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Abstract: Functional screenings were conducted on two metagenomic libraries from hot springs in or-
der to find novel thermozymes with potential biotechnological applications. These included enzymes
acting on plant cell walls such as endoglucanases and exoglucanases, β-glucosidases, xylanases, and
β-xylosidases, and broad application enzymes such as proteases and lipolytic hydrolases. Of all the
enzymes found by this bioprospection, we selected a novel lipolytic enzyme for further characteri-
zation. The protein was found to belong to the SGNH/GDSL family of hydrolases. It was purified
and its biochemical parameters determined. We found that the enzyme was most active at 60 ◦C and
pH 9 using pNP-laurate as substrate and was highly thermostable. It also showed preference for
short-chained substrates and activation with temperature and with certain detergents such as Tween
80. Proteins of this family of hydrolases are relevant for their broad substrate specificity, that coupled
with this protein’s high temperature optima, broad pH range, and thermostability further highlights
its biotechnological potential.

Keywords: bioprospection; metagenomes; thermozymes; SGNH/GDSL; hydrolases

1. Introduction

The function-driven approach to studying metagenomes is a powerful tool for the
bioprospection of extreme environments. It consists of the cloning of metagenomic DNA in
a suitable host to construct a library, that is later used to perform screenings in which the
specific desired activity is assayed. This strategy has been extensively reviewed [1–9], often
comparing it to the sequence-based approach where the metagenomic DNA is sequenced
with Next-Generation Sequencing techniques. Due to the need for high computational
power and its processing costs, as well as Whole Genome Sequencing costs and requirement
for specific equipment, functional metagenomics can be regarded as a more affordable (yet
still expensive and labor-demanding) method for assessing the metagenome. Moreover,
the functional approach has some other advantages, such as the lack of requirement for
previous knowledge on the gene product amino acid sequence; thus holding the potential
to discover truly novel enzymes harboring new protein domains or belonging to not yet
described protein families.

Many authors have identified main bottlenecks that functional screening studies
usually face [1,10,11]. First, the isolation of contaminant-free environmental DNA of
sufficient quality and integrity, in large-enough amounts and with minimal sampling bias
is a challenging task, especially when the source material typically yields low biomass as
is the case for thermal springs and other extreme habitats [3]. Particular to the function-
driven strategy, the selection of a suitable heterologous host and vector system and of the
screening method are key choices to successfully find sought activities [1,11]. The most
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obvious (but not to be overlooked) decision is to pick a host strain lacking the desired
activity that would be screened (either naturally or by genetically engineering knock-out
strains), as background signal can prevent discrimination between positive and negative
hits [5]. It is generally accepted that the use of broad range shuttle vectors is desirable for
the construction of metagenomic libraries as it may circumvent problems related to the
heterologous host system by completely changing the cellular framework in which the
gene products are being expressed [7,11–14]. The most widely used host for metagenomic
libraries is E. coli [6,15], which has been tested for its expression potential against a set
of different genomes, revealing a wide range that goes as low as 7% to as high as 73% of
expressed genes [16].

Regarding the screening method, direct phenotypic detection is the most widespread
method for functional screening of metagenomic libraries [11], using chromogenic or
fluorescent substrates to detect enzymatic activities of interest, or substrates that leave a
clear halo around the colonies producing the desired gene product [7]. The development of
novel enzymatic assays has been driven by the need for more sensitivity and targeting a
broader range of biotechnologically interesting activities [10,17].

Since their discovery, thermophilic microorganisms that thrive in high temperature en-
vironments such as hot springs have been considered an important source for thermozymes,
as they have evolved and adapted their metabolism in harsh environmental conditions [18].
Even more, thermozymes with higher thermal stability and optimal temperatures than the
optimal growth temperature of source thermophilic microorganisms are commonplace [19].
Many industrial applications can benefit from the use of thermozymes. Advantages such as
lower operational costs and increased selectivity with a reduction in undesired by-products
can be achieved by the use of thermally stable catalysts [18], replacing chemical processes
or mesophilic variants. The mechanisms underlying the improved thermal stability and op-
timal activity rates at higher temperatures have been studied [19–21], and other resistances
and tolerances towards other extreme conditions are often associated with thermozymes,
such as activity at extreme pH values, and resistance to chemical denaturing agents and
non-aqueous solvents [22] as well as proteolytic resistance [18,20] which optimally will
align with the requirements of the industrial processes. Operation at high temperatures has
other associated benefits, such as lowering the risk of contamination from microorganisms
(most pathogenic and food-rotting microorganisms cannot survive temperatures above
70 ◦C) [20], lowering the viscosity of fluids allowing to reduce costs of processes such as
pumping and filtration and increasing the heat and mass transfer rates as well as solubility
of substrates (allowing for equilibriums shifts towards reaction products) [19,20].

Metagenomic surveys have successfully retrieved several thermozymes from high tem-
perature habitats including hot springs [10], and comprehensive lists are available showing the
continuous interest in these bioprospecting studies for the past two decades [3,6,9,15,23,24].
Many of the thermozymes sought are plant cell wall degradation enzymes, acting on
cellulose, the most abundant polymer on Earth, and other complex polymers such as
hemicellulose. These include cellulases, β-glucanases, xylanases, and β-xylanases as well
as other accessory enzymes such as certain esterases [6,25–27]; but there is interest in
many other glycosidases [18,19] such as β-galactosidases [28]; amylases and chitinases [9];
pullulanases [20]; pectinases [29]; as well as other non-carbohydrate related enzymes such
as proteases [24], phosphatases and oxidorreductases [6], among others. Potential applica-
tions for these thermozymes are very varied. Cellulases (endoglucanases, exoglucanases,
and β-glucanases) and hemicellulases (xylanases and β-xylosidases) are important in the
process of biofuel (bioethanol) production from lignocellulosic biomass [6,24,30,31] and
some cellulases are used in the formulation of detergents, among many other applications
including paper and pulp, textile, and food processing industries [32,33]; lipases can be
used in biodiesel production, production of cosmetics, processing in leather and pulp indus-
tries, synthesis of drugs and fine chemicals, and bioremediation [6,24,30,31,34] while some
esterases are accessory enzymes in the lignocellulosic biomass degradation process [25],
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and proteases are components for detergents and can be used for processing in food, leather,
pharmaceutical, and textile industries [6,24,30,31].

In the present work, we centered our efforts on screening two metagenomic libraries
for a range of different biotechnologically relevant activities that mainly relate to plant
biomass valorization [25,26,29] using the functional metagenomics approach. These include
cellulases and β-glucosidades, xylanases, β-xylosidases, and feruloyl esterases. We also
included more broad substrate hydrolases, namely lipolytic enzymes and proteases. As
the sources for the metagenomic DNA for both libraries were hot springs, it was expected
that the targeted gene products would have high temperature optima and thermostability,
among potentially other beneficial characteristics from an industrial applicability stand-
point. After detecting positive hits for some of these activities, we proceeded to undertake
the heterologous expression, purification, and biochemical characterization of one of the
lipolytic enzymes found.

2. Results
2.1. Water Sampling

Water from the As Burgas fountains had a measured temperature of 67 ◦C and pH 7.5.
For Muiño da Veiga, the temperature was 68 ◦C and pH was 7.0. Previous reports [35,36]
from the same sites reported very similar yet slightly lower temperatures (66.3 ◦C for As
Burgas and 66 ◦C for Muiño da Veiga), similar or identical pH values for As Burgas (7.56
and 7.5), and varying pH values for Muiño (7.6 and 8.1). Thus, both hot springs can be
described as thermophilic and circumneutral to slightly alkaline.

2.2. Library Construction

After cloning, the final library size was 27,898 clones for the As Burgas source, with
clones distributed in 16 different 96-well plates, averaging 20 clones per well. For the Muiño
da Veiga source, we obtained 4399 individual colonies, that were distributed in 5 different
96-well plates, averaging 10 clones per well. Other libraries using the similar commercial
fosmid vectors pCC1FOS or pCC2FOS have been reported to yield similar numberw of
clones [6], from as low as 5000 with the pCC2FOS vector (similar to our Muiño da Veiga
library) to as big as 96,000 with the pCC1FOS fosmid, averaging 37,575 clones.

2.3. Functional Screening

An overview of all the functional screening results is given in Table 1. Examples of
positive hit identification in the functional screenings are provided in Figure 1.

Table 1. Overview of all the functional screenings performed on the two metagenomic libraries and
the number of positive hits detected for each specific substrate.

Enzymatic
Activity Substrate Method As Burgas Muiño da Veiga

Endoglucanase CMC Halo 0 0
AZCL-HE-Celulose Colorimetric 0 0
EnzChek cellulase Fluorimetric 2 4

Exoglucanase AVICEL Halo 0 0
β-glucosidase pNP-glucopyranoside Colorimetric 5 1

Xylanase AZCL-Xylan Colorimetric 0 0
β-xylosidase MUX Fluorimetric 2 0

Protease EnzChek Casein Fluorimetric 4 6
Lipolytic Tributyrin Halo 1 8

Feruloyl esterase MUTMAC Fluorimetric 0 0
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Figure 1. Activity screening results. (A) β-Xylosidase activity screening with two positive hits from 
the As Burgas Metagenomic library using MUX as the substrate. Observation under UV light for 
fluorescence around the colonies is required to identify positive hits. The black arrows indicate the 
location of two positive hits. (B) Lipolytic activity screening with a positive hit from the As Burgas 
metagenomic library using glyceryl tributyrate as the substrate. Direct observation of halos sur-
rounding the colonies possessing the activity allows to identify positive hits. The black arrow points 
towards the positive hit. 

2.3.1. Screening for Plant Cell Wall Degrading Enzymes 
We found no positive exoglucanase clones using the screening protocols with AVI-

CEL as the substrate in the two libraries. We also found no xylanase activity-conferring 
genes by screening the two metagenomic libraries using plates containing the AZCL-Xy-
lan substrate. 

No positive hits were found using the methods to find endoglucanases with CMC or 
AZCL-HE-Cellulose as substrates (solid media plate chromogenic substrate assays), but 2 
As Burgas clones and 4 Muiño da Veiga clones were found positive for endoglucanase 
activity using the EnzChek fluorescent substrate (liquid media fluorogenic assays). Dif-
ferences in the substrates’ detection thresholds are expected between chromogenic and 
fluorogenic molecules, especially when low amounts of enzymes are produced. The for-
mat of the screening changing from colonies on agar plates to 384-well plates can also 
improve the sensitivity of the method [8,13] and explain our different results between both 
methods. 

Screening for β-xylosidase activity using the fluorogenic substrate MUX revealed 2 
positive hits from the As Burgas metagenomic library but did not reveal any clone with 
that activity in the Muiño da Veiga library. For β-glucosidase activity using pNP-gluco-
pyranoside as substrate, we found 5 positive hits for the As Burgas library and only 1 for 
the Muiño da Veiga library. 

2.3.2. Screening for Proteases 
In total, 4 positive clones were found using Bodipy Casein fluorescent substrate in 

the As Burgas metagenomic library and 6 in the library from Muiño da Veiga. 

2.3.3. Screening for Lipolytic and Feruloyl Esterase Activities 
The screening in the As Burgas metagenomic library using the glyceryl tributyrate 

substrate gave a single positive hit (labelled LipB12_A11). Additionally, we found 8 dif-
ferent clones harboring lipolytic activities in the Muiño da Veiga library. Subsequent 
streak cultures on screening media allowed the isolation of single colonies harboring the 
lipolytic activity. The following screening for feruloyl esterase activity of each of these 
clones using the fluorescent substrate MUTMAC did not yield any positive hits. 

2.4. Subcloning of Selected Positive Lypolitic Activity-Conferring Genes and Sequence Analysis 
LipB12_A11 was successfully subcloned using the EcoRV restriction enzyme. The 

DNA sequence of the subcloned LipB12_A11 lipolytic activity enzyme obtained by primer 
walking sequencing and the translated protein sequence using ExPASy translate tool are 

Figure 1. Activity screening results. (A) β-Xylosidase activity screening with two positive hits from
the As Burgas Metagenomic library using MUX as the substrate. Observation under UV light for
fluorescence around the colonies is required to identify positive hits. The black arrows indicate
the location of two positive hits. (B) Lipolytic activity screening with a positive hit from the As
Burgas metagenomic library using glyceryl tributyrate as the substrate. Direct observation of halos
surrounding the colonies possessing the activity allows to identify positive hits. The black arrow
points towards the positive hit.

2.3.1. Screening for Plant Cell Wall Degrading Enzymes

We found no positive exoglucanase clones using the screening protocols with AVICEL
as the substrate in the two libraries. We also found no xylanase activity-conferring genes by
screening the two metagenomic libraries using plates containing the AZCL-Xylan substrate.

No positive hits were found using the methods to find endoglucanases with CMC or
AZCL-HE-Cellulose as substrates (solid media plate chromogenic substrate assays), but
2 As Burgas clones and 4 Muiño da Veiga clones were found positive for endoglucanase
activity using the EnzChek fluorescent substrate (liquid media fluorogenic assays). Dif-
ferences in the substrates’ detection thresholds are expected between chromogenic and
fluorogenic molecules, especially when low amounts of enzymes are produced. The format
of the screening changing from colonies on agar plates to 384-well plates can also improve
the sensitivity of the method [8,13] and explain our different results between both methods.

Screening for β-xylosidase activity using the fluorogenic substrate MUX revealed
2 positive hits from the As Burgas metagenomic library but did not reveal any clone
with that activity in the Muiño da Veiga library. For β-glucosidase activity using pNP-
glucopyranoside as substrate, we found 5 positive hits for the As Burgas library and only 1
for the Muiño da Veiga library.

2.3.2. Screening for Proteases

In total, 4 positive clones were found using Bodipy Casein fluorescent substrate in the
As Burgas metagenomic library and 6 in the library from Muiño da Veiga.

2.3.3. Screening for Lipolytic and Feruloyl Esterase Activities

The screening in the As Burgas metagenomic library using the glyceryl tributyrate
substrate gave a single positive hit (labelled LipB12_A11). Additionally, we found 8 differ-
ent clones harboring lipolytic activities in the Muiño da Veiga library. Subsequent streak
cultures on screening media allowed the isolation of single colonies harboring the lipolytic
activity. The following screening for feruloyl esterase activity of each of these clones using
the fluorescent substrate MUTMAC did not yield any positive hits.

2.4. Subcloning of Selected Positive Lypolitic Activity-Conferring Genes and Sequence Analysis

LipB12_A11 was successfully subcloned using the EcoRV restriction enzyme. The
DNA sequence of the subcloned LipB12_A11 lipolytic activity enzyme obtained by primer
walking sequencing and the translated protein sequence using ExPASy translate tool are
presented in Figure 2A. The predicted protein model using the lipolytic protein G-D-S-
L family from Desulfitobacterium hafniense DCB-2 (SMTL ID 4rsh.1.A) as the template is
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provided in Figure 2B. Its Global Model Quality Estimation (GMQE) score was higher than
all other templates at 0.62 and its QMEAN quality estimation score was −3.12. Expasy
ProtParam predicted a molecular weight of 22241.45 Da and a theorical isoelectric point
of 5.64.
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Figure 2. DNA and protein sequences and model of LipB12_A11. (A) DNA sequence and translated
protein sequence of the DNA conferring lipolytic activity. (B) Predicted model of the lipolytic protein
LipB12_A11 generated using SWISS-MODEL and visualized with PyMOL using a putative lipolytic
protein of the G-D-S-L family from Desulfitobacterium hafniense (SMTL ID 4rsh.1.A) as the template.
Secondary structures are highlighted in color with α-helices in red, β-sheets in yellow, and ribbons in
green. The catalytic triad residues are highlighted (SER10, ASP173, and HIS176).

2.5. Alignment of LipB12_A11 with NCBI Databases for DNA and Protein Sequences

The best match for the DNA sequence in the NR/NT database was the chromosome
sequence of Bacillus citotoxycus (accession code CP024120.1) with an E-value of 2 × 10−33.
The query cover was 94% and the percentage of identity was 66.84% with a total score of
156. For the protein database, the best match was a SGNH/GDSL hydrolase family protein
from Bacillus sp. (accession code WP_028398363.1) with an E-value of 6 × 10−84, a total
score of 256, query cover of 95%, and identity percentage of 58.73%. BLASTp identified
the protein domain architecture as SGNH/GDSL hydrolase family protein: “hydrolytic
enzyme such as an esterase or lipase; may have multifunctional properties including broad
substrate specificity and regiospecificity”. Indeed, known functions of this protein family
are broad and potentially useful in a variety of biotechnological applications [37].

A search for reviewed proteins in the UniProt database with the term “GDSL” and
with “bacteria” as a taxonomy filter gave 43 results. Manual review of each entry allowed
to remove entries that were not true GDSL family proteins (lacking the conserved block
of amino acids) and reduced this number to 34 proteins containing the conserved motif.
These were submitted for multiple sequence alignment along the lipolytic enzyme found
in this study using the Clustal Omega web service. Clustal Omega results of multiple
sequence alignments revealed previously described conserved blocks of amino acids in
the lipolytic enzyme [37], as shown in Figure 3A. Results were compared to previously
described conserved blocks and consensus sequences [37], revealing four conserved blocks
previously reported but slight differences in the consensus sequence at a 50% threshold of
amino acid occurrences in the same position across all sequences. Moreover, amino acids
frequencies in these four blocks were better visualized using the Web Logo tool as shown
in Figure 3B.
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Figure 3. LipB12_A11 sequence analysis. (A) Multiple sequence alignment of GDSL family lipases
of bacterial origin reviewed and deposited in the UniProt database, including the lipolytic activity
enzyme found in this work. Four conserved blocks are represented. A consensus sequence of at least
50% conserved residues among all sequences is given, and the three residues from the catalytic triad
are highlighted. (B) Protein web logos resulting from the alignments of the amino acids from the
four blocks.

2.6. Purification and Biochemical Characterization of Lipolytic Activity Enzyme LipB12_A11

Several different batches of enzyme purification were necessary to perform biochem-
ical characterization. As an example, an overview of the purification steps is given in
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Figure 4 with an SDS-PAGE of the different fractions and in Table 2 with the protein yields
after each step.
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Figure 4. SDS-PAGE of the purification steps for LipB12_A11. (M) NZYColour Protein Marker
II (NZYTech, Portugal), (1) crude extract, (2) supernatant after thermal treatment (60 ◦C, 20 min),
(3) pellet from 30% ammonium sulphate precipitation, (4) pellet from 50% ammonium sulphate
precipitation, (5) dialyzed and concentrated fraction, (6) pooled molecular exclusion fractions showing
lipolytic activity, (7) supernatant from the 50% ammonium sulphate precipitation, (8) concentration
column flow-through. Black arrows represent the LipB12_A11 enzyme migration band.

Table 2. Purification steps for LipB12_A11.

Purification Step Volume
(mL)

Total Activity
(U/µL)

Total Protein
(mg)

Specific Activity
(U/mg) Yield (%) Purification

Fold

Crude extract 16 0.000201 17.01 1.1807 × 10−8 100 1
Differential thermal

precipitation 8 0.000155 10.88 1.4287 × 10−8 77.42 1.21

Ammonium sulphate
precipitation 8 0.000149 4.33 3.4641 × 10−8 74.69 2.93

Molecular exclusion
chromatography 3 0.000145 2.70 5.383 × 10−8 72.49 4.56

2.6.1. LipB12_A11 Temperature and pH Optima and Thermostability

The enzyme was found to have an optimal temperature of 60 ◦C with the substrate
pNP-laurate (C12). The optimal pH was 9 but maintained its activity in the range between
7 and 9.5. The enzyme was found to be thermostable with a half-life of 11.9 h at 60 ◦C, 1.7 h
at 70 ◦C, and 1.1 h at 80 ◦C. Results from this biochemical characterization are represented
in Figure 5.

2.6.2. LipB12_A11 Substrate Preference

Activity was measured using a range of different substrates. The results are sum-
marized in Figure 6. The enzyme was most active using substrates pNP-octanoate (C8),
pNP-laurate (C12), and 4-nitrophenyl 5-phenylpentanoate (substrate 87). Some degree of
activity was observed towards pNP-hexanoate (C6) and synthetic p-nitrophenyl esters 78,
79, 80, 81, 82, 83, 85, 86, and 94. Longer esters such as pNP-stearate (C18) and the other
synthetic compounds assayed were not used as substrates by LipB12_A11.
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2.6.3. Effect of Additives and Detergents on LipB12_A11 Enzymatic Activity

The effect of several additives was tested on the LipB12_A11 enzymatic activity. All
metal ions decreased the enzymatic activity compared to the no additive control except
Na+ and K+, but activity was also lowered when using the chelating agent EDTA. Ag+ and
Mg2+ completely inhibited the enzymatic activity. Surfactant Tween 80 almost had a 10-fold
increase effect on the enzymatic activity. CHAPS also increased the enzymatic activity. On
the contrary, Triton X100 inhibited all activity. Tween 20 and SDS had no significant effect
on the enzymatic activity. Results on the relative activity of the enzyme with the additives
are shown in Figure 7.
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2.6.4. LipB12_A11 Enzyme Kinetics

The enzymatic parameters were calculated for LipB12_A11 using varying concen-
trations of substrate. Results are represented in Figure 8 showing the Michaelis–Menten
fit of the enzyme kinetics and the non-linear regression. The enzyme kinetic parame-
ters with the Michaelis–Menten model were Vmax = 3.487 × 10−5 ± 1.091× 10−6 U/µL
and Km = 0.01731 ± 0.003506 mM, with a coefficient of R2 = 0.9425. The Kcat value was
14,362 ± 449 s−1.
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3. Discussion

Functional screenings revealed several positive clones for a diverse range of enzymatic
activities that hold biotechnological potential, and that may be thermozymes. Further
ongoing studies will allow us to assess these novel biocatalysts and study their biochemical
behavior in detail, pointing out the potential for the metagenomic libraries generated in this
study to identify undescribed enzymes. One such enzyme is LipB12_A11, that presented
lipolytic activity and was successfully subcloned and its ORF identified. As it aligned
to a known function protein, its sequence allowed its classification as a SGNH/GDSL
hydrolase. Proteins belonging to the SGNH/GDSL hydrolase family [37] contain the
conserved GDS(L) amino acids including the active site serine, located near the N-terminus.
In the LipB12_A11 sequence, this motif and residue were putatively located in serine 10.
Additionally, in this protein family the conserved residues serine, glycine, asparagine, and
histidine (SGNH) are present in four conserved blocks numbered I, II, III, and V and play
important roles in the hydrolase function [37]. The active site serine is the nucleophile
and together with glycine from block II and asparagine from block III (residues Gly42 and
Asn71 in LipB12_A11) they act as proton donors for the oxyanion hole. Aspartic acid and
histidine from block V are the other two members of the catalytic triad (Asp173 and His176).
This histidine residue makes the active site serine more nucleophilic via hydroxyl group
deprotonation [37]. One of the key characteristics of this family of hydrolases is the wide
range of substrates they can accept. Of the 34 GDSL family proteins of bacterial origin
reviewed in UniProt, two belong to thermophilic organisms, namely Cellulase/esterase
(CelE) from Clostridium thermocellum and Acetylxylan esterase (Axe2) from Geobacillus
stearothermophilus. In fact, by performing a phylogenetic analysis based on the amino
acid sequence of LipB12_A11 to find close proteins, CelE and Axe2 are among the closest
proteins, especially Axe2 ( Supplementary Figure S3). Axe2 had a temperature and pH
optimum between 50 and 60 ◦C and 7.1 and 9.2, respectively, using p-nitrophenyl acetate
and 2-naphthyl acetate as substrates [38]. The biochemical characterization of CelE is not
documented but assays had been performed at temperatures up to 60 ◦C using CMC and
Xylan as substrates at pH 7.0 [39], and at 37 ◦C using substrates 4-nitrophenyl acetate and
acetylated glucomannan at pH 6.5 [40]. Although not included in the reviewed UniProt
database, other thermostable GDSL family proteins have been reported, including the
GDSL family esterase from Geobacillus thermodenitrificans T2 EstL5 with temperature and
pH optima at 60 ◦C and 8.0, respectively, with pNP-butyrate as the substrate [41]; an acetyl
xylan esterase from Caldicellulosiruptor bescii Cbes-AcXE2 with an optimum temperature of
70 ◦C and optimum pH of 7.0 using pNP-acetate as the substrate [42]; and a GDSL-type
lipase from Geobacillus thermocatenulatus Lip29 that had optimal activity at 50 ◦C and pH 9.5
using pNP-palmitate as the substrate [43]. Our results show that the enzyme LipB12_A11
found in the functional screening of the metagenomic libraries from hot springs possesses
comparable temperature optimum to other identified thermostable enzymes belonging
to the SGNH/GDSL hydrolase family with an optimum of 60 ◦C and pH 9 using pNP-
laurate as the substrate. Activity in a broad pH range is observed and in agreement with
other enzymes of the family [38]. Both substrate preference and presence of an interfacial
activation mechanism are instrumental for classification of lipolytic enzymes as either
lipases or esterases [43–45]. The preference for short substrates such as pNP-octanoate (C8)
and pNP-laurate (C12) and lack of activity towards longer chain substrates such as pNP-
estearate (C18), coupled with the enzyme kinetics not showing an interfacial activation
mechanism typical of true lipases indicates that the SGNH/GDSL hydrolase found in
this study is an esterase. The enzyme was found to have some activity towards other
alternative synthetic substrates such as 4-nitrophenyl 4-phenylbutanoate, 4-nitrophenyl
2-(pyridin-3-yl)acetate, 4-nitrophenyl linoleate, and especially towards 4-nitrophenyl 5-
phenylpentanoate. GDSL family hydrolases are known for their broad substrate specificity
and stereoselectivity, associated with a highly flexible active site environment [37]; thus,
activity towards many structurally varied nitrophenyl esters was expected, and constitutes
a desirable trait for biotechnologically relevant esterases. Regarding its thermostability,
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the enzyme was highly thermostable at temperature 60 ◦C with no significant loss of
activity after a 3 h incubation period, similarly to other reported thermostable GDSL family
esterases [43]. Moreover, a thermal activation effect was observed at that temperature, not
unlike what has been observed with other proteins in the family [41]. Activity was heavily
affected by the presence of metallic ions, which also has been reported for members of
the GDSL family [43], although not to the same extent and with as many metal species as
reported here. Lastly, detergents also impacted the activity of the enzyme: CHAPS and
most notably Tween 80 enhanced the activity whereas Triton X100 decreased it. As enzymes
of this family have numerous potential biotechnological applications, these parameters
should be all considered when deciding the best fit for the enzyme applicability.

4. Materials and Methods
4.1. Sampling

Water was collected from two different hot spring sources in the northwest of Spain,
specifically in the city of Ourense, which is located in the Ourense province in the Galicia
region. A detailed view of the sampling sites is provided in Supplementary Figure S1, with
images generated using the Google Maps service [46].

The hot spring As Burgas (42◦20′04.6” N 7◦51′55.1” W) is located inside the city of
Ourense. The site consists of two artificial fountains with a continuous water flow and a
hot water pool located above the fountains where public bathing is allowed. Water samples
were collected from the continuous flow from one of the fountains (the one located left
when facing them) in January 2014.

The hot spring Muiño da Veiga (42◦21′05.3” N 7◦54′36.3” W) is located next to the
Miño river in the outskirts of Ourense. The water springs from a manually operated pump,
and the site also consists of four hot-water pools open to the public. The water was pumped
several times before collection, and the date was December 2015.

Before sample collection, we measured temperature and pH on each site using a
thermometer and pH strips. A total of 125 L of water were collected from each source
in ethanol-washed plastic bottles to minimize microbial contamination and were washed
several times on-site with the hot spring water before final sample collection. The samples
were transported to the laboratory on the date of collection for processing in the shortest
amount of time possible. In both cases, processing of the samples including the DNA
extraction step was completed within the same week as the collection of the samples,
starting the next day after collection.

4.2. DNA Extraction

The protocol outlined in the commercial kit “Metagenomic DNA isolation kit for
water” (Epicentre, Charlotte, NC, USA) was adopted with slight modifications in order
to extract the DNA from the microorganisms present in the sample (the metagenomic
DNA). This method is based on a combination of chemical and enzymatic treatments for
the extraction, allowing the recovery of high-molecular-weight DNA randomly sheared
in fragments of approximately 40 kb, which is the optimal size for ligation to the fosmid
vector and viral-assisted transformation. We introduced a pre-filtration step using a 5 µm
membrane filter in order to remove large particulate material from the As Burgas sample,
whereas we found this step not necessary for the Muiño da Veiga sample.

4.3. Metagenomic Libraries Construction

A modified procedure for the commercial kit “CopyControl Fosmid Library Production
Kit” (Epicentre, USA) was adopted for the construction of both metagenomic libraries.

4.3.1. End Repair and Size Selection of Metagenomic DNA

Ends from the extracted DNA were repaired (blunt-ended and 5′ phosphorylated)
following the protocol described by the manufacturer. For size selection, DNA was loaded
on a 1% 20 cm agarose gel and electrophoresis was carried out on ice at 40 V overnight with
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the GeneRuler High Range DNA Ladder (Thermo Fisher Scientific, Waltham, MA, USA)
as the molecular weight marker and the Fosmid Control DNA as the reference. External
lanes from the gel (including the molecular weight marker, the Fosmid Control DNA, and a
small portion of the metagenomic DNA) were cut and stained with a 3x GelGreen (Biotium,
Fremont, CA, USA) solution for 30 min in order to visualize the DNA under UV light
without exposing the samples to it. The DNA that co-migrated with the 40 kb band was
then cut from the gel and the “GeneJET Gel Extraction Kit” (Thermo Fisher Scientific, USA)
was used to recover the DNA.

4.3.2. Vector

The fosmid vector pCC1FOS from the kit was replaced with the pCT3FK fosmid (15), a
shuttle vector for E. coli and Thermus thermophilus derived from pCC1FOS, kindly provided
by Dr. A. Angelov. A vector map is provided as Supplementary Figure S2 generated with
the Serial Cloner software [47]. These vectors contain a single copy replication origin but
can be induced to high copy number by arabinose induction mediated by the trfA gene
product provided by the host strain and feature a chloramphenicol resistance gene for
E. coli. The modified vector also adds a thermostable kanamycin resistance gene cassette
and sequences from the T. thermophilus genome for positive selection and homologous
recombination in that host.

4.3.3. Ligation and Packaging of Metagenomic DNA

The ligation of the metagenomic DNA with the empty pCT3FK vector was carried out
following the manufacturer’s indications, with an incubation with Fast-Link DNA ligase at
16 ◦C overnight, and heat inactivation at 70 ◦C for 10 min. This reaction mixture was used
directly to package in Lambda phage extracts. A tittering step was performed testing four
serial dilutions (original dilution, 1:10, 1:100, and 1:1000) and it was found that the original
dilution produced the desired number of colonies per plate.

E. coli strain EPI300TM T1R (F– mcrA ∆(mrr-hsdRMS-mcrBC) φ80dlacZ∆M15 ∆lacX74
recA1 endA1 araD139 ∆(ara, leu)7697 galU galK λ– rpsL nupG trf A tonA dhfr) grown on LB
medium consisting of 1% BactoTM tryptone (BD Biosciences, USA), 0.5% BactoTM yeast
extract (BD Biosciences, San Diego, CA, USA), 0.5% NaCl, and 1.5% BactoTM Agar (BD
Biosciences, San Diego, CA, USA); supplementation with 10 mM MgSO4 and 0.2% maltose
(to induce the expression of the membrane maltose receptor used by the phage to infect the
cell) to an OD600 of 0.8 was used in the infection reaction.

For the infection, 10 µL of diluted packaged phage particles were mixed with 100 µL
of the culture described above and incubated for 1 h at 37 ◦C (with no agitation) to allow
for the phages to infect the cells. The cells were then spread on LB plates supplemented
with chloramphenicol (12.5 µg/mL) and grown overnight at 37 ◦C. Individual colonies
were picked from these plates and transferred to 96-well plates containing 100 µL of LB
supplemented with chloramphenicol to constitute the metagenomic libraries.

4.4. Functional Screening Methods
4.4.1. Cellulase Screening

The wells from the libraries were replicated on Petri dishes with modified LB media
containing 0.5% carboxymethylcellulose (CMC) (endoglucanase) or AVICEL (exoglucanase),
chloramphenicol (12.5 µg/mL), and 0.02% (w/v) arabinose (to induce the vector to high
copy number). Activity was detected either with 0.01% trypan blue dye [48] added to
the medium, or by staining with 0.1% Congo Red solution for 15 min and destaining
with 1 M NaCl solution for another 15 min [49], or alternatively staining with a Gram’s
Iodine solution (0.67% KI, 0.33% Iodine) for 5 min [50]. An alternative cellulose substrate
was also assayed using 0.1% AZCL-HE-Cellulose (MegaZyme, Wicklow, Ireland) [51]
that was added as top agar over LB plates to allow for a better distribution [52]. Yet
another substrate was assayed, EnzChek blue fluorescent Cellulase Substrate (Invitrogen,
Waltham, MA, USA). A 384-well plate format was adopted, requiring volume adjustments
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to the suggested protocol from the supplier. The substrate was prepared according to the
suggested manufacturer’s protocol, using 50% DMSO to prepare a substrate solution. The
digestion buffer used was 100 mM sodium acetate, pH 5. Clones from the libraries were
grown at 37 ◦C for five days to allow natural lysis [53] in 96-well plates containing LB
media supplemented with 12.5 µg/mL chloramphenicol and 0.02% arabinose. Cells were
centrifuged at maximum speed in a refrigerated (4 ◦C) centrifuge, and supernatants were
employed as crude extracts and transferred to opaque black 384-well plates for fluorescence
reading with excitation and emission wavelengths of 360 and 460 nm, respectively. Assay
time was 30 min. A threshold for positive hits was adopted requiring readings in the
emission wavelength of relative fluorescence units at least above the mean across all wells
plus two times the standard deviation [53].

4.4.2. Xylanase Screening

LB media containing 0.1% insoluble Azurine Cross-Linked (AZCL-Xylan) substrate
(MegaZyme, Ireland) and supplemented with 0.02% arabinose and 12.5 µg/mL chloram-
phenicol was used to test the clones for xylanase activity. To maximize the insoluble
substrate diffusion in the most homogeneous way possible, this screening media was
poured over a previously solidified LB media plate as top agar [54].

4.4.3. β-Xylosidase Screening

LB media containing the specific substrate 0.04% 4-methylumbelliferyl-β-D-xylopyranoside
(MUX) and supplemented with 0.02% arabinose and 12.5 µg/mL chloramphenicol were
employed for the screening of β-xylosidase activity in the metagenomic libraries [55]. Ex-
amination under UV light reveals positive hits due to the release of the fluorophore on
the plates.

4.4.4. Lipolytic Activity Screening

For the detection of lipolytic activity, a medium containing 0.5% BactoTM peptone
(BD Biosciences, San Jose, CA, USA), 0.3% BactoTM yeast extract (BD Biosciences, USA),
1% arabic gum (Acros Organics, Somerville, NJ, USA), 1% (v/v) glyceryl tributyrate
(Sigma-Aldrich, St. Louis, MO, USA), and 1.3% BactoTM agar (BD Biosciences, USA)
was used [56–59], supplemented with 0.02% arabinose and 12.5 µg/mL chloramphenicol.
After addition of glyceryl tributyrate an emulsion was obtained by using a blender for
5 min.

4.4.5. Feruloyl Esterase Screening

A second round of screening for feruloyl esterases was conducted with lipolytic-
positive clones from the previous screening as reported in other studies [56,60,61]. Clones
were plated on LB medium supplemented with 12.5 µg/mL chloramphenicol and 0.02%
arabinose after autoclaving and overlayed with 0.7% agar containing 20 µg/mL of the sub-
strate 4-methylumbelliferyl-trimethylammonium cinnamate chloride (MUTMAC) (Sigma-
Aldrich, USA) to further search for feruloyl esterases [60]. Activity was detected under
examination with a UV lamp.

4.4.6. β-Glucosidase Screening

For the detection of β-glucosidase activity, liquid LB media containing 1 mM para-
nitrophenyl-(β-D)-glucopyranoside (Sigma-Aldrich, USA), 12.5 µg/mL chloramphenicol,
and 0.02% arabinose was used. Screening media was dispensed in 96-deep-well plates and
each well was inoculated with clones from the libraries. Growth at 37 ◦C and agitation was
sustained for 5 days, cells were precipitated by centrifugation, and 100 µL of supernatant
were used to read absorbance at 400 nm wavelength. We adopted the threshold for positives
hits as values above the mean absorbance across all wells plus two times the standard
deviation [53].
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4.4.7. Protease Screening

The EnzChek green fluorescent Bodipy Casein Substrate (Invitrogen, USA) was used
to screen for protease activity. We followed the manufacturer’s protocol adapting the format
from 96-well plates to 384-well plates (10 µL of working solution consisting of reconstituted
substrate in Phosphate Buffer Saline and digestion buffer, and 10 µL of enzyme crude
extract). As with cellulase screening using the EnzChek substrate, growth of clones was
maintained for 5 days in LB media supplemented with 12.5 µg/mL chloramphenicol
and 0.02% arabinose and crude extracts were obtained by centrifugation in a refrigerated
centrifuge. Assay time was 1 h, and excitation and emission wavelengths were 485 and
530 nm, respectively. The same threshold of mean across all wells plus two times the
standard deviation was adopted for positive hits determination [53].

4.5. Subcloning of a DNA Fragment Containing a Lipolytic Activity-Conferring Gene

Digestion with the restriction enzyme EcoRV (Roche, Switzerland) was performed
on a DNA extraction of a selected clone from the As Burgas metagenomic library (named
LipB12_A11) that showed lipolytic activity in the functional screening as described in
the previous section. Fosmid DNA was used in a restriction reaction using EcoRV with
SuRE Cut Buffer B at 37 ◦C for 1 h. The resulting fragments from the digestion were
used for ligation on the pJET1.2 vector following the CloneJET PCR Cloning kit (Thermo
Fisher Scientific, USA) instructions. Transformation of the ligation reaction was performed
on chemically competent cells, E. coli XL1Blue (Agilent, Santa Clara, CA, USA), by the
heat-shock method and colonies were cultured on the media outlined for the screening
of lipolytic activity, replacing the antibiotic chloramphenicol with ampicillin for positive
selection of the new vector and without arabinose. Single colonies showing clear halos on
the selection media were selected for further studies.

4.6. Sequencing and Primer Walking of a DNA Fragment Containing a Lipolytic
Activity-Conferring Gene

Sanger sequencing was performed on DNA extracted with the NZYMiniPrep (NZYTech,
Lisboa, Portugal) from lipolytic activity-positive transformants from the subcloning step
(sequencing services were provided by Sistemas Genómicos, Valencia, Spain). Primer
design for primer walking along the sequence was performed using the NetPrimer analysis
software [62] (Premier Biosoft, San Francisco, CA, USA). A list of the primers used is
provided in Supplementary Table S1. Primer walking was performed until the forward and
reverse sequences overlapped with each other.

4.7. Sequence Analysis

The sequence of the ORF was predicted using the ExPASy Translate Tool [63] and
aligned to the NR/NT nucleotide collection database from NCBI using the BLAST algo-
rithm [64] on the default settings optimized for “somewhat similar sequences”, and to the
NR protein sequences database from NCBI using the BLASTp algorithm on the default
settings. The protein sequence structure was modeled with the SWISS-MODEL [65] web
tool, using the best matching template provided by the database. The model was then
visualized using the PyMol software (Schrödinger LCC, New York, NY, USA) [66]. The pro-
tein parameters were estimated using the PROTPARAM tool from ExPASy [67]. Multiple
sequence alignments and phylogenetic tree were performed using CLUSTAL OMEGA and
Simple Phylogeny, respectively [68], from EMBL-EBI with sequences retrieved from the
UniProt Knowledgebase database [69]. Conserved amino acids were visualized using the
WEB LOGO service [70] for protein sequences.

4.8. Purification

For expression purposes, the LipB12_A12 insert subcloned in the pJET1.2 plasmid was
transferred from E. coli XL1-Blue (Agilent, USA) to E. coli T7 Express (New England Biolabs,
USA). DNA was extracted from fresh overnight-grown cultures using the NZYMiniPrep
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(NZYTech, Portugal) kit and used for transformation using the heat-shock method following
protocols outlined previously.

Test were conducted to find optimal induction conditions using varying times, tem-
peratures, and concentrations of IPTG as well as optimal purification step conditions
for differential thermal precipitation (times and temperatures of incubation) and ammo-
nium sulphate precipitation (concentration), allowing us to establish an expression and
purification protocol outlined below.

A pre-inoculum was prepared by selecting a single colony from an overnight-grown
plate of LB media supplemented with ampicillin and transferring to fresh LB medium
supplemented with ampicillin. The pre-inoculum was grown overnight and was used to
start a culture at initial OD600 of 0.2. This culture was grown to an OD600 of 0.8 and then
was induced with 0.04 mM IPTG (final concentration) for 2 h. The cells were pelleted in a
refrigerated centrifuge (4 ◦C) and washed twice using cold milliQ water. The pellet was
resuspended in ice-cold sonication buffer 50 mM Tris HCl pH 8.0, EDTA 25 mM, NaCl
25 mM, and sonicated immersed in ice-cold water using a VCX130 Vibra-Cell sonicator
(Sonics & Materials INC., Newtown, CT, USA) with a setting of 10 min total time, with
pulses of 2 s ON and 8 s OFF to avoid excessive heating and an amplitude of 100%. The
cell debris was precipitated using a refrigerated centrifuge (4 ◦C) and the crude extract was
recovered. This crude extract was treated at 60 ◦C for 20 min for an initial step of purification
to precipitate mesophilic proteins from the host and the vector. The thermally treated extract
was again centrifuged at 4 ◦C and the supernatant was recovered. An ammonium sulphate
incubation at final concentration 30% (v/v) for 1 h in a rotatory wheel was performed to
remove a fraction of proteins. After a centrifugation at 4 ◦C, the recovered supernatant was
incubated with ammonium sulphate at a final 50% concentration (v/v) which made the
protein of interest to precipitate. Centrifugation at 4 ◦C allowed to remove the supernatant
and recover the pellet that was resuspended in buffer 0.1 M Tris HCl pH 9; 0.1 M NaCl and
1 mM DTT. The same resuspension buffer was used to perform a dialysis with a SnakeSkin
Dialysis Tubing membrane with a 3.5 Molecular Weight cut-off (Thermo Fisher Scientific,
USA) overnight at 4 ◦C to remove the ammonium sulphate. Lastly, molecular exclusion
chromatography was performed using a HiLoad 16/60 SuperdexTM 75 prep grade column
(Cytiva, Marlborough, MA, USA) with a 1 mL/minute flow rate collecting 1 mL fractions.
Fractions showing lipolytic activity and without contaminants visualized in SDS-PAGE
were combined to perform the biochemical characterization. The pooled fractions were
concentrated using a Pierce Concentrator column with 10 K Molecular Weight cut-off
(Thermo Fisher Scientific, USA).

4.9. Activity Assays

All activity assays were performed in triplicate. Lipolytic activity was tested using
25 mM pNP-Laurate (C12) as the substrate and 0.1 M Sodium Phosphate Buffer pH 7 (at
60 ◦C) as the reaction buffer. An enzymatic unit is defined as the µmols of p-nitrophenol
released per minute and per µL of enzyme in the reaction conditions. A total of 20 µL of
purified enzyme were mixed with 730 µL reaction buffer and 100 µL substrate solution and
incubated for 30 min at the reaction temperature (60 ◦C unless indicated otherwise). The
reaction was stopped using 250 µL 0.1 M ice-cold NaCO3 and transferring to ice. Enzymatic
activity was estimated as release of p-nitrophenol which was measured as increments of the
absorbance at 400 nm wavelength. The extinction coefficient was previously determined as
17.215 mM/cm [71].

For temperature optima tests, the reaction temperature was changed accordingly for
the range between 40 and 90 ◦C. For pH optima tests, the reaction buffer was 0.1 M Sodium
Phosphate Buffer for the range 6–8, 0.1 M Sodium Acetate Buffer for the range 4–6, and
0.1 M Tris HCl Buffer for the range 8–9.5. Thermostability was assessed by incubating
the purified enzyme at a specified temperature and for varying amounts of time before
performing the activity test at optimal pH and temperature.
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A library of synthetic pNP ester substrates [72] was kindly provided by the authors
and was also assayed, each substrate at a final concentration of 0.2 mM using the reaction
buffer Tris HCl pH 9 (at 60 ◦C) supplemented with 0.1% Arabic gum and 1% CHAPS.
Reaction volumes were adjusted to 5 µL of purified enzyme, 8 µL of substrate, and 387 µL
reaction buffer. Supplementary Table S2 shows the chemical formula for these synthetic
compounds.

Enzyme kinetics were tested using the following pNP-laurate concentrations: 2, 0.5,
0.25, 0.1, 0.02, and 0.002 mM. Enzyme volume was reduced to 10 µL instead of the 20 µL
used in standard assays.

The effect of different additives was tested at a final concentration of 5 mM: NaCl,
KCl, CaCl2, ZnSO4, CuSO4, AgNO3, FeCl3, FeCl2, MgCl2, MnCl2, NiCl2, SDS, Triton X-100,
Tween 20, Tween 80, CHAPS, CTAB and EDTA.

5. Conclusions

This study consisted of the construction and bioprospecting of two metagenomic
libraries through functional screening in order to find potentially industrially relevant
enzymatic activities. Several positive hits were found for both libraries for some of the
activities tested. Further studies were conducted in a selected clone that harbored lipolytic
activity, which allowed the classification as a novel esterase in the SGNH/GDSL family
of hydrolases, with 60 ◦C and pH 9 optima using pNP-laurate as the substrate. The
enzyme was found to be highly thermostable at 60 ◦C and its activity can be enhanced
with detergents such as Tween 80. As enzymes of this family have numerous potential
biotechnological applications, these parameters should all be considered when deciding
the best fit for the enzyme applicability.
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the Function-Based Microbial Metagenomics. Acta Biochim. Pol. 2015, 62, 161–166. [CrossRef]
2. Escuder-Rodríguez, J.-J.; DeCastro, M.-E.; Becerra, M.; Rodríguez-Belmonte, E.; González-Siso, M.-I. Advances of Functional

Metagenomics in Harnessing Thermozymes. In Metagenomics; Elsevier: Amsterdam, The Netherlands, 2018; pp. 289–307,
ISBN 9780128134030.

3. Ferrer, M.; Golyshina, O.; Beloqui, A.; Golyshin, P.N. Mining Enzymes from Extreme Environments. Curr. Opin. Microbiol. 2007,
10, 207–214. [CrossRef]

https://www.mdpi.com/article/10.3390/ijms23105733/s1
https://www.mdpi.com/article/10.3390/ijms23105733/s1
http://doi.org/10.18388/abp.2014_917
http://doi.org/10.1016/j.mib.2007.05.004


Int. J. Mol. Sci. 2022, 23, 5733 17 of 19

4. Mardanov, A.V.; Kadnikov, V.V.; Ravin, N.V. Metagenomics: A Paradigm Shift in Microbiology. In Metagenomics; Elsevier:
Amsterdam, The Netherlands, 2018; pp. 1–13, ISBN 9780128134030.

5. Armstrong, Z.; Rahfeld, P.; Withers, S.G. Discovery of New Glycosidases from Metagenomic Libraries. In Methods in Enzymology;
Elsevier Inc.: Amsterdam, The Netherlands, 2017; Volume 597, pp. 3–23.

6. DeCastro, M.-E.; Rodríguez-Belmonte, E.; González-Siso, M.-I. Metagenomics of Thermophiles with a Focus on Discovery of
Novel Thermozymes. Front. Microbiol. 2016, 7, 1521. [CrossRef] [PubMed]

7. Guazzaroni, M.; Silva-Rocha, R.; Ward, R.J. Synthetic Biology Approaches to Improve Biocatalyst Identification in Metagenomic
Library Screening. Microb. Biotechnol. 2015, 8, 52–64. [CrossRef] [PubMed]

8. Taupp, M.; Mewis, K.; Hallam, S.J. The Art and Design of Functional Metagenomic Screens. Curr. Opin. Biotechnol. 2011, 22,
465–472. [CrossRef] [PubMed]

9. Berini, F.; Casciello, C.; Marcone, G.L.; Marinelli, F. Metagenomics: Novel Enzymes from Non-Culturable Microbes. FEMS
Microbiol. Lett. 2017, 364, fnx211. [CrossRef] [PubMed]

10. 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]

11. Ekkers, D.M.; Cretoiu, M.S.; Kielak, A.M.; van Elsas, J.D. The Great Screen Anomaly—A New Frontier in Product Discovery
through Functional Metagenomics. Appl. Microbiol. Biotechnol. 2012, 93, 1005–1020. [CrossRef]

12. an der Helm, E.; Genee, H.J.; Sommer, M.O.A. The Evolving Interface between Synthetic Biology and Functional Metagenomics.
Nat. Chem. Biol. 2018, 14, 752–759. [CrossRef]

13. Uchiyama, T.; Miyazaki, K. Functional Metagenomics for Enzyme Discovery: Challenges to Efficient Screening. Curr. Opin.
Biotechnol. 2009, 20, 616–622. [CrossRef]

14. Craig, J.W.; Chang, F.-Y.; Kim, J.H.; Obiajulu, S.C.; Brady, S.F. Expanding Small-Molecule Functional Metagenomics through
Parallel Screening of Broad-Host-Range Cosmid Environmental DNA Libraries in Diverse Proteobacteria. Appl. Environ. Microbiol.
2010, 76, 1633–1641. [CrossRef] [PubMed]

15. Lorenz, P.; Eck, J. Metagenomics and Industrial Applications. Nat. Rev. Microbiol. 2005, 3, 510–516. [CrossRef] [PubMed]
16. Gabor, E.M.; Alkema, W.B.L.; Janssen, D.B. Quantifying the Accessibility of the Metagenome by Random Expression Cloning

Techniques. Environ. Microbiol. 2004, 6, 879–886. [CrossRef] [PubMed]
17. Goddard, J.-P.; Reymond, J.-L. Recent Advances in Enzyme Assays. Trends Biotechnol. 2004, 22, 363–370. [CrossRef] [PubMed]
18. Demirjian, D.C.; Morıs-Varas, F.; Cassidy, C.S. Enzymes from Extremophiles. Curr. Opin. Chem. Biol. 2001, 5, 144–151. [CrossRef]
19. Haki, G.; Rakshit, S. Developments in Industrially Important Thermostable Enzymes: A Review. Bioresour. Technol. 2003, 89,

17–34. [CrossRef]
20. Bruins, M.E.; Janssen, A.E.M.; Boom, R.M. Thermozymes and Their Applications: A Review of Recent Literature and Patents.

Appl. Biochem. Biotechnol. 2001, 90, 155–186. [CrossRef]
21. Kumar, S.; Dangi, A.K.; Shukla, P.; Baishya, D.; Khare, S.K. Thermozymes: Adaptive Strategies and Tools for Their Biotechnological

Applications. Bioresour. Technol. 2019, 278, 372–382. [CrossRef]
22. Chen, G.-Q.; Jiang, X.-R. Next Generation Industrial Biotechnology Based on Extremophilic Bacteria. Curr. Opin. Biotechnol. 2018,

50, 94–100. [CrossRef]
23. Escuder-Rodríguez, J.-J.; DeCastro, M.-E.; Rodríguez-Belmonte, E.; Becerra, M.; María-Isabel, G.-S. Microbiomes of Extreme

Environments. In Microbiomes of Extreme Environments: Biodiversity and Biotechnological Applications; Yadav, A.N., Rastegari, A.A.,
Yadav, N., Eds.; CRC Press: Boca Raton, CA, USA, 2021; pp. 87–105, ISBN 9780429328633.

24. Prayogo, F.A.; Budiharjo, A.; Kusumaningrum, H.P.; Wijanarka, W.; Suprihadi, A.; Nurhayati, N. Metagenomic Applications in
Exploration and Development of Novel Enzymes from Nature: A Review. J. Genet. Eng. Biotechnol. 2020, 18, 39. [CrossRef]

25. Escuder-Rodríguez, J.-J.; López-López, O.; Becerra, M.; Cerdán, M.-E.; González-Siso, M.-I. Extremophilic Esterases for Biopro-
cessing of Lignocellulosic Feedstocks. In Extremophilic Enzymatic Processing of Lignocellulosic Feedstocks to Bioenergy; Springer
International Publishing: Cham, Switzerland, 2017; pp. 205–223, ISBN 9783319546841.

26. Escuder-Rodríguez, J.-J.; DeCastro, M.-E.; Cerdán, M.-E.; Rodríguez-Belmonte, E.; Becerra, M.; González-Siso, M.-I. Cellulases
from Thermophiles Found by Metagenomics. Microorganisms 2018, 6, 66. [CrossRef] [PubMed]

27. Juturu, V.; Wu, J.C. Insight into Microbial Hemicellulases Other than Xylanases: A Review. J. Chem. Technol. Biotechnol. 2013, 88,
353–363. [CrossRef]

28. DeCastro, M.-E.; Escuder-Rodriguez, J.-J.; Cerdan, M.-E.; Becerra, M.; Rodriguez-Belmonte, E.; Gonzalez-Siso, M.-I. Heat-Loving
β-Galactosidases from Cultured and Uncultured Microorganisms. Curr. Protein Pept. Sci. 2018, 19, 1224–1234. [CrossRef]
[PubMed]

29. Barcelos, M.C.S.; Ramos, C.L.; Kuddus, M.; Rodriguez-Couto, S.; Srivastava, N.; Ramteke, P.W.; Mishra, P.K.; Molina, G. Enzymatic
Potential for the Valorization of Agro-Industrial by-Products. Biotechnol. Lett. 2020, 42, 1799–1827. [CrossRef]

30. Elleuche, S.; Schröder, C.; Sahm, K.; Antranikian, G. Extremozymes—Biocatalysts with Unique Properties from Extremophilic
Microorganisms. Curr. Opin. Biotechnol. 2014, 29, 116–123. [CrossRef]

31. Wohlgemuth, R.; Littlechild, J.; Monti, D.; Schnorr, K.; van Rossum, T.; Siebers, B.; Menzel, P.; Kublanov, I.V.; Rike, A.G.; Skretas,
G.; et al. Discovering Novel Hydrolases from Hot Environments. Biotechnol. Adv. 2018, 36, 2077–2100. [CrossRef]

32. Dadwal, A.; Sharma, S.; Satyanarayana, T. Progress in Ameliorating Beneficial Characteristics of Microbial Cellulases by Genetic
Engineering Approaches for Cellulose Saccharification. Front. Microbiol. 2020, 11, 1–18. [CrossRef]

http://doi.org/10.3389/fmicb.2016.01521
http://www.ncbi.nlm.nih.gov/pubmed/27729905
http://doi.org/10.1111/1751-7915.12146
http://www.ncbi.nlm.nih.gov/pubmed/25123225
http://doi.org/10.1016/j.copbio.2011.02.010
http://www.ncbi.nlm.nih.gov/pubmed/21440432
http://doi.org/10.1093/femsle/fnx211
http://www.ncbi.nlm.nih.gov/pubmed/29029060
http://doi.org/10.1111/1751-7915.12309
http://doi.org/10.1007/s00253-011-3804-3
http://doi.org/10.1038/s41589-018-0100-x
http://doi.org/10.1016/j.copbio.2009.09.010
http://doi.org/10.1128/AEM.02169-09
http://www.ncbi.nlm.nih.gov/pubmed/20081001
http://doi.org/10.1038/nrmicro1161
http://www.ncbi.nlm.nih.gov/pubmed/15931168
http://doi.org/10.1111/j.1462-2920.2004.00640.x
http://www.ncbi.nlm.nih.gov/pubmed/15305913
http://doi.org/10.1016/j.tibtech.2004.04.005
http://www.ncbi.nlm.nih.gov/pubmed/15245909
http://doi.org/10.1016/S1367-5931(00)00183-6
http://doi.org/10.1016/S0960-8524(03)00033-6
http://doi.org/10.1385/ABAB:90:2:155
http://doi.org/10.1016/j.biortech.2019.01.088
http://doi.org/10.1016/j.copbio.2017.11.016
http://doi.org/10.1186/s43141-020-00043-9
http://doi.org/10.3390/microorganisms6030066
http://www.ncbi.nlm.nih.gov/pubmed/29996513
http://doi.org/10.1002/jctb.3969
http://doi.org/10.2174/1389203719666180809111659
http://www.ncbi.nlm.nih.gov/pubmed/30091411
http://doi.org/10.1007/s10529-020-02957-3
http://doi.org/10.1016/j.copbio.2014.04.003
http://doi.org/10.1016/j.biotechadv.2018.09.004
http://doi.org/10.3389/fmicb.2020.01387


Int. J. Mol. Sci. 2022, 23, 5733 18 of 19

33. Sadhu, S.; Maiti, T.K. Cellulase Production by Bacteria: A Review. Br. Microbiol. Res. J. 2013, 3, 235–258. [CrossRef]
34. Urbieta, M.S.; Donati, E.R.; Chan, K.-G.; Shahar, S.; Sin, L.L.; Goh, K.M. Thermophiles in the Genomic Era: Biodiversity, Science,

and Applications. Biotechnol. Adv. 2015, 33, 633–647. [CrossRef]
35. Delgado-Outeiriño, I.; Araujo-Nespereira, P.; Cid-Fernández, J.A.; Mejuto, J.C.; Martínez-Carballo, E.; Simal-Gándara, J. Behaviour

of Thermal Waters through Granite Rocks Based on Residence Time and Inorganic Pattern. J. Hydrol. 2009, 373, 329–336. [CrossRef]
36. López, D.L.; Araujo, P.A.; Outeiriño, I.D.; Cid, J.A.; Astray, G. Geochemical Signatures of the Groundwaters from Ourense

Thermal Springs, Galicia, Spain. Sustain. Water Resour. Manag. 2019, 5, 103–116. [CrossRef]
37. Akoh, C.C.; Lee, G.-C.; Liaw, Y.-C.; Huang, T.-H.; Shaw, J.-F. GDSL Family of Serine Esterases/Lipases. Prog. Lipid Res. 2004, 43,

534–552. [CrossRef] [PubMed]
38. Alalouf, O.; Balazs, Y.; Volkinshtein, M.; Grimpel, Y.; Shoham, G.; Shoham, Y. A New Family of Carbohydrate Esterases

Is Represented by a GDSL Hydrolase/Acetylxylan Esterase from Geobacillus Stearothermophilus. J. Biol. Chem. 2011, 286,
41993–42001. [CrossRef] [PubMed]

39. Hall, J.; Hazlewood, G.P.; Barker, P.J.; Gilbert, H.J. Conserved Reiterated Domains in Clostridium Thermocellum Endoglucanases
Are Not Essential for Catalytic Activity. Gene 1988, 69, 29–38. [CrossRef]

40. Montanier, C.; Money, V.A.; Pires, V.M.R.; Flint, J.E.; Pinheiro, B.A.; Goyal, A.; Prates, J.A.M.; Izumi, A.; Stålbrand, H.; Morland,
C.; et al. The Active Site of a Carbohydrate Esterase Displays Divergent Catalytic and Noncatalytic Binding Functions. PLoS Biol.
2009, 7, e1000071. [CrossRef]

41. Yang, Z.; Zhang, Y.; Shen, T.; Xie, Y.; Mao, Y.; Ji, C. Cloning, Expression and Biochemical Characterization of a Novel, Moderately
Thermostable GDSL Family Esterase from Geobacillus Thermodenitrificans T2. J. Biosci. Bioeng. 2013, 115, 133–137. [CrossRef]

42. Soni, S.; Sathe, S.S.; Odaneth, A.A.; Lali, A.M.; Chandrayan, S.K. SGNH Hydrolase-Type Esterase Domain Containing Cbes-AcXE2:
A Novel and Thermostable Acetyl Xylan Esterase from Caldicellulosiruptor Bescii. Extremophiles 2017, 21, 687–697. [CrossRef]

43. Jo, E.; Kim, J.; Lee, A.; Moon, K.; Cha, J. Identification and Characterization of a Novel Thermostable GDSL-Type Lipase from
Geobacillus Thermocatenulatus. J. Microbiol. Biotechnol. 2021, 31, 483–491. [CrossRef]

44. Chahiniana, H.; Sarda, L. Distinction Between Esterases and Lipases: Comparative Biochemical Properties of Sequence-Related
Carboxylesterases. Protein Pept. Lett. 2009, 16, 1149–1161. [CrossRef]

45. Fojan, P. What Distinguishes an Esterase from a Lipase: A Novel Structural Approach. Biochimie 2000, 82, 1033–1041. [CrossRef]
46. Google Maps Imagery ©2021 TerraMetrics. Map Data ©2021 GeoBasis-DE/BKG (©2009) CNES/Airbus, Landsat/Copernicus,

Maxar Technologies. Map Data ©2021 Instituto Geográfico Nacional Spain. Available online: https://www.google.com/maps/
(accessed on 5 August 2021).

47. Serial Cloner. Available online: http://serialbasics.free.fr/Serial_Cloner.html (accessed on 28 July 2021).
48. Berlemont, R.; Pipers, D.; Delsaute, M.; Angiono, F.; Feller, G.; Galleni, M.; Power, P. Exploring the Antarctic Soil Metagenome as

a Source of Novel Cold-Adapted Enzymes and Genetic Mobile Elements. Rev. Argent. De Microbiol. 2011, 43, 94–103. [CrossRef]
49. Pandey, S.; Singh, S.; Yadav, A.N.; Nain, L.; Saxena, A.K. Phylogenetic Diversity and Characterization of Novel and Efficient

Cellulase Producing Bacterial Isolates from Various Extreme Environments. Biosci Biotechnol Biochem 2013, 77, 1474–1480.
[CrossRef] [PubMed]

50. Kasana, R.C.; Salwan, R.; Dhar, H.; Dutt, S.; Gulati, A. A Rapid and Easy Method for the Detection of Microbial Cellulases on
Agar Plates Using Gram’s Iodine. Curr. Microbiol. 2008, 57, 503–507. [CrossRef] [PubMed]

51. Knapik, K.; Becerra, M.; González-Siso, M.-I. Microbial Diversity Analysis and Screening for Novel Xylanase Enzymes from the
Sediment of the Lobios Hot Spring in Spain. Sci. Rep. 2019, 9, 11195. [CrossRef]

52. Anderson, I.; Abt, B.; Lykidis, A.; Klenk, H.-P.; Kyrpides, N.; Ivanova, N. Genomics of Aerobic Cellulose Utilization Systems in
Actinobacteria. PLoS ONE 2012, 7, e39331. [CrossRef]

53. Nyyssönen, M.; Tran, H.M.; Karaoz, U.; Weihe, C.; Hadi, M.Z.; Martiny, J.B.H.; Martiny, A.C.; Brodie, E.L. Coupled High-
Throughput Functional Screening and next Generation Sequencing for Identification of Plant Polymer Decomposing Enzymes in
Metagenomic Libraries. Front. Microbiol. 2013, 4, 1–14. [CrossRef]

54. Blank, S.; Schrödern, C.; Schirrmacher, G.; Reisinger, C.A.G. Biochemical Characterization of a Recombinant Xylanase from
Thermus Brockianus, Suitable for Biofuel Production. JSM Biotechnol. Bioeng. 2014, 2, 1027.

55. Pinheiro, G.L.; Correa, R.F.; Cunha, R.S.; Cardoso, A.M.; Chaia, C.; Clementino, M.M.; Garcia, E.S.; de Souza, W.; Frasés, S.
Isolation of Aerobic Cultivable Cellulolytic Bacteria from Different Regions of the Gastrointestinal Tract of Giant Land Snail
Achatina Fulica. Front. Microbiol. 2015, 6, 1–15. [CrossRef]

56. Ohlhoff, C.W.; Kirby, B.M.; van Zyl, L.; Mutepfa, D.L.R.; Casanueva, A.; Huddy, R.J.; Bauer, R.; Cowan, D.A.; Tuffin, M. An
Unusual Feruloyl Esterase Belonging to Family VIII Esterases and Displaying a Broad Substrate Range. J. Mol. Catal. B Enzym.
2015, 118, 79–88. [CrossRef]

57. Hårdeman, F.; Sjöling, S. Metagenomic Approach for the Isolation of a Novel Low-Temperature-Active Lipase from Uncultured
Bacteria of Marine Sediment. FEMS Microbiol. Ecol. 2007, 59, 524–534. [CrossRef]

58. Leis, B.; Angelov, A.; Mientus, M.; Li, H.; Pham, V.T.T.; Lauinger, B.; Bongen, P.; Pietruszka, J.; GonÃ§alves, L.G.; Santos, H.; et al.
Identification of Novel Esterase-Active Enzymes from Hot Environments by Use of the Host Bacterium Thermus Thermophilus.
Front. Microbiol. 2015, 6, 275. [CrossRef] [PubMed]

http://doi.org/10.9734/BMRJ/2013/2367
http://doi.org/10.1016/j.biotechadv.2015.04.007
http://doi.org/10.1016/j.jhydrol.2009.04.028
http://doi.org/10.1007/s40899-018-0239-3
http://doi.org/10.1016/j.plipres.2004.09.002
http://www.ncbi.nlm.nih.gov/pubmed/15522763
http://doi.org/10.1074/jbc.M111.301051
http://www.ncbi.nlm.nih.gov/pubmed/21994937
http://doi.org/10.1016/0378-1119(88)90375-7
http://doi.org/10.1371/journal.pbio.1000071
http://doi.org/10.1016/j.jbiosc.2012.08.016
http://doi.org/10.1007/s00792-017-0934-2
http://doi.org/10.4014/jmb.2012.12036
http://doi.org/10.2174/092986609789071333
http://doi.org/10.1016/S0300-9084(00)01188-3
https://www.google.com/maps/
http://serialbasics.free.fr/Serial_Cloner.html
http://doi.org/10.1590/S0325-75412011000200005
http://doi.org/10.1271/bbb.130121
http://www.ncbi.nlm.nih.gov/pubmed/23832366
http://doi.org/10.1007/s00284-008-9276-8
http://www.ncbi.nlm.nih.gov/pubmed/18810533
http://doi.org/10.1038/s41598-019-47637-z
http://doi.org/10.1371/journal.pone.0039331
http://doi.org/10.3389/fmicb.2013.00282
http://doi.org/10.3389/fmicb.2015.00860
http://doi.org/10.1016/j.molcatb.2015.04.010
http://doi.org/10.1111/j.1574-6941.2006.00206.x
http://doi.org/10.3389/fmicb.2015.00275
http://www.ncbi.nlm.nih.gov/pubmed/25904908


Int. J. Mol. Sci. 2022, 23, 5733 19 of 19

59. Selvin, J.; Kennedy, J.; Lejon, D.P.H.; Kiran, G.S.; Dobson, A.D.W. Isolation Identification and Biochemical Characterization of a
Novel Halo-Tolerant Lipase from the Metagenome of the Marine Sponge Haliclona Simulans. Microb. Cell Factories 2012, 11, 72.
[CrossRef] [PubMed]

60. Sang, S.L.; Li, G.; Hu, X.P.; Liu, Y.H. Molecular Cloning, Overexpression and Characterization of a Novel Feruloyl Esterase from a
Soil Metagenomic Library. J. Mol. Microbiol. Biotechnol. 2011, 20, 196–203. [CrossRef] [PubMed]

61. Andersen, A.; Svendsen, A.; Vind, J.; Lassen, S.F.; Hjort, C.; Borch, K.; Patkar, S.A. Studies on Ferulic Acid Esterase Activity in
Fungal Lipases and Cutinases. Colloids Surf. B Biointerfaces 2002, 26, 47–55. [CrossRef]

62. Biosoft, P. Net Primer. Available online: http://www.premierbiosoft.com/netprimer/index.html (accessed on 18 June 2021).
63. Gasteiger, E.; Gattiker, A.; Hoogland, C.; Ivanyi, I.; Appel, R.D.; Bairoch, A. ExPASy: The Proteomics Server for in-Depth Protein

Knowledge and Analysis. Nucleic Acids Res. 2003, 31, 3784–3788. [CrossRef]
64. NCBI Resource Coordinators. Database Resources of the National Center for Biotechnology Information. Nucleic Acids Res. 2016,

44, D7–D19. [CrossRef]
65. Waterhouse, A.; Bertoni, M.; Bienert, S.; Studer, G.; Tauriello, G.; Gumienny, R.; Heer, F.T.; de Beer, T.A.P.; Rempfer, C.; Bordoli,

L.; et al. SWISS-MODEL: Homology Modelling of Protein Structures and Complexes. Nucleic Acids Res. 2018, 46, W296–W303.
[CrossRef]

66. Schrödinger LCC The PyMOL Molecular Graphics System, Version 1.2r3pre. Available online: https://pymol.org/2/#page-top
(accessed on 21 June 2021).

67. Gasteiger, E.; Hoogland, C.; Gattiker, A.; Duvaud, S.; Wilkins, M.R.; Appel, R.D.; Bairoch, A. Protein Identification and Analysis
Tools on the ExPASy Server. In The Proteomics Protocols Handbook; Walker, J.M., Ed.; Humana Press: Totowa, NJ, USA, 2005; pp.
571–608, ISBN 9781588293435.

68. Sievers, F.; Wilm, A.; Dineen, D.; Gibson, T.J.; Karplus, K.; Li, W.; Lopez, R.; McWilliam, H.; Remmert, M.; Söding, J.; et al. Fast,
Scalable Generation of High-quality Protein Multiple Sequence Alignments Using Clustal Omega. Mol. Syst. Biol. 2011, 7, 539.
[CrossRef]

69. The UniProt Consortium. UniProt: A Worldwide Hub of Protein Knowledge. Nucleic Acids Res. 2019, 47, D506–D515. [CrossRef]
70. Crooks, G.E.; Hon, G.; Chandonia, J.-M.; Brenner, S.E. WebLogo: A Sequence Logo Generator. Genome Res 2004, 14, 1188–1190.

[CrossRef]
71. Fuciños, P.; Abadín, C.M.; Sanromán, A.; Longo, M.A.; Pastrana, L.; Rúa, M.L. Identification of Extracellular Lipases/Esterases

Produced by Thermus Thermophilus HB27: Partial Purification and Preliminary Biochemical Characterisation. J. Biotechnol. 2005,
117, 233–241. [CrossRef] [PubMed]

72. Miguel-Ruano, V.; Rivera, I.; Rajkovic, J.; Knapik, K.; Torrado, A.; Otero, J.M.; Beneventi, E.; Becerra, M.; Sánchez-Costa, M.;
Hidalgo, A.; et al. Biochemical and Structural Characterization of a Novel Thermophilic Esterase EstD11 Provide Catalytic
Insights for the HSL Family. Comput. Struct. Biotechnol. J. 2021, 19, 1214–1232. [CrossRef] [PubMed]

http://doi.org/10.1186/1475-2859-11-72
http://www.ncbi.nlm.nih.gov/pubmed/22657530
http://doi.org/10.1159/000329833
http://www.ncbi.nlm.nih.gov/pubmed/21757926
http://doi.org/10.1016/S0927-7765(01)00312-5
http://www.premierbiosoft.com/netprimer/index.html
http://doi.org/10.1093/nar/gkg563
http://doi.org/10.1093/nar/gkv1290
http://doi.org/10.1093/nar/gky427
https://pymol.org/2/#page-top
http://doi.org/10.1038/msb.2011.75
http://doi.org/10.1093/nar/gky1049
http://doi.org/10.1101/gr.849004
http://doi.org/10.1016/j.jbiotec.2005.01.019
http://www.ncbi.nlm.nih.gov/pubmed/15862353
http://doi.org/10.1016/j.csbj.2021.01.047
http://www.ncbi.nlm.nih.gov/pubmed/33680362

	Introduction 
	Results 
	Water Sampling 
	Library Construction 
	Functional Screening 
	Screening for Plant Cell Wall Degrading Enzymes 
	Screening for Proteases 
	Screening for Lipolytic and Feruloyl Esterase Activities 

	Subcloning of Selected Positive Lypolitic Activity-Conferring Genes and Sequence Analysis 
	Alignment of LipB12_A11 with NCBI Databases for DNA and Protein Sequences 
	Purification and Biochemical Characterization of Lipolytic Activity Enzyme LipB12_A11 
	LipB12_A11 Temperature and pH Optima and Thermostability 
	LipB12_A11 Substrate Preference 
	Effect of Additives and Detergents on LipB12_A11 Enzymatic Activity 
	LipB12_A11 Enzyme Kinetics 


	Discussion 
	Materials and Methods 
	Sampling 
	DNA Extraction 
	Metagenomic Libraries Construction 
	End Repair and Size Selection of Metagenomic DNA 
	Vector 
	Ligation and Packaging of Metagenomic DNA 

	Functional Screening Methods 
	Cellulase Screening 
	Xylanase Screening 
	-Xylosidase Screening 
	Lipolytic Activity Screening 
	Feruloyl Esterase Screening 
	-Glucosidase Screening 
	Protease Screening 

	Subcloning of a DNA Fragment Containing a Lipolytic Activity-Conferring Gene 
	Sequencing and Primer Walking of a DNA Fragment Containing a Lipolytic Activity-Conferring Gene 
	Sequence Analysis 
	Purification 
	Activity Assays 

	Conclusions 
	References

