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Abstract The camel rumen metagenome is an untapped
source of glycoside hydrolases. In this study, novel genes
encoding for a modular xylanase (XylC) and a cellulase
(CelC) were isolated from a camel rumen metagenome and
expressed in Escherichia coliBL21 (DE3). XylC with xylanase
(Xyn), CBM, and carbohydrate esterase (CE) domains was
characterized as a β-1,4-endoxylanase with remarkable catalyt-
ic activity on oat-spelt xylan (Kcat = 2919 ± 57 s−1). The impli-
cation of XylC’s modular structure in its high catalytic activity
was analyzed by truncation and fusion construction with CelC.
The resulting fusions including Cel-CBM, Cel-CBM-CE, and
Xyn-CBM-Cel showed remarkable enhancement in CMCase
activity with Kcat values of 742 ± 12, 1289 ± 34.5, and
2799 ± 51 s−1 compared to CelC with a Kcat of 422 ± 3.5 s−1.
It was also shown that the bifunctional Xyn-CBM-Cel with
synergistic xylanase/cellulase activities was more efficient than
XylC and CelC in hydrolysis of rice and barley straws.
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Introduction

Plants as the most abundant renewable biomass resource on the
Earth are mainly composed of cellulose and hemicellulose.
Therefore, plant materials are considered as prime feedstock

candidates for various applications including biofuel produc-
tion (Anwar et al. 2014; Limayem and Ricke 2012). Cellulose
is a linear homopolymer of β-1,4-linked glucose units, while
hemicellulose is a short and branched heteromeric mixture of
polymers consisting of D-xylose, D-arabinose, D-glucose, D-ga-
lactose, and D-mannose. Xylan is the main heteropolymer of
hemicellulose accounting for 20 to 30% of the hardwood and
herbaceous biomass as well as up to 50% of grass and cereal
tissues (Gírio et al. 2010). Xylan consists of a backbone of β-
1,4-linked xylose unites with several methylglucuronosyl, α-
arabinofuranosyl, and acetyl substitutions (Collins et al. 2005).
For many applications of cellulosic materials such as for bio-
fuel production, the enzymatic hydrolysis of plant biomass into
fermentable sugars is the major challenge. Complete degrada-
tion of cellulose requires three major classes of cellulases in-
cluding endo-1,4-β-glucanase (EC 3.2.1.4), cellobiohydrolase
(EC 3.2.1.91), and β-glucosidase (EC 3.2.1.21) (JoBoyce and
Walsh 2015; Juturu and Wu 2014; Knowles et al. 1987).
Likewise, the degradation of xylan needs cooperation of mul-
tiple enzymes including endo-1,4-β-xylanase (EC 3.2.1.8) and
β-xylosidase (EC 3.2.1.37) to convert xylan into xylose (Mert
et al. 2016). Obviously the endo-acting enzymes, i.e., endo-
1,4-β-glucanase and endo-1,4-β-xylanase, are very important
for conversion of lignocellulosic materials to fermentable
sugars. The enzymes hydrolyzing large polysaccharide mole-
cules to smaller ones provide more substrates for other en-
zymes involved in complete hydrolysis of cellulosic materials
(Van Dyk and Pletschke 2012). The cellulase and xylanase
enzymes are of great industrial importance with a variety of
applications such as in biobleaching of paper and pulp, biocon-
version of lignocellulosic materials such as agricultural wastes
to fermentative products like biofuels and beverages, extraction
and clarification of juices, and improvement of nutritional val-
ue of animal feeds (Gangwar et al. 2014; Golan 2010; Jemli
et al. 2016). Bifunctional enzymes, in particular, are of special
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interest from both molecular evolution and applied aspects.
Such cellulolytic enzymes have been characterized from vari-
ous sources includingmetagenomes (Chang et al. 2011; Ghatge
et al. 2014; Rashamuse et al. 2013). In addition to the naturally
existing bifunctional enzymes, several attempts have been
made to engineer synthetic ones (Hong et al. 2006; Rizk et al.
2015). In this study, a camel rumen metagenome was used to
discover novel cellulolytic enzymes. In this way, a modular
xylanase (XylC) and a single-domain endoglucanase (CelC)
were obtained and analyzed to elucidate their biochemical
and structural characteristics. The modular XylC was com-
posed of a xylanase (Xyn) domain, a carbohydrate-binding
module (CBM), and a carbohydrate esterase (CE) domain.
The enzyme was truncated to reveal the impact of its modular
structure on the activity and stability of the xylanase domain. In
addition, three hybrid fusions including Xyn-CBM-Cel, Cel-
CBM, and Cel-CBM-CE were constructed by fusing the
XylC’s domains to CelC (Fig. 1). Subsequently, the wild type,
truncated, and fusion enzymes were analyzed for kinetics and
biochemical characteristics. This study provides insights into
the engineering of novel glycoside hydrolases with improved
catalytic activity for conversion of plant biomass to fermentable
sugars.

Materials and methods

Bioinformatics analysis

The homology search was conducted using BlastX program at
NCBI website (https://blast.ncbi.nlm.nih.gov/Blast.cgi). The
signal peptide was predicted using SignalP program (http://
www.cbs.dtu.dk/services/SignalP/). The protein structural
features were analyzed against the PROSITE (http://prosite.
expasy.org/) and the NCBI conserved domain (https://www.
ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi) databases. The
multiple sequence alignment and phylogenetic analysis were

conducted by MEGA7 software using neighbor joining
method and a bootstrap of 1000 replicates (Kumar et al. 2016).

Gene cloning, expression, and purification of wild
and engineered enzymes

The camel rumen metagenome used in this study was avail-
able from our previous study (Gharechahi et al. 2015). The
metagenome served as template for isolation of xylC encoding
a multidomain xylanase and celC encoding an endoglucanase.
The genes were isolated by PCR using primers 1 and 2 for
xylC and primers 3 and 4 for celC (see Table 1 for all primers
and restriction enzymes used in this study). The amplified
genes were purified and separately cloned into pET-26b
(Novagen, Madison, WI, USA) giving rise to plasmids
pExylC and pEcelC. The correct recombinant plasmids were
identified by sequencing and then were used for transforma-
tion of Escherichia coliBL21 (DE3) (Novagen, Madison,WI,
USA) for protein expression. The transformed cells were
grown at 37 °C in Luria-Bertoni (LB) broth containing
50 μg ml−1 kanamycin, and when the optical density of the
cell culture was 0.8 (absorbance 600 nm), the cells were in-
duced with 0.2 mM isopropyl-β-thiogalactopyranoside
(IPTG) for gene expression. The growing cells were then in-
cubated at 20 °C for 22 h and finally were harvested by cen-
trifugation at 7000×g for 15 min. The histidine-tagged recom-
binant proteins were purified by Ni-NTA affinity chromatog-
raphy as recommended by the manufacturer (Qiagen, Hilden,
Germany). The purity and concentration of the enzymes were
assayed by sodium dodecyl sulfate-polyacrylamide gel elec-
trophoresis (SDS-PAGE) and the Bradford method, respec-
tively (Laemmli 1970; Bradford 1976). The truncated forms
of XylC and the fusion hybrids of XylC and CelC were
engineered as follows: the gene segment xyn encoding for
the xylanase domain of XylC (residues 2–229) was isolated
from pExylC using primers 1 and 5 and subcloned into
pET26b using BamHI and XhoI restriction sites to make
pExyn. The gene segment xyn-cbm encoding for the xylanase
domain plus CBM module of XylC (residues 2–486) was
isolated from pExylC using primers 1 and 6 and subcloned
into pET26b using BamHI and SacI restriction sites to make
pExyn-cbm. Subsequently, celC was amplified from pEcelC
using primers 7 and 4 and inserted into pExyn-cbm using SacI
and XhoI restriction sites to make pExyn-cbm-cel.

Likewise, the gene segment cbm-ce encoding the CBM
plus CE domain of XylC (residues 221–687) was isolated
from pExylC using primers 8 and 2, and subcloned into
pET26b using SacI and XhoI restriction sites to make
pEcbm-ce. Subsequently, celC was amplified from pEcelC
using primers 3 and 9 and inserted into pEcbm-ce using
BamHI and SacI restriction sites to produce pEcel-cbm-ce.
Finally, the fusion gene cel-cbm encoding for CelC plus
XylC’s CBM was isolated from pEcel-cbm-ce using primers

Xyn CBM CE

Xyn CBM

Xyn

Cel

Cel CBM CE

CBM CelXyn

XylC

Xyn-CBM

Xyn

CelC

Cel-CBM-CE

Xyn-CBM-Cel

Cel CBMCel-CBM

Name Structure MW (kDa)

79.8

57.6

41

37.8

68.9

91.1

92.7

Fig. 1 Schematic representation of the molecular structure of wild-type
XylC and CelC as well as the truncated and fusion enzymes constructed
in this study
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3 and 10 and subcloned into pET26b using BamHI and
HindIII restriction sites to make pEcel-cbm. All the recombi-
nant plasmids were expressed in E. coli BL21 (DE3), and the
engineered proteins were purified by Ni-NTA affinity
chromatography.

Enzyme activity assays

The activities of native, truncated, and fusion enzymes were
assayed by determination of reducing sugars using 3,5-
dinitrosalicylic acid (DNS) reagent (Miller 1959). Cellulase
and xylanase activity were measured, respectively, using
carboxymethyl cellulose (CMC) and oat spelt xylan (OSX)
as standard substrates. Assay mixtures containing either 1%
CMC or 1% OSX in 0.1 M citrate buffer (pH 5) were incu-
bated for 45 min at 35 °C. The reactions were stopped by
adding three volumes of DNS reagent and heating at 100 °C
for 10 min. Finally the absorbance of the developed color was
measured at 540 nm to determine enzyme activity. The effect
of temperature on the activity of the wild-type and engineered
enzymes was analyzed by incubating the assay mixtures at
various temperatures. Then, the pH effect was studied by as-
says conducted in various buffers including citrate-phosphate
buffer (pH 3–6), phosphate-buffered saline (pH 6–9), and gly-
cine NaOH (pH 9–11) at the optimum temperature. The kinet-
ic parameters including Vmax and Km were determined by
fitting the initial velocities at different substrate concentrations
with the Michaelis-Menten equation using SigmaPlot soft-
ware (Systat, San Jose, CA, USA).

Denaturing and non-denaturing protein electrophoresis

The purity of the enzymes was analyzed by SDS-PAGE using
12% polyacrylamide gels by a BioRad system (Bio-Rad,
Mississauga, ON, Canada) at 85 v for 2 h. The protein bands
were visualized by Coomassie Blue staining. The functional
activity of the purified enzymes was assayed by zymography
using non-denaturing gel electrophoresis with SDS-free

polyacrylamide gels. Purified enzymes were electrophoresed
at 4 °C on 12% gels containing either CMC or OSX (0.2%).
At the end, the gels were soaked first in deionized water for
15min at room temperature and then in citrate phosphate buffer
(0.1 M, pH 5) for 45 min at 37 °C. Finally the gels were stained
with 0.1% Congo Red solution (15 min) and then destained in
1 M NaCl to detect the functional activity of the enzymes.

TLC analysis of hydrolysis products

The enzymatic hydrolysis of CMC and OSX was analyzed by
thin layer chromatography (TLC). The enzyme reactions were
performed under the standard conditions, and after 24 h, 2 μl
of each reaction were spotted on a 60 F254 silica gel plate
(Merck, Darmstadt, Germany). The chromatography was con-
ducted using a mixture of acetic acid/2-butanol/water at a ratio
of 1:2:1 as mobile phase. At the end, the TLC plate was dried
at room temperature, sprayed with 10% solution of H2SO4 in
methanol, and developed by heating at 120 °C for 10 min.

GenBank accession numbers

The genes encoding for XylC and CelC were submitted to
GenBank with accession numbers KX644152 and KX644147,
respectively.

Results

Findings from bioinformatics analysis

The translated amino acid sequence of xylC and celCwas used
for in silico analyses. Using SignalP server a putative signal
peptide of 27 amino acids was identified in XylC that seems to
be recognized and cleaved between two adjacent alanines
within the VQAAT recognition sequence. The structural fea-
tures of XylC were analyzed by the PROSITE as well as the
NCBI conserved domain databases. The results indicated that

Table 1 List of primers and
restriction enzymes used in this
study

No. Sequence Restriction enzyme

1 AAGGATCCCAAAAACGGTTTAAAAGTAGC BamHI

2 AACTCGAGATATGTTGCTGACCAG XhoI

3 ATGGATCCCACACCGTTTGAAAAATAC BamHI

4 TACTCGAGTCTTCCCATGATGTTCTTC XhoI

5 AAGAGCTCCGTCTATAAGAATAACCTGATC SacI

6 AAGAGCTCAACTGGTTCTTGTTATTATTCTG SacI

7 ATGAGCTCCACACCGTTTGAAAAATAC SacI

8 AACTCGAGGGAATTCTGAGCACTG XhoI

9 TAGAGCTCAATCTTCCCATGATGTTC SacI

10 TAAAGCTTCTGGTTCTTGTTATTATTCTG HindIII
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XylC has modular structure consisting of a family 11 glycosyl
hydrolase (Xyn) domain (30–224 residues), a family 36 carbo-
hydrate binding module (CBM) domain (313–430 residues),
and a family 4 carbohydrate esterase (CE) domain (487–668
residues). The modular enzyme shared homology to some se-
quences predicted as encoding for peptidoglycan/xylan/chitin
deacetylase from genome projects of Butyrivibrio and
Pseudobutyrivibrio species (Fig. 2a–d). In particular, the amino
acid sequence of XylC showed significant identity (97%) with a
sequence from Butyrivibrio hungatei (accession no.
SCX74996.1). Otherwise, the identity of XylC with other se-
quences in NCBI database was below 65%. The phylogenetic
analysis of XylC was conducted by the MEGA software using
the homologous sequences obtained fromBLASTsearch (blastp
suite of NCBI) (Kumar et al. 2016). The phylogenetic tree con-
firmed the evolutionary relatedness of XylC with the sequences
predicted as peptidoglycan/xylan/chitin deacetylase from the ru-
minal and termite hindgut bacteria of Lachnospiraceae family
(Fig. 2a). The xylanase domain of XylC is distantly related with
xylanases from Bacillus species (Fig. 2b), while the CBM and
CE domains are more specific and evolutionarily quite distinct
from their homologs (Fig. 2c, d).

In the case of CelC, no signal sequence was identified by the
SignalP server. The enzyme with 313 amino acids was predict-
ed using the NCBI BlastP search engine to be an endoglucanase
belonging to the family 5 glycosyl hydrolases. Also, CelC
showed 89% identity with a predicted endoglucanase sequence
from the Lachnospiraceae family of bacteria (accession no.
SDJ16454). Other sequences in NCBI database showed an
identity of less than 60% with the amino acid sequence of
CelC (Fig. 2e). The phylogenetic tree in Fig. 2e exhibits a
clustering pattern of CelC among predicted endoglucanases
from various bacteria of the Lachnospiraceae family.

Purification and characterization of wild and engineered
enzyme variants

The genes encoding for XylC and CelC were PCR amplified
from the metagenomic template and successfully expressed in
E. coliBL21 (DE3) using pET-26b as the expression vector. In
addition to the wild-type genes, the truncated ones coding for
Xyn-CBM and Xyn as well as the fusion genes coding for
Xyn-CBM-Cel, Cel-CBM, and Cel-CBM-CE were construct-
ed and successfully expressed in the same way as the wild-
type enzymes. The expressed proteins with a C-terminal His-
tag were purified to homogeneity using Ni-NTA resin. The
purity and activity of the proteins were checked by SDS-
PAGE (Fig. 3a, b) and zymography (Fig. 3c, d). The purified
proteins were of the expected molecular weights as given in
Fig. 1. The functional activity of the proteins was analyzed by
zymography using OSX or CMC as substrate. As it can be
seen in Fig. 3, both the wild and engineered enzymes all were
functional. Importantly, the fusion Xyn-CBM-Cel was

bifunctional with both xylanase activity on OSX and cellulose
activity on CMC. Subsequently, the kinetics of the wild-type,
truncated, and fusion enzymes were investigated (Table 2).
The wild-type XylC was shown to be a β-1,4-endoxylanase
with a Kcat value of 2919 s−1 on OSX. The end products of
OSX hydrolysis were tetra-, tri-, di-, and mono-saccharides as
revealed by TLC (Fig. 4a, b). On the other hand, CelC was
shown to be a β-1,4-endoglucanase with a Kcat of 422 s−1 on
CMC and formation of tetra-, di-, andmono-saccharides as the
end products (Fig. 4c).

In this study, the impact of the modular structure of XylC
on its xylanase activity was investigated by domain trunca-
tion. The removal of the CE domain decreased the specific
activity and the Kcat of the truncated Xyn-CBM by 14 and
40% respectively, as compared with XylC. A further trunca-
tion by removing the CBM domain decreased the specific
activity and the Kcat of the truncated Xyn much more drasti-
cally by 88 and 95%, respectively. The impact of the trunca-
tions was also reflected by the rise in the Km values of Xyn-
CBM and Xyn by 2.1 and 2.7 times. From the observations, it
seems obvious that the CBM has a very important contribu-
tion to the high xylanase activity of XylC. Also, it may be
assumed that the presence of CE domain is important for
optimum configuration of other domains as was indicated by
the significant rise in the Km value of Xyn-CBM as compared
to that of XylC.

Additional insights were provided by fusing the XylC’s
domains to CelC for construction of hybrid fusion proteins
(i.e., Cel-CBM, Cel-CBM-CE, and Xyn-CBM-Cel). The anal-
ysis of CMCase activity of the fusion proteins indicated that
the XylC’s domains remarkably improved the kinetic param-
eters of the cellulase domain (Table 2). By fusing the Xyn-
CBM domains to the N-terminus of CelC, the Kcat of the
bifunctional Xyn-CBM-Cel for CMCase activity enhanced
by 6.6 times as compared to CelC. Likewise, by fusing the
CBM-CE domains or the CBM alone to the C-terminus of
CelC, the resulting Cel-CBM-CE and Cel-CBM fusions
showed enhancement of Kcat by 3 and 1.6 times, respectively.
One interesting observation was that the CBM domain of
XylC could also improve the CMC binding affinity of Cel-
CBM as was indicated by the Km. However, the Kcat of Cel-
CBM-CE and Xyn-CBM-Cel were 1.7 and 3.8 times higher
than that of Cel-CBM while their substrate binding affinity
was lower. Therefore, it can be assumed that the highly ele-
vated CMCase activity of Cel-CBM-CE and Xyn-CBM-Cel
may partly be due to an improved substrate binding affinity
and more importantly to an enhanced catalytic activity that
occurred by the modular structure of the fusion biocatalysts.

Effect of temperature on the enzyme activity

The activity of XylC was assayed in the range of 5–65 °C
using OSX as substrate. The results showed that the optimum
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temperature for the enzyme activity was at 35 °C while 25 and
13% of the activity could still be measured at 5 and 65 °C,
respectively (Fig. 5a). The truncation of XylC, first by the
removal of the CE domain and then the CBM, upshifted the
optimum temperature to 40 and 45 °C for the resulting Xyn-
CBM and Xyn molecules. When CelC was fused to the C-
terminus of Xyn-CBM, the optimum temperature for xylanase
activity of the resulting Xyn-CBM-Cel fusion was restored to
35 °C while the temperature range for the enzyme activity was
shortened to 20–45 °C.

The effect of temperature on the activity of CelC was stud-
ied in the range of 5–50 °C using CMC as substrate (Fig. 5b).
The optimum temperature for CelC activity was at 35 °C, and
the enzyme showed 38 and 71% of the activity at 5 and 50 °C,
respectively. The hybrid fusions including Cel-CBM, Cel-
CBM-CE, and Xyn-CBM-Cel showed the same optimum
temperature as that of CelC for CMCase activity, but the rel-
ative activity of the fusions at other temperatures was signif-
icantly reduced in comparison with CelC.

Thermal stability of the enzymes

The thermal stability of XylC and CelC was analyzed during
1-h incubation at 40, 45, and 50 °C. The results showed that
XylC was quite stable at 40 and 45 °C but tend to lose activity
at 50 °C with a total loss of 64% after 1 h (Fig. 5c). The
truncated forms of XylC including Xyn-CBM and Xyn were
more stable and lost only 22 and 36% of their original activity
after 1-h incubation at 50 °C. It seems that the CE domain has
an important impact on the thermal behavior of XylC.

In contrast, CelC was not stable at 45 °C and lost 22% of its
activity during 1-h incubation (Fig. 5d). Also, the fusion forms
of CelC showed different degrees of thermal stability at 45 °C.
In particular, the Cel-CBM-CE was less stable than other fu-
sions exhibiting total loss of activity in 30min. The CE domain
of XylC seemed to impose a severe adverse effect on the sta-
bility of Cel-CBM-CE as was the case with the parental XylC.

Effect of pH on the enzyme activity

The effect of pH on the activity of the wild-type and
engineered enzymes was studied in the range of 3–10. The
activity pH profile of the XylC showed that the enzyme with
maximum activity at pH 5 might be classified as an acidic
xylanase (Fig. 5e). However, it could remain active all over
the tested pH range with about 20% activity at the two extreme
pH values. The truncation of XylC upshifted the optimum pH
to 6 for Xyn-CBM, but a further truncation by the removal of
CBM restored the optimum pH value to 5 for Xyn.
Replacement of the CE domain of XylC with CelC raised
the optimum pH of the resulting Xyn-CB-Cel fusion to 7.

The optimum pH for CMCase activity of CelC was at 5
which remained unaffected for all CelC fusions (Fig. 5f).

However, the pH range for CMCase activity was significantly
shortened to pH 5–7 in the case of Cel-CBM-CE. The bifunc-
tional Xyn-CBM-Cel showed more than 80% of both
xylanase and CMCase activities in the range of pH 5–6.
Given that pH 5 is optimum for cellulase activity of Xyn-
CBM-Cel, it seems reasonable to take the same pH as opti-
mum for the bifunctional enzyme.

The effect of salt on enzyme activity

The effect of salt on the activity of XylC and CelC as well as
the truncated and fusion enzymes was studied by enzyme
assays conducted in the presence of varying concentrations
of NaCl at optimum temperature and pH. The salt in the range
of 1–4 M was shown to have stimulating effect on XylC im-
proving the enzyme activity between 78 and 163% (Fig. 6a).
The xylanase activity of all truncated and fusion enzymes,
especially Xyn-CB and Xyn-CB-Cel, was also stimulated by
NaCl. In contrast, the activity of CelC and its derivatives was
inhibited by a high salt concentration (Fig. 6b). However, the
CMCase activity of CelC and Xyn-CBM-Cel could be stim-
ulated by low salt concentrations up to 1 M. Compared to
CelC, its fusions were generally more susceptible to high salt
inhibition especially Cel-CBM and Cel-CBM-CE that were
completely inactivated by 2.5 and 3 M NaCl, respectively.

Hydrolysis of rice and barley straw by wild, truncated,
and fusion enzymes

The rice and barley straws were used to perform an evaluation
on the hydrolysis of plant biomass by the enzymes. The straws
were ground with a grinder, autoclaved, washed with water,
and dried before being used in enzyme assays. The enzyme
activities were assayed in citrate-phosphate buffer (pH 5) con-
taining 20 mg ml−1 of each straw at 35 °C for 2 h. The con-
centration of the reducing sugars released as a function of
enzyme activity was determined by the DNS method. The
results showed that XylC was 24 and 37 times more efficient
than CelC in the hydrolysis of rice and barley straws, respec-
tively (Table 3). In agreement with data presented in Table 2,
the CelC fusions showed enhanced activity on both straws in
comparison with the parental CelC. On the other hand, the
XylC-truncated forms were less efficient than XylC. The re-
sults also showed that the fusion Xyn-CBM-Cel was 2 and 1.7
times more efficient than XylC in solubilization of rice and
barley straws, respectively.

An experiment was also designed with the 1:1 stoichiomet-
ric mixtures of XylC plus CelC as well as Xyn-CBM plus
CelC to compare the efficiency of the mixtures against Xyn-
CBM-Cel in the hydrolysis of rice and barely straws. The
results showed that the XylC plus CelC and the Xyn-CBM
plus CelC mixtures exhibited, respectively, 51 and 43% activ-
ities on rice straw and 62 and 58% activities on barely straw as
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XylC

SCX74996 (Butyrivibrio hungatei)
AMO13186 (Termite hindgut)

SCX08176 (Lachnospiraceae bacterium YSD2013)

P83513.2 (Pseudobutyrivibrio xylanivorans)

SCZ79533 (Pseudobutyrivibrio xylanivorans)

SES72909 (Clostridium polysaccharolyticum)

CUH92150 (Herbinix luporum)

WP_058257446 (Herbinix luporum)

CRZ35005 (Herbinix hemicellulosilytica)

WP_024993109 (Bacteroides paurosaccharolyticus)

WP_005357442 (Eubacterium siraeum)

WP_041326529 (Ruminococcus champanellensis)

CDD54453 (Ruminococcus sp. CAG:379)

SCJ72860 (Ruminococcus sp.)

CDA74207 (Ruminococcus sp. CAG:579)

WP_028509997 (Ruminococcus sp. NK3A76)

WP_005353934 (Eubacterium siraeum)

ADU23223 (Ruminococcus albus)

CCY73234 (Eubacterium sp. CAG:115)

CCY17636 (Eubacterium sp. CAG:786)

WP_014281831 (Paenibacillus terrae)

WP_025723193 (Paenibacillus polymyxa)100

100

100

100

100

99

34

94

99

53

57

72

50
45

31

32

21

11

11

42

0.1

CCY77992 (Butyrivibrio crossotus)

WP_055222565 (Coprococcus eutactus)

WP_004604095 (Eubacterium cellulosolvens)

WP_051527028 (Eubacterium cellulosolvens)

WP_038288317 (Clostridium aminophilum)

AFA47670 (Acetobacterium woodii DSM 1030)

CUQ62176 (Ruminococcus torques)

WP_019161320 (Ruminococcus sp. JC304)

CCY31123 (Roseburia inulinivorans CAG:15)

SCH69305 (Clostridium sp.)

EOS78291 (Dorea sp. 5-2)

SEH38725 (Pseudobutyrivibrio ruminis)

SER32047 (Olsenella umbonata)

WP_016308263 (Enterorhabdus caecimuris)

WP_051190822 (Enterorhabdus mucosicola)

CUN18673 (Ruminococcus torques)

WP_055237826 (Eubacterium rectale)

SEK53925 (Pseudobutyrivibrio ruminis)

SFH71551 (Pseudobutyrivibrio sp. OR37)

WP_022784366 (Lachnospiraceae bacterium NK4A179)

SDJ16454 (Lachnospiraceae bacterium G41)

CelC

WP_022781120 (Lachnospiracea bacterium NK4A136)

WP_051603367 (Lachnospiraceae bacterium NC2008)100

100

100

100

100

100

100

99

100

100

95

62

34

89

76

51
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compared to the activities of Xyn-CBM-Cel on the same sub-
strates. Therefore, the fusion Xyn-CBM-Cel proved to be by
far more efficient than not only either of the parental enzymes
but also their mixture.

Discussion

The mammalian herbivores like camels are thoroughly depen-
dent on their symbiotic microorganisms to obtain carbon and
energy from plant biomass. Therefore, the rumen environment is
deemed to contain specialized lignocellulose degrading en-
zymes which are produced by a variety of cultured and uncul-
tured microorganisms. In the current study, a metagenome of
camel rumen was investigated for novel cellulose and xylan
degrading enzymes. Among the procured metagenomic se-
quences, two novel genes—one predicted to encode a modular
multidomain xylanase (XylC) and the other to encode an
endoglucanase (CelC)—were picked for subsequent characteri-
zation. XylC was proved to be an endoxylanase exhibiting re-
markable activity on OSX with a Vmax and Kcat value of

2299.4 U mg−1 and 2919 s−1, respectively. This remarkable
xylanase activity of XylC is quite interesting as compared to
other characterized xylanases. For instance, the modular endo-
1,4-β-xylanase XynA from Clostridium cellulovorans has an
activity of 155.3 U mg−1 on OSX at 37 °C (Kosugi et al.
2002). The bifunctional endoxylanase XynS20E from the rumi-
nal fungus Neocallimastix patriciarum shows an activity of
131.3 U mg−1 on OSX under optimized conditions at 49 °C
(Pai et al. 2010). The endoxylanase XynG1-1 from
Paenibacillus campinasensis with a family 6-36 CBM exhibits
aKcat value of 826.12 s

−1 (Liu et al. 2015). XylCwithmaximum
activity at about 35 °C, keeping 25% of the activity at 5 °C, as
well as instability at temperatures above 45 °C shares similarity
with cold-adapted enzymes such as Pseudoalteromonas
haloplanktis xylanase (Collins et al. 2002). In general, cold-
adapted enzymes show higher rates of catalytic activity at mod-
erate and cold temperatures compared to their mesophilic and
thermophilic counterparts (Siddiqui and Cavicchioli 2006). The
high catalytic activity of cold-adapted enzymes has been as-
cribed to a more flexible structure that allows a faster
substrate/product diffusion rate. However, it is noteworthy that
the elevated catalytic activity of cold-adapted enzymes has been
obtained at the expense of a lowered thermal stability (Van Den
Burg 2003). In agreement, the removal of CE and CBM-CE
domains from XylC resulted in an increased thermal stability
of truncated Xyn-CBM and Xyn with concomitant decrease in
xylanase activity.

It has been suggested that CBMs can enhance the catalytic
activity of plant biomass hydrolases by mediating a prolonged

�Fig. 2 Phylogenetic analysis of the multidomain xylanase XylC (a), its
individual domains including xylanase domain (b), carbohydrate binding
module (c), and carbohydrate esterase domain (d) as well as the
endoglucanase CelC (e). The phylogenetic trees were constructed by
Mega software using neighbor joining method with 1000 bootstrapping.
The percentage of replicate trees in which the related taxa clustered
together in the bootstrap test is shown next to the branches. The scale
bars indicate the number of substitutions per amino acid site

4321 3M 21 M

a

4321 4321

c

100
75

63

48

35

25

100
75

63

48

35

25

b

d

Fig. 3 SDS-PAGE and
zymogram analysis of wild-type
and engineered enzymes. Purified
enzymes were checked on 12%
acrylamide gels. a 1—Xyn, 2—
Xyn-CBM, 3—XylC, 4—Xyn-
CBM-Cel, M—protein marker. b
1—Cel-CBM-CE, 2—Cel-CBM,
3—CelC,M—protein marker.
The activity of the purified pro-
teins was analyzed by
zymography using native PAGE
gels containing either OSX (Fig.
2c) or CMC(Fig. 2d) as follows. c
1—Xyn, 2—Xyn-CBM, 3—
Xyn-CBM-Cel, 4—XylC and d
1—CelC, 2—Cel-CBM-CE, 3—
Xyl-CBM-Cel, 4—Cel-CBM
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and intimate association between the enzyme and its target
substrate (Henshaw et al. 2004). In accordance, Liu et al.
(2015) have reported that the removal of the xylanase binding
domain from XynG1-1 decreased the catalytic activity of the
enzyme on OSX by 25%. In our study, a similar approach by
the removal of CBM-CE domains from XylC resulted in a
more severe loss of activity (88%) on the same substrate.
Given the high catalytic activity of XylC, it seems that the
specific type of CBM can efficiently mediate binding of cat-
alytic domain to substrate.

The fusion of proteins is an effective approach to engineer
novel enzymes with improved catalytic activity (Yang et al.
2016). When two enzyme are fused together, the catalytic ac-
tivity may either decrease or increase for both, or even increase
for one while decrease for the other (Sun et al. 2011). Also, it
has been shown that the order of domains in a fusion protein is
decisive for the activity of each domain. For instance, the fusion
of a cellulase (Cel5C) and a xylanase (XynA) from Thermotoga
maritimawas bifunctional only when the cellulase domain was
at the N-terminus; otherwise, the fusion protein was not func-
tional at all (Hong et al. 2006). In another study, two fusion
proteins in reverse orientations were constructed using the cel-
lulase Cel5C and aβ-glucosidase (BglB) from T. maritima. The
Cel5C was functional in both constructs but the BglB retained
activity only when it was fused to the N-terminus of Cel5C
(Hong et al. 2007). However, the chimeras made from an
endoglucanase (Cel5A) from Fervidobacterium gondwanense
and an endoxylanase (XylT) isolated from hot thermal springs
were bifunctional in both orientations (Rizk et al. 2015).

In this study, the hybrid fusions of CelC showed significant
enhancement in CMCase activity. By comparison to CelC, the
catalytic efficiency (Kcat/Km) of the fusions including Xyn-
CBM-Cel, Cel-CBM-CE, and Cel-CBM for CMCase activity
was improved by 8.4, 3.7, and 3.2 times, respectively.

In contrast to non-halophilic enzymes that tend to precipi-
tate or become inactivated at high concentrations of salt, hal-
ophilic enzymes require a minimum salt concentration of
about 2 M for their activity and stability (Madern et al.
2000; Wejse et al. 2003). In this study, not only XylC could
tolerate high NaCl concentrations of up to 4 M, but also its
xylanase activity was stimulated by more than 2.5 times. The
truncation analysis of XylC revealed that the structural integ-
rity of the enzyme is required for maximum stimulation of
xylanase activity by salt. The enzymatic behavior of XylC in
the presence of high concentrations of salt resembles that of
halophilic enzymes. For instance, the halophilic xylanase

Table 2 Kinetics parameters of
the wild-type (XylC and CelC),
truncated, and fusion enzymes for
oat spelt xylan (OSX) and
carboxymethyl cellulose (CMC)
hydrolysis

Enzyme name Substrate Km (mg ml−1) Specific activity
(U mg−1)

Kcat (s
−1) Kcat/Km

XylC OSX 4.55 ± 0.55 2299.4 ± 45 2919 ± 57 641.6 ± 66

CMC – – – –

Xyn-CBM OSX 9.66 ± 0.34 1980.5 ± 46 1761 ± 20 182.3 ± 4

CMC – – – –

Xyn OSX 12.2 ± 0.95 276.5 ± 14.5 161 ± 8.5 13.2 ± 1.7

CMC – – – –

Xyn-CBM-Cel OSX 3.16 ± 0.14 922.4 ± 19 1375.4 ± 28 435 ± 10.5

CMC 9.8 ± 0.7 1979 ± 35 2799 ± 51 285.6 ± 25

Cel-CBM-CE OSX 8.56 ± 0.61 2.3 ± 0.021 3.36 ± 0.3 0.39 ± 0.06

CMC 10.3 ± 0.6 883 ± 23.5 1289 ± 34.5 125 ± 10.5

Cel-CBM OSX 2.45 ± 0.35 4.25 ± 0.34 4.64 ± 0.37 1.9 ± 0.1

CMC 6.8 ± 0.5 680 ± 11 742 ± 12 109 ± 10

CelC OSX 20 ± 1.7 3.3 ± 0.46 2.01 ± 0.28 0.1 ± 0.06

CMC 12.3 ± 0.9 688 ± 6 422 ± 3.5 34 ± 2.2
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Fig. 4 Thin layer chromatography (TLC) analysis of OSX and CMC
hydrolysis by XylC and CelC. Reactions were conducted under standard
conditions, and the resulting hydrolysis products were analyzed by TLC.
a OSX hydrolysis by XylC: lane 1, marker containing mono-, di-, tri-,
tetra-, and pentose sugars; lane 2, control without enzyme; and lane 3–8,
XylC-treated OSX after 1, 2, 4, 6, 8, and 24 h incubation. b OSX hydro-
lysis by XylC after 48 h incubation: lane 1, control without enzyme; lane
2, marker; and lane 3, XylC-treated OSX after 48 h incubation. c CMC
hydrolysis by CylC: lane 1, marker; lane 2, CelC treated CMC after 48 h
incubation; and lane 3, control without enzyme
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XynA from Zunongwangia profunda is stimulated by NaCl in
the range of 1–5 M with maximum activity at 3 M (Liu et al.
2014). In contrast, the halotolerant xylanases, Xyl 1 and Xyl 2,

from a halophilic bacterium have been reported to be stimu-
lated by 1 M NaCl while they were inhibited at higher salt
concentrations (Wejse et al. 2003). Therefore, compared to the
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Fig. 5 Impact of temperature and pH on enzyme activity. a Impact of
temperature on the xylanase activity of XylC (filled circle), Xyn-CBM
(empty circle), Xyn-CBM-Cel (filled inverted triangle), and Xyn (empty
triangle) was studied using OSX as substrate in citrate-phosphate buffer
(pH 5). b Impact of temperature on the cellulase activity of CelC (filled
circle), Xyn-CBM-Cel (empty circle), Cel-CBM-CE (filled inverted
triangle), and Cel-CBM (empty triangle) was studied using CMC as
substrate in citrate-phosphate buffer (pH 5). c Impact of temperature on
the stability of XylC (filled circle), Xyn-CBM (empty circle), Xyn-CBM-
Cel (filled inverted triangle), and Xyn (empty triangle). The enzymes
were incubated at 50 °C in citrate-phosphate buffer (pH 5) for 1 h, and
the residual activity was determined at 15-min intervals at 35 °C. d
Impact of temperature on the stability of CelC (filled circle), Xyn-

CBM-Cel (empty circle), Cel-CBM-CE (filled inverted triangle), and
Cel-CBM (empty triangle). The enzymes were incubated at 45 °C in
citrate-phosphate buffer (pH 5) for 1 h, and the residual activity was
determined at 35 °C at 15-min intervals. e Impact of pH on the xylanase
activity of XylC (filled circle), Xyn-CBM (empty circle), Xyn-CBM-Cel
(filled inverted triangle), and Xyn (empty triangle) was studied using
OSX as substrate at 35 °C in various buffers including citrate-phosphate
buffer (pH 3–6), phosphate-buffered saline (PBS) (pH 7–8), and glycine
NaOH (pH 9–10). f Impact of pH on the cellulase activity of CelC (filled
circle), Xyn-CBM-Cel (empty circle), Cel-CBM-CE (filled inverted
triangle), and Cel-CBM (empty triangle) was studied using CMC as
substrate at 35 °C in the same buffers as in e
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salt-active enzymes, XylC and CelCmay be described respec-
tively as halophilic and halotolerant enzymes.

Cellulolytic enzymes with the ability to hydrolyze natural
substrates such as straws gain privilege when it comes to con-
version of plant biomass to soluble fermentable sugars. The
challenge is that the cellulose, hemicellulose, and lignin poly-
mers with silica combine together to form an intricate struc-
ture that hinders degradation of straw (Van Soest 2006). It has
been suggested that xylanase activity can make a significant
contribution to biomass solubilization using enzymatic cock-
tails composed of various glycoside hydrolases (Goncalves
et al. 2015; Thomas et al. 2016). In this study, XylC showed
a promising potential for hydrolysis of rice and barley straws.
Interestingly, the straw hydrolysis was significantly enhanced
using Xyn-CBM-Cel instead of XylC. The remarkable en-
hancement of straw hydrolysis by the bifunctional fusion bio-
catalyst may be due to the integration of synergistic xylanase/
cellulase activities in one enzyme and also to the elevated
cellulase activity of Xyn-CBM-Cel.

In this study, we tried to mimic the architecture of the natu-
rally evolved XylC in the construction of novel fusion enzymes
with CelC (Xyn-CBM-Cel and Cel-CBM-CE). In this way, we
managed to study the effects of XylC’s modules in their original
orientations on the activity of the fused cellulase module.
Fortunately, this strategy proved to be rewarding. The results
of this study showed that camel rumen metagenome is an im-
portant source of glycosyl hydrolases. The wild-type XylC and
the engineered bifunctional Xyn-CBM-Cel proved promising
for conversion of plant biomass to soluble fermentable sugars in
various industrial applications such as biofuel production.
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