/Carbohydrate-Binding-Modules.html, accessed on 4 November
2024) [53], but we found no known CBM domain sequences in the region of upstream and
downstream sequences of ManEM6 ORF.

Despite the absence of CBM domains, ManEM6 showed clear substrate specificity for
optimum catalytic activities. ManEM6 demonstrated higher galactomannanase activity
toward the substrate locust bean gum than for guar gum, depending on the order of galac-
tomannan substitution level. The locust bean gum galactomannan is primarily composed of

http://www.ncbi.nlm.nih.gov/BLAST
http://www.cazy.org/
http://www.cazy.org/Carbohydrate-Binding-Modules.html
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one galactose per four mannose backbones, while the ratio becomes lower, to one galactose
per two mannose backbones, in guar gum galactomannan [11]. ManEM6 could not hy-
drolyze glucose, galactose, galacturonic acid, xylose backbone, or exo-mannoside residues;
these substrate specificity results suggest that ManEM6 acts specifically on endo-β-1,4-
link of the galactomannan backbone, indicating that ManEM6 prefers longer endo-type
mannose residues for proper enzyme catalysis.

Mannans are most common in plant seeds, fruits, and softwoods. Endo-β-mannanases
are important to many industrial applications, such as food, feed, natural detergent, and
bioethanol production, as well as in the oil drilling process, for efficient and cost-effective
hydrolysis of polysaccharides [11,52,54,55]; in order to exploit them for industrial-scale
applications, several endo-β-mannanases from bacteria have been cloned and expressed in
E. coli [15,56,57].

In addition to unique amino acid sequences, ManEM6 exhibited another applicable
feature. Increased activity and functionality of the enzyme under unusual conditions are
crucial requisites for the bioconversion of hemicellulose in various industrial processes [15].
It was demonstrated that ManEM6 is active at low temperatures, showing over 20% of
its maximum activity at 20 ◦C; to date, only a few mannanases have been reported to
be low-temperature or cold-active, including five GH26 mannanases from Sphingomonas
sp. JB13, Sphingobacterium sp. GN25, Aspergillus niger CBS513.88, Bacillus licheniformis,
Verrucomicrobiae DG1235, a GH5 mannanase from Cryptopygus antarcticus, and a family-
unidentified mannanase from Falvobacterium sp. Although the enzyme’s stability was
lower than those of other thermostable enzymes at high temperatures [52], ManEM6
exhibited about 100% residual activity at room temperature and retained more than 70%
of its control activity for 1 h at 50 ◦C; these enzymatic properties can be beneficial to the
starch-processing and detergent industries, where they facilitate stable biocatalysts above
room temperature and environmentally friendly effects. The recombinant ManEM6 was
stable over a broad pH range, retaining more than 60% of its initial activity after 15 h
incubation at pH 5~10. Moreover, ManEM6 is likely suitable for nonaqueous biocatalysis
because it maintains a significant amount of enzymatic activity in selected organic solvents.
The reported low-temperature- or cold-active mannanases were demonstrated to be salt-
resistant or protease inhibitor-resistant, but no organic solvent resistance has been reported
so far. Additionally, Man EM6 was highly stable against many different chemical reagents,
including β-mercaptoethanol, DTT, urea, and guanidium salts.

The low-temperature activity and organic solvent resistance of ManEM6 remaining stable
over a broad pH range is of great importance, especially in industrial processes where harsh
conditions are employed; in addition, organic solvent stability provides important economic
advantages in terms of less byproduct, higher productivity, and lower processing cost [58].

Currently, the highest specific activity obtained after the cloning and expression
of endo-β-mannanase in E. coli BL21 (DE3) was 8406 U/mg through high cell density
fermentation [55,59]. Compared to the highest specific activity, we assume less specific
activity may be due to the absence of a CBM module, as we could not find any available
modules in the ManEM6 ORF; therefore, to facilitate the association between enzyme and
substrate, protein engineering, by attaching a CBM to ManEM6, may increase specific
activity toward insoluble mannans.

In summary, the present work reports the molecular cloning, heterologous expression,
and biochemical characterization of a novel endo-β-mannanase, ManEM6, from the insect
larvae gut metagenome. ManEM6 exhibited its most efficient hydrolysis toward locust beam
galactomannan, optimum at pH 7.0 and 40 ◦C. Although the underlying mechanism remains
to be determined, the activity of ManEM6 is stable against various chemical denaturants
and most polar organic solvents; its durability, along with its low-temperature-active and
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alkali-stable nature, places ManEM6 as an attractive supplement of biocatalysts in commercial
softwood bioconversion processes that require heavy burdens of noxious components.

4. Materials and Methods
4.1. Cloning of β-Mannanase from Larvae Gut Metagenome

Construction of a metagenomic fosmid library from the gut of Hermetia illucens was
described previously [5,6]; screening and selection of glycoside-hydrolyzing clones from the
fosmid library on carboxymethyl cellulose (Sigma, Anseong, Republic of Korea) were con-
ducted as previously described [5]. Fosmids showing substrate hydrolysis were subjected
to full-length sequencing and searched for glycoside-hydrolyzing genes. A sequencing
reaction using Big Dye Kit (Applied Biosystems, Seoul, Republic of Korea) was outsourced
to Solgent Co., Seoul, Republic of Korea. BLAST searching was performed on the National
Center for Biotechnology Information database (NCBI, http://www.ncbi.nlm.nih.gov/,
accessed on 4 November 2024). Open reading frames (ORFs) were estimated using Vec-
torNTI ver. 11 (Invitrogen, Waltham, MA, USA). One ORF, encoding a β-mannanase (denoted
ManEM6), was identified with sequence comparison; the nucleotide sequence of the ManEM6
gene was deposited into the NCBI database under GenBank accession number KY419225.
Multiple sequence alignments and phylogenetic tree construction for the ManEM6 gene were
carried out using ClustalW (ver. 1.2.2) and MEGA software (ver. 5.1), respectively. To predict
putative signal peptides, the SignalP 3.0 server (http://www.cbs.dtu.dk/services/SignalP/,
accessed on 4 November 2024) was used. The routine cloning of the DNA fragments into
various vectors was achieved in Escherichia coli DH5α.

4.2. Heterologous Expression and Purification of the Recombinant Protein

The putative β-mannanase gene, ManEM6, was PCR-amplified from a fosmid clone,
HC3, using the following forward and reverse primers: 5′-ATGGGTCGCGGATCCTCCGAC
TTTCTCTTAG-3′ and 5′-GTGGTGGTGCTCGAG-TTATTGCTTGATGACG-3′ (BamHI and
XhoI restriction enzyme sites are underlined) and cloned into a BamHI-XhoI pre-digested
pET21a (+) vector (Novagen, Madison, WI, USA) using an In-Fusion HD cloning kit (Clon-
tech, Mountain View, CA, USA). The construct was then transformed into E. coli BL21 (DE3)
for heterologous protein expression. The optimum induction condition was found to be
20 ◦C for 20 h under 0.5 mM IPTG. After protein induction, transformants were harvested
and disrupted, as described previously [6]. For recombinant protein purification, cell debris
was removed via centrifugation at 13,000× g for 30 min at 4 ◦C. The soluble supernatant
was loaded onto pre-equilibrated TALON metal affinity resin (BD Biosciences, Clontech,
USA), and the recombinant protein with C-terminal His-tag was purified as described
previously [6]. The purity of the purified protein was determined using 10% sodium
dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE). The protein concentration
was determined with a Bradford assay kit (Bio-Rad, Hercules, CA, USA) following the
manufacturer’s recommendation. The zymogram analysis of the purified enzyme was
conducted using a previously described method. After 10% SDS–PAGE with 0.2% locust
bean gum (LBG) as the substrate, SDS-PAGE gel was soaked in 50 mM sodium phosphate
buffer, pH 7.0 containing 2.5% Triton X-100 for 30 min, to remove SDS, and then incubated
in the same buffer without Triton X-100 for 1 h to allow the protein into the gel, which was
then stained with Congo-red (1%) for 30 min and destained with 1 M NaCl until a clear
zone was observed against the red background.

4.3. Biochemical Characterization of the Purified Recombinant Protein

All chemical reagents and substrates were obtained from Sigma-Aldrich (Seoul, Ko-
rea) unless stated otherwise. β-mannanase activity was evaluated using either the p-

http://www.ncbi.nlm.nih.gov/
http://www.cbs.dtu.dk/services/SignalP/
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Nitrophenyl mannopyranoside method or the 3,5-dinitrosalicylic acid (DNS) detection
method, depending on the substrate used. The standard activity assay was conducted by
mixing diluted rManEM6 enzyme (0.2 µg protein) and the substrates (LBG (0.5%, [w/v]) or
0.1 mM p-nitrophenyl-β-pyranosides) in 50 mM sodium phosphate buffer (pH 7.0, 200 µL)
at 40 ◦C for 10 min, and then, the amount of mannose or p-Nitrophenol released was
determined spectrophotometrically at 540 nm or 405 nm, respectively. The optimum tem-
perature and pH were measured via assay for 10 min at different temperatures (10–60 ◦C
with an interval of 5 ◦C) and pH values (5.0–10.0 with an interval of 0.5), using locust bean
gum as a substrate. Thermostability was monitored after pre-incubating the enzyme in
the absence of substrate for 4 h at different temperatures, ranging from 20 to 60 ◦C; then,
residual activity was measured using an equal amount of enzyme taken at regular intervals.
Similarly, to monitor pH stability, the pre-incubated enzyme was prepared by placing the
enzyme in different pH buffers without any substrate for 15 h at 4 ◦C. pH stability was
compared with residual activity measured under the same standard assay conditions. The
substrate specificity of the purified protein was investigated by measuring the hydrolytic
activities of the enzyme toward various substrates under standard assay conditions, replacing
LBG with the respective substrates, including LBG, konjac glucomannan, β-1,4-mannan,
guar gum galactomannan, gum arabic, pectin from citrus fruits, birchwood xylan, oat spelt
xylan, pullulan, soluble starch, carboxymethylcellulose, p-Nitrophenyl-β-mannopyranoside,
p-Nitrophenyl-β-glucopyranoside, and p-Nitrophenyl-β-cellobioside. Enzymatic stability in
the presence of inhibitors such as organic solvents, protein-denaturing reagents, detergents,
divalent metal ions, and detergents was also examined. For experimental controls, the en-
zyme was pre-incubated without substrate under given additives at 30 ◦C for 30 min before
measuring the residual activity. In activity tests, each inhibitor was added separately into
the reaction mixture to investigate their effects on rManEM6. In all of the tests, the residual
activity of enzyme pre-incubated in the absence of any additives was defined as 100%, and
the relative amount of mannose produced in a standard assay was compared. The substrate
preference of rManEM6 toward various substrates was determined by measuring hydrolytic
activity under standard assay conditions. The amount of mannose released from macro-
molecular polysaccharides (0.5%, [v/v]) by rManEM6 was determined according to DNS
colorimetric methods at 540 nm. All biochemical experiments were performed in triplicate.

4.4. Thin-Layer Chromatography (TLC) Analysis of Hydrolyzed Products

The hydrolysis reactions of mannanase were conducted by incubating an appropriate
amount of the purified protein with 0.5% (w/v) substrate in 50 mM sodium phosphate
buffer (pH 7.0) at 40 ◦C for 2 h. The aliquots of the reaction products were spotted on
Silica Gel 60 TLC plates (Merck, Darmstadt, Germany), using a solvent of n-butanol/acetic
acid/water (2:1:1 (v/v/v)). After development, the hydrolysis products were visualized by
spraying the gel plate with freshly prepared 10% (v/v) H2SO4 in ethanol and heating at
120 ◦C for 10 min. Manno-oligosaccharides (mannose (M1), mannobiose (M2), mannotriose
(M3), mannotetraose (M4), and mannopentaose (M5); Megazyme, Bray, Ireland) were used
as standards.

5. Conclusions
A mannan-degrading gene, ManEM6, encoding a novel hydrolytic enzyme, was

discovered from a fosmid library of an unculturable intestinal microorganism, Hermetia
illucens. The enzyme encoded by this gene had the highest identity (78%) with the endo-1,4-
β-mannosidase of Dysgonomonas mossii, and the recombinant protein rManEM6 showed the
highest activity at 40 ◦C and pH 7.0. rManEM6 used β-1,4-glycosidic mannoses as substrates
and showed the highest enzymatic activity toward locust bean gum galactomannan; it was
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also demonstrated to have endo-form mannosidase activity through its inability to degrade
p-nitrophenyl-β-pyranosides. rManEM6 was highly stable under stringent conditions,
including those of polar organic solvents, as well as reducing and denaturing reagents.
In conclusion, ManEM6 is an attractive candidate for the degradation of mannan under
high-organic-solvent and protein-denaturing processes in the food and feed industries.

Supplementary Materials: The following supporting information can be downloaded at https://www.
mdpi.com/article/10.3390/ijms26010216/s1.

Author Contributions: Conceptualization, S.-Y.K., C.-M.L. and D.-G.K.; experimentation, D.-G.K.;
formal analysis, Y.-S.L. and S.-H.Y.; writing—original draft preparation, C.-M.L.; writing—review
and editing, D.-G.K.; project administration, C.-M.L.; funding acquisition, C.-M.L. All authors have
read and agreed to the published version of the manuscript.

Funding: This work was supported by grants from the National Institute of Agricultural Sciences,
Rural Development Administration (Project No. PJ008604).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data are contained within the article and Supplementary Materials.

Acknowledgments: We thank Sohyeon Seo for her efforts in experimental confirmation.

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

References
1. Jeon, H.; Park, S.; Choi, J.; Jeong, G.; Lee, S.B.; Choi, Y.; Lee, S.J. The intestinal bacterial community in the food waste-reducing

larvae of Hermetia illucens. Curr. Microbiol. 2011, 62, 1390–1399. [CrossRef] [PubMed]
2. Cickova, H.; Newton, G.L.; Lacy, R.C.; Kozanek, M. The use of fly larvae for organic waste treatment. Waste Manag. 2015, 35,

68–80. [CrossRef] [PubMed]
3. Zhang, X.; Chen, Y.; Lv, Z.; Zhou, L.; Guo, Y. Analysis of the effects of beta-mannanase on immune function and intestinal flora

in broilers fed the low energy diet based on 16S rRNA sequencing and metagenomic sequencing. Poult. Sci. 2024, 103, 103581.
[CrossRef] [PubMed]

4. Xue, Y.; Sun, H.; Guo, H.; Nie, C.; Nan, S.; Lu, Q.; Chen, C.; Zhang, W. Effect of the supplementation of exogenous complex
non-starch polysaccharidases on the growth performance, rumen fermentation and microflora of fattening sheep. Front. Vet. Sci.
2024, 11, 1396993. [CrossRef] [PubMed]

5. Lee, C.M.; Lee, Y.S.; Seo, S.H.; Yoon, S.H.; Kim, S.J.; Hahn, B.S.; Sim, J.S.; Koo, B.S. Screening and characterization of a novel
cellulase gene from the gut microflora of Hermetia illucens using metagenomic library. J. Microbiol. Biotechnol. 2014, 24, 1196–1206.
[CrossRef]

6. Lee, Y.S.; Seo, S.H.; Yoon, S.H.; Kim, S.Y.; Hahn, B.S.; Sim, J.S.; Koo, B.S.; Lee, C.M. Identification of a novel alkaline amylopullu-
lanase from a gut metagenome of Hermetia illucens. Int. J. Biol. Macromol. 2016, 82, 514–521. [CrossRef]

7. Ufarte, L.; Laville, E.; Duquesne, S.; Potocki-Veronese, G. Metagenomics for the discovery of pollutant degrading enzymes.
Biotechnol. Adv. 2015, 33, 1845–1854. [CrossRef]

8. Peng, J.; Liu, W.X.; Tang, S.Z.; Zou, S.N.; Zhu, Y.L.; Cheng, H.A.; Wang, Y.G.; Streit, W.R.; Chen, Z.; Zhou, H.B. Identification and
biochemical characterization of a novel GH113 mannanase from acid mine drainage metagenome. Biochem. Eng. J. 2023, 192,
108837. [CrossRef]

9. Gibson, L.J. The hierarchical structure and mechanics of plant materials. J. R. Soc. Interface 2012, 9, 2749–2766. [CrossRef]
10. Moreira, L.R.S.; Filho, E.X.F. An overview of mannan structure and mannan-degrading enzyme systems. Appl. Microbiol. Biot.

2008, 79, 165–178. [CrossRef]
11. Yamabhai, M.; Sak-Ubol, S.; Srila, W.; Haltrich, D. Mannan biotechnology: From biofuels to health. Crit. Rev. Biotechnol. 2016, 36,

32–42. [CrossRef] [PubMed]
12. Tester, R.; Al-Ghazzewi, F.; Shen, N.; Chen, Z.; Chen, F.; Yang, J.; Zhang, D.; Tang, M. The use of konjac glucomannan hydrolysates

to recover healthy microbiota in infected vaginas treated with an antifungal agent. Benef. Microbes 2012, 3, 61–66. [CrossRef]
[PubMed]

13. Kim, G.B.; Seo, Y.M.; Kim, C.H.; Paik, I.K. Effect of dietary prebiotic supplementation on the performance, intestinal microflora,
and immune response of broilers. Poultry Sci. 2011, 90, 75–82. [CrossRef]

https://www.mdpi.com/article/10.3390/ijms26010216/s1
https://www.mdpi.com/article/10.3390/ijms26010216/s1
https://doi.org/10.1007/s00284-011-9874-8
https://www.ncbi.nlm.nih.gov/pubmed/21267722
https://doi.org/10.1016/j.wasman.2014.09.026
https://www.ncbi.nlm.nih.gov/pubmed/25453313
https://doi.org/10.1016/j.psj.2024.103581
https://www.ncbi.nlm.nih.gov/pubmed/38460218
https://doi.org/10.3389/fvets.2024.1396993
https://www.ncbi.nlm.nih.gov/pubmed/38818495
https://doi.org/10.4014/jmb.1405.05001
https://doi.org/10.1016/j.ijbiomac.2015.10.067
https://doi.org/10.1016/j.biotechadv.2015.10.009
https://doi.org/10.1016/j.bej.2023.108837
https://doi.org/10.1098/rsif.2012.0341
https://doi.org/10.1007/s00253-008-1423-4
https://doi.org/10.3109/07388551.2014.923372
https://www.ncbi.nlm.nih.gov/pubmed/25025271
https://doi.org/10.3920/BM2011.0021
https://www.ncbi.nlm.nih.gov/pubmed/22348910
https://doi.org/10.3382/ps.2010-00732


Int. J. Mol. Sci. 2025, 26, 216 14 of 15

14. van Zyl, W.H.; Rose, S.H.; Trollope, K.; Görgens, J.F. Fungal β-mannanases: Mannan hydrolysis, heterologous production and
biotechnological applications. Process Biochem. 2010, 45, 1203–1213. [CrossRef]

15. Chauhan, P.S.; Puri, N.; Sharma, P.; Gupta, N. Mannanases: Microbial sources, production, properties and potential biotechnologi-
cal applications. Appl. Microbiol. Biot. 2012, 93, 1817–1830. [CrossRef]

16. Inoue, H.; Yano, S.; Sawayama, S. Effect of β-Mannanase and β-Mannosidase Supplementation on the Total Hydrolysis of
Softwood Polysaccharides by the Cellulase System. Appl. Biochem. Biotech. 2015, 176, 1673–1686. [CrossRef]

17. Drula, E.; Garron, M.L.; Dogan, S.; Lombard, V.; Henrissat, B.; Terrapon, N. The carbohydrate-active enzyme database: Functions
and literature. Nucleic. Acids. Res. 2022, 50, D571–D577. [CrossRef]

18. Henrissat, B. A Classification of Glycosyl Hydrolases Based on Amino-Acid-Sequence Similarities. Biochem. J. 1991, 280, 309–316.
[CrossRef]

19. Romero-Romero, S.; Kordes, S.; Michel, F.; Hoecker, B. Evolution, folding, and design of TIM barrels and related proteins. Curr.
Opin. Struc. Biol. 2021, 68, 94–104. [CrossRef]

20. Birgersson, S.; Morrill, J.; Stenström, O.; Wiemann, M.; Weininger, U.; Söderhjelm, P.; Akke, M.; Stålbrand, H. Flexibility and
Function of Distal Substrate-Binding Tryptophans in the Blue Mussel β-Mannanase Man5A and Their Role in Hydrolysis and
Transglycosylation. Catalysts 2023, 13, 1281. [CrossRef]

21. Mafa, M.S.; Malgas, S. Towards an understanding of the enzymatic degradation of complex plant mannan structures. World J.
Microb. Biot. 2023, 39, 302. [CrossRef] [PubMed]

22. Kumagai, Y.; Yamashita, K.; Tagami, T.; Uraji, M.; Wan, K.; Okuyama, M.; Yao, M.; Kimura, A.; Hatanaka, T. The loop structure of
glycoside hydrolase family 5 mannanases governs substrate recognition. FEBS J. 2015, 282, 4001–4014. [CrossRef] [PubMed]

23. da Silva, V.M.; Cabral, A.D.; Sperança, M.A.; Squina, F.M.; Muniz, J.R.C.; Martin, L.; Nicolet, Y.; Garcia, W. High-resolution
structure of a modular hyperthermostable endo-β-1,4-mannanase from: The ancillary immunoglobulin-like module is a ther-
mostabilizing domain. BBA-Proteins Proteom. 2020, 1868, 140437. [CrossRef] [PubMed]

24. von Freiesleben, P.; Moroz, O.V.; Blagova, E.; Wiemann, M.; Spodsberg, N.; Agger, J.W.; Davies, G.J.; Wilson, K.S.; Stålbrand, H.;
Meyer, A.S.; et al. Crystal structure and substrate interactions of an unusual fungal non-CBM carrying GH26 endo-β-mannanase
from Yunnania penicillata. Sci. Rep. 2019, 9, 2266. [CrossRef]

25. Bågenholm, V.; Wiemann, M.; Reddy, S.K.; Bhattacharya, A.; Rosengren, A.; Logan, D.T.; Stålbrand, H. A surface-exposed GH26
β-mannanase from: Structure, role, and phylogenetic analysis of Man26B. J. Biol. Chem. 2019, 294, 9100–9117. [CrossRef]

26. Cartmell, A.; Topakas, E.; Ducros, V.M.A.; Suits, M.D.L.; Davies, G.J.; Gilbert, H.J. The Mannanase C Man26C Displays a Unique
Mode of Action That Is Conferred by Subtle Changes to the Distal Region of the Active Site. J. Biol. Chem. 2008, 283, 34403–34413.
[CrossRef]

27. Cantarel, B.L.; Coutinho, P.M.; Rancurel, C.; Bernard, T.; Lombard, V.; Henrissat, B. The Carbohydrate-Active EnZymes database
(CAZy): An expert resource for Glycogenomics. Nucleic Acids Res. 2009, 37, D233–D238. [CrossRef]

28. Katsimpouras, C.; Dimarogona, M.; Petropoulos, P.; Christakopoulos, P.; Topakas, E. A thermostable GH26 endo-β-mannanase
from capable of enhancing lignocellulose degradation. Appl. Microbiol. Biot. 2016, 100, 8385–8397. [CrossRef]

29. Hatada, Y.; Takeda, N.; Hirasawa, K.; Ohta, Y.; Usami, R.; Yoshida, Y.; Grant, W.D.; Ito, S.; Horikoshi, K. Sequence of the gene for
a high-alkaline mannanase from an alkaliphilic sp strain JAMB-750, its expression in and characterization of the recombinant
enzyme. Extremophiles 2005, 9, 497–500. [CrossRef]

30. Politz, O.; Krah, M.; Thomsen, K.K.; Borriss, R. A highly thermostable endo-(1,4)-β-mannanase from the marine bacterium
Rhodothermus marinus. Appl. Microbiol. Biot. 2000, 53, 715–721. [CrossRef]

31. Tailford, L.E.; Ducros, V.M.A.; Flint, J.E.; Roberts, S.M.; Morland, C.; Zechel, D.L.; Smith, N.; Bjornvad, M.E.; Borchert, T.V.; Wilson,
K.S.; et al. Understanding How Diverse β-Mannanases Recognize Heterogeneous Substrates. Biochemistry 2009, 48, 7009–7018.
[CrossRef] [PubMed]

32. Deboy, R.T.; Mongodin, E.F.; Fouts, D.E.; Tailford, L.E.; Khouri, H.; Emerson, J.B.; Mohamoud, Y.; Watkins, K.; Henrissat, B.;
Gilbert, H.J.; et al. Insights into plant cell wall degradation from the genome sequence of the soil bacterium. J. Bacteriol. 2008, 190,
5455–5463. [CrossRef] [PubMed]

33. Reddy, S.K.; Bagenholm, V.; Pudlo, N.A.; Bouraoui, H.; Koropatkin, N.M.; Martens, E.C.; Stalbrand, H. A beta-mannan utilization
locus in Bacteroides ovatus involves a GH36 alpha-galactosidase active on galactomannans. FEBS Lett. 2016, 590, 2106–2118.
[CrossRef] [PubMed]

34. Schoch, C.L.; Ciufo, S.; Domrachev, M.; Hotton, C.L.; Kannan, S.; Khovanskaya, R.; Leipe, D.; Mcveigh, R.; O’Neill, K.; Robbertse,
B.; et al. NCBI Taxonomy: A comprehensive update on curation, resources and tools. Database 2020, 2020, baaa062. [CrossRef]

35. Liu, H.X.; Gong, J.S.; Li, H.; Lu, Z.M.; Li, H.; Qian, J.Y.; Xu, Z.H.; Shi, J.S. Biochemical characterization and cloning of an
endo-1,4-β-mannanase from YH12 with unusually broad substrate profile. Process Biochem. 2015, 50, 712–721. [CrossRef]

36. Wang, Y.; Azhar, S.; Gandini, R.; Divne, C.; Ezcurra, I.; Aspeborg, H. Biochemical characterization of the novel β-mannanase
Man5-2 from Arabidopsis thaliana. Plant Sci. 2015, 241, 151–163. [CrossRef]

https://doi.org/10.1016/j.procbio.2010.05.011
https://doi.org/10.1007/s00253-012-3887-5
https://doi.org/10.1007/s12010-015-1669-0
https://doi.org/10.1093/nar/gkab1045
https://doi.org/10.1042/bj2800309
https://doi.org/10.1016/j.sbi.2020.12.007
https://doi.org/10.3390/catal13091281
https://doi.org/10.1007/s11274-023-03753-7
https://www.ncbi.nlm.nih.gov/pubmed/37688610
https://doi.org/10.1111/febs.13401
https://www.ncbi.nlm.nih.gov/pubmed/26257335
https://doi.org/10.1016/j.bbapap.2020.140437
https://www.ncbi.nlm.nih.gov/pubmed/32325255
https://doi.org/10.1038/s41598-019-38602-x
https://doi.org/10.1074/jbc.RA118.007171
https://doi.org/10.1074/jbc.M804053200
https://doi.org/10.1093/nar/gkn663
https://doi.org/10.1007/s00253-016-7609-2
https://doi.org/10.1007/s00792-005-0460-5
https://doi.org/10.1007/s002530000351
https://doi.org/10.1021/bi900515d
https://www.ncbi.nlm.nih.gov/pubmed/19441796
https://doi.org/10.1128/JB.01701-07
https://www.ncbi.nlm.nih.gov/pubmed/18556790
https://doi.org/10.1002/1873-3468.12250
https://www.ncbi.nlm.nih.gov/pubmed/27288925
https://doi.org/10.1093/database/baaa062
https://doi.org/10.1016/j.procbio.2015.02.011
https://doi.org/10.1016/j.plantsci.2015.10.002


Int. J. Mol. Sci. 2025, 26, 216 15 of 15

37. Zhang, H.; Sang, Q. Production and extraction optimization of xylanase and β-mannanase by QML-2 and primary application in
saccharification of corn cob. Biochem. Eng. J. 2015, 97, 101–110. [CrossRef]

38. Mizutani, K.; Tsuchiya, S.; Toyoda, M.; Nanbu, Y.; Tominaga, K.; Yuasa, K.; Takahashi, N.; Tsuji, A.; Mikami, B. Structure of
β-1,4-mannanase from the common sea hare at 1.05 Å resolution. Acta Crystallogr. F 2012, 68, 1164–1168. [CrossRef]

39. Ootsuka, S.; Saga, N.; Suzuki, K.; Inoue, A.; Ojima, T. Isolation and cloning of an endo-beta-1,4-mannanase from Pacific abalone
Haliotis discus hannai. J. Biotechnol. 2006, 125, 269–280. [CrossRef]

40. Larsson, A.M.; Anderson, L.; Xu, B.; Munoz, I.G.; Uson, I.; Janson, J.C.; Stalbrand, H.; Stahlberg, J. Three-dimensional crystal
structure and enzymic characterization of beta-mannanase Man5A from blue mussel Mytilus edulis. J. Mol. Biol. 2006, 357,
1500–1510. [CrossRef]

41. Cho, K.M.; Hong, S.Y.; Lee, S.M.; Kim, Y.H.; Kahng, G.G.; Kim, H.; Yun, H.D. A cel44C-man26A gene of endophytic GS01 has
multi-glycosyl hydrolases in two catalytic domains. Appl. Microbiol. Biot. 2006, 73, 618–630. [CrossRef] [PubMed]

42. Yoon, K.H.; Chung, S.; Lim, B.L. Characterization of the WL-3 mannanase from a recombinant. J. Microbiol. 2008, 46, 344–349.
[CrossRef] [PubMed]

43. Hogg, D.; Woo, E.J.; Bolam, D.N.; McKie, V.A.; Gilbert, H.J.; Pickersgill, R.W. Crystal structure of mannanase 26A from and
analysis of residues involved in substrate binding. J. Biol. Chem. 2001, 276, 31186–31192. [CrossRef] [PubMed]

44. Maruthamuthu, M.; Jiménez, D.J.; Stevens, P.; van Elsas, J.D. A multi-substrate approach for functional metagenomics-based
screening for (hemi)cellulases in two wheat straw-degrading microbial consortia unveils novel thermoalkaliphilic enzymes. Bmc
Genom. 2016, 17, 86. [CrossRef]

45. Garza, D.R.; Dutilh, B.E. From cultured to uncultured genome sequences: Metagenomics and modeling microbial ecosystems.
Cell Mol. Life Sci. 2015, 72, 4287–4308. [CrossRef]

46. Jeon, J.H.; Kim, S.J.; Lee, H.S.; Cha, S.S.; Lee, J.H.; Yoon, S.H.; Koo, B.S.; Lee, C.M.; Choi, S.H.; Lee, S.H.; et al. Novel Metagenome-
Derived Carboxylesterase That Hydrolyzes β-Lactam Antibiotics. Appl. Environ. Microb. 2011, 77, 7830–7836. [CrossRef]

47. Sathya, T.A.; Khan, M. Diversity of Glycosyl Hydrolase Enzymes from Metagenome and Their Application in Food Industry. J.
Food Sci. 2014, 79, R2149–R2156. [CrossRef]

48. Ferrer, M.; Martínez-Martínez, M.; Bargiela, R.; Streit, W.R.; Golyshina, O.V.; Golyshin, P.N. Estimating the success of enzyme
bioprospecting through metagenomics: Current status and future trends. Microb. Biotechnol. 2016, 9, 22–34. [CrossRef]

49. Patel, A.B.; Patel, A.K.; Shah, M.P.; Parikh, I.K.; Joshi, C.G. Isolation and characterization of novel multifunctional recombinant
family 26 glycoside hydrolase from Mehsani buffalo rumen metagenome. Biotechnol. Appl. Biochem. 2016, 63, 257–265. [CrossRef]

50. Tsukagoshi, H.; Nakamura, A.; Ishida, T.; Touhara, K.K.; Otagiri, M.; Moriya, S.; Samejima, M.; Igarashi, K.; Fushinobu, S.;
Kitamoto, K.; et al. Structural and Biochemical Analyses of Glycoside Hydrolase Family 26 β-Mannanase from a Symbiotic Protist
of the Termite Reticulitermes speratus. J. Biol. Chem. 2014, 289, 10843–10852. [CrossRef]

51. Hervé, C.; Rogowski, A.; Blake, A.W.; Marcus, S.E.; Gilbert, H.J.; Knox, J.P. Carbohydrate-binding modules promote the enzymatic
deconstruction of intact plant cell walls by targeting and proximity effects. Proc. Natl. Acad. Sci. USA 2010, 107, 15293–15298.
[CrossRef] [PubMed]

52. Ergün, B.G.; Çalik, P. Lignocellulose degrading extremozymes produced by Pichia pastoris: Current status and future prospects.
Bioproc Biosyst. Eng. 2016, 39, 1–36. [CrossRef] [PubMed]

53. Zhang, X.Y.; Rogowski, A.; Zhao, L.; Hahn, M.G.; Avci, U.; Knox, J.P.; Gilbert, H.J. Understanding How the Complex Molecular
Architecture of Mannan-degrading Hydrolases Contributes to Plant Cell Wall Degradation. J. Biol. Chem. 2014, 289, 2002–2012.
[CrossRef] [PubMed]

54. Sime, A.M.; Kifle, B.A.; Woldesemayat, A.A.; Gemeda, M.T. Microbial carbohydrate active enzyme (CAZyme) genes and diversity
from Menagesha Suba natural forest soils of Ethiopia as revealed by shotgun metagenomic sequencing. BMC Microbiol. 2024, 24,
285. [CrossRef]

55. Srivastava, P.K.; Kapoor, M. Production, properties, and applications of endo-β-mannanases. Biotechnol. Adv. 2017, 35, 1–19.
[CrossRef]

56. Sunna, A. Modular organisation and functional analysis of dissected modular β-mannanase CsMan26 from Caldicellulosiruptor
Rt8B.4. Appl. Microbiol. Biot. 2010, 86, 189–200. [CrossRef]

57. Li, Y.F.; Hu, F.J.; Wang, X.M.; Cao, H.; Liu, D.L.; Yao, D.S. A rational design for trypsin-resistant improvement of β-mannanase
MAN47 based on molecular structure evaluation. J. Biotechnol. 2013, 163, 401–407. [CrossRef]

58. Klibanov, A.M. Improving enzymes by using them in organic solvents. Nature 2001, 409, 241–246. [CrossRef]
59. Kaira, G.S.; Panwar, D.; Kapoor, M. Recombinant endo-mannanase (ManB-1601) production using agro-industrial residues:

Development of economical medium and application in oil extraction from copra. Bioresour. Technol. 2016, 209, 220–227. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.bej.2015.02.014
https://doi.org/10.1107/S1744309112037074
https://doi.org/10.1016/j.jbiotec.2006.03.008
https://doi.org/10.1016/j.jmb.2006.01.044
https://doi.org/10.1007/s00253-006-0523-2
https://www.ncbi.nlm.nih.gov/pubmed/16912849
https://doi.org/10.1007/s12275-008-0045-y
https://www.ncbi.nlm.nih.gov/pubmed/18604506
https://doi.org/10.1074/jbc.M010290200
https://www.ncbi.nlm.nih.gov/pubmed/11382747
https://doi.org/10.1186/s12864-016-2404-0
https://doi.org/10.1007/s00018-015-2004-1
https://doi.org/10.1128/AEM.05363-11
https://doi.org/10.1111/1750-3841.12677
https://doi.org/10.1111/1751-7915.12309
https://doi.org/10.1002/bab.1358
https://doi.org/10.1074/jbc.M114.555383
https://doi.org/10.1073/pnas.1005732107
https://www.ncbi.nlm.nih.gov/pubmed/20696902
https://doi.org/10.1007/s00449-015-1476-6
https://www.ncbi.nlm.nih.gov/pubmed/26497303
https://doi.org/10.1074/jbc.M113.527770
https://www.ncbi.nlm.nih.gov/pubmed/24297170
https://doi.org/10.1186/s12866-024-03436-9
https://doi.org/10.1016/j.biotechadv.2016.11.001
https://doi.org/10.1007/s00253-009-2242-y
https://doi.org/10.1016/j.jbiotec.2012.12.018
https://doi.org/10.1038/35051719
https://doi.org/10.1016/j.biortech.2016.02.133

	Introduction 
	Results 
	Construction and Screening of a Metagenomic Library 
	Sequence Analysis of a -Mannanase Gene, ManEM6 
	Heterologous Expression and Biochemical Characteristics of the Recombinant -Mannanase 

	Discussion 
	Materials and Methods 
	Cloning of -Mannanase from Larvae Gut Metagenome 
	Heterologous Expression and Purification of the Recombinant Protein 
	Biochemical Characterization of the Purified Recombinant Protein 
	Thin-Layer Chromatography (TLC) Analysis of Hydrolyzed Products 

	Conclusions 
	References

