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ABSTRACT: Phenol and its derivatives are common pollutants that are present in
industrial discharge and are major xenobiotics that lead to water pollution. To
monitor as well as improve water quality, attempts have been made in the past to
engineer bacterial in vivo biosensors. However, due to the paucity of structural
information, there is insufficiency in gauging the factors that lead to high sensitivity
and selectivity, thereby impeding development. Here, we present the crystal structure
of the sensor domain of MopR (MopRAB) from Acinetobacter calcoaceticus in complex
with phenol and its derivatives to a maximum resolution of 2.5 Å. The structure
reveals that the N-terminal residues 21−47 possess a unique fold, which are involved
in stabilization of the biological dimer, and the central ligand binding domain belongs
to the “nitric oxide signaling and golgi transport” fold, commonly present in
eukaryotic proteins that bind long-chain fatty acids. In addition, MopRAB nests a zinc
atom within a novel zinc binding motif, crucial for maintaining structural integrity.
We propose that this motif is crucial for orchestrated motions associated with the
formation of the effector binding pocket. Our studies reveal that residues W134 and H106 play an important role in ligand
binding and are the key selectivity determinants. Furthermore, comparative analysis of MopR with XylR and DmpR sensor
domains enabled the design of a MopR binding pocket that is competent in binding DmpR-specific ligands. Collectively, these
findings pave way towards development of specific/broad based biosensors, which can act as useful tools for detection of this
class of pollutants.

Phenol and its derivatives are harmful to both human and
aquatic life as they are carcinogenic, mutagenic, and

embryotoxic in nature, and their exposure, even in small
quantities, can be lethal. Many soil bacteria such as
Pseudomonas sp. possess regulatory pathways that can degrade
these xenobiotics, produced through both natural and man-
made industrial discharge.1,2 In the face of a hostile environ-
ment, catabolic degradation of these compounds that can be
utilized as carbon sources is stimulated via activation of highly
regulated bacterial transcription factors, which include XylR,
DmpR, and MopR.2,3 On the basis of these proteins, extensive
efforts have been devoted over the past two decades towards
the design of sensitive in vivo biosensors.4−6 Random
mutagenesis and domain swapping experiments in the sensor
region were also carried out, and hybrid sensors with varying
sensitivity were created.7−10 However, owing to the poor
solubility of these proteins, they could not be effectively
purified in an in vitro setting. Therefore, structure determi-
nation remained elusive, and exact selectivity determinants
remained undetermined. Few homology models have been

proposed; but the sensor domain exhibits very low sequence
similarity (∼12%) to the characterized templates, posing
limitations and leading to inaccuracy.11,12 Hence, the
architecture of the aromatic pollutant binding pocket and the
role of peripheral residues in conferring selectivity and
sensitivity in these regulators remain hard to pin down, and
the field is faced with stagnation with respect to the
development of broad based/specific biosensors. Another
widely used approach for detection and degradation of aromatic
pollutants from wastewater is employing semiconductor based
electrochemical and photocatalytic oxidation methods, where
xenobiotics like phenol and its derivatives can be sensed and
degraded. However, these methods also have selectivity and
sensitivity limitations, and ongoing efforts are underway to
improve their performance.13−20
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XylR, DmpR, and MopR are mechanoenzymes possessing a
modular architecture and belong to the NtrC superfamily of
bacterial enhancer binding proteins (bEBPs;21−23 Figure 1).

The bEBPs generally stimulate transcription of downstream
genes by binding to specific enhancer like DNA elements
known as upstream activator sequences (UAS), situated about
100 to 200 bp ahead of the promoter they activate.21,22 In the
presence of appropriate environmental cues, the bEBPs along
with DNA bending integration host factors activate the σ54
RNA polymerase (RNAP) complex.4,10,24 These bEBPs are
composed of three major domains, the N-terminal signal

reception domain, the central ATPase domain, and the C-
terminal DNA binding domain25 (Figure 1). The N-terminal
signal reception domain, or the A-domain, comprises of around
210 amino acids and directly responds to external signals.22

This domain is comparatively less conserved among the
different NtrC family members (∼12%).23 The central
transcriptional activation domain, or the C-domain, is the
most conserved across the family (∼40%) and comprises the
ATPase domain (AAA+ domain) that provides energy required
for the activation of the RNAP-σ54-promoter complex.26 The A
and the C domains are connected by a short 20-residue linker
(B linker).27 Previous biochemical studies have shown that this
linker region is crucial in mediating movement of the A domain
on ligand binding and facilitating derepression of the C
domain.28−30 The C terminal DNA binding domain or the D
domain contains a helix−turn−helix motif that facilitates the
latching of the protein onto the UAS; it is proposed to possess
a structure similar to the FIS protein (PDB ID: 1FIA).22

Here, we present the crystal structure of the A domain and
the B linker of MopR (MopRAB). The structure in complex
with various aromatic alcohols not only helps in mapping the
residues involved in recognition of the sensor molecule but also
sheds light on the structural basis of ligand specificity. To
decipher the mode of selection of the effector and the
stabilization provided by individual residues, mutagenesis of

Figure 1. Domain organization of NtrC family proteins. The signal
reception (A) domain is colored light blue. The central transcription
activation (C) domain is colored pink. The A and C domains are
joined by the B linker. The ATP binding region in the C domain is
colored red. The DNA-binding (D) domain is colored light green with
the HTH DNA-binding motif colored bottle green.

Figure 2. Structure of the MopRAB−phenol complex. (a) MopRAB monomer structure highlighting the secondary structural elements, with β-sheets
in lightgreen, α-helices in blue, and the loop regions in pink. (b) MopRAB monomer highlighting the unique regions in red. The rest of the monomer
represented in pale green belongs to the “ligand binding domain involved in nitric oxide signaling and golgi transport” fold. (c) Overall structure of
the MopRAB dimer, with the N-terminal dimerization domain (AN) in deep teal and wheat in both subunits, the Zn-binding domain (AZn) in yellow,
and the C-terminal B-linker region in red. The missing region is represented as black dotted line. (d) Mapping of all the reported DmpR and XylR
mutations (green beads) on a single monomer of the MopRAB dimer and the MopR mutations (this study) as deep purple beads. The domains are
colored the same as in panel c. In all panels, the bound phenol is represented as magenta stick and the Zn atom as orange sphere.
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selected pocket residues and subsequent ligand-binding experi-
ments were performed. Based on the structural information,
preliminary attempts to tune the selectivity of the biosensing
pocket were also undertaken. Together, these studies provide a
framework for the design of future biosensing devices with
appropriate sensitivity and specificity.

■ RESULTS AND DISCUSSION

MopRAB crystal structure is the first structure of a sensor
domain to be solved for the XylR-NtrC subfamily. Previously,
in the absence of any structure, many research groups had
concentrated their efforts on homology modeling of the
DmpR/XylR sensor domain.11,12 However, due to the
inaccuracy of these models and lack of ligand-complex
structure, most of the predicted active site residues were not
congruent with the actual MopRAB−phenol binding pocket
(Supporting Discussion and Supporting Information Figure
S1). Moreover, over the past two decades, several mutagenesis
studies in the signal-sensing domain of DmpR and XylR have
been performed, backed by both in vivo and in vitro
experiments7−9,31−34 with the aim to detect the exact aromatic
effector pocket. The broader aim of these studies was to design
effective biosensors for degradation of the xenobiotics, but in
the absence of any available structure these experiments could
not adopt rational design. Hence, the crystal structure of
MopRAB is a break-through revelation in the field as it provides
accurate details of the exact ligand-binding mode and the
pocket architecture of these regulators.
The recombinant MopRAB gene (residues 1−229) exists as a

dimer in solution (Supporting Information Figure S2) and
crystallized only in the presence of aromatic ligands. The
structure of MopRAB in complex with 3-chlorophenol (3-cp;
PDB ID: 5KBH) was determined using zinc multiwavelength
anomalous dispersion (MAD) method and was refined to 2.55
Å. Subsequently, MopRAB structures in complex with phenol
(PDB ID: 5KBE), o-cresol (PDB ID: 5KBG), and catechol
(PDB ID: 5KBI) were determined using the difference Fourier
method and refined between 2.9 and 2.5 Å (Supporting

Information Table S1). The final refined structure of the
MopRAB−phenol complex contains residues 15−226 in subunit
A and residues 14−221 in subunit B (Figure 2c).

Monomeric Structure of MopRAB. The MopRAB mono-
mer consists of seven α-helices and seven β-strands (Figure 2a
and Supporting Information Figure S2). The β-strands in the
N-terminal region form a three-stranded antiparallel β-sheet
that is sandwiched by the two helices α1 and α2. The other
four-stranded antiparallel β-sheet along with α3, α4, and α6
forms a groove that serves as recognition site for the
endogenous phenolic compounds; it also nests a Zn atom. It
has been previously reported7 that the ligand-binding and
effector-specificity subregion mainly resides within the residues
116−192 (MopR numbering) of the sensing domain. However,
the structure reveals that the actual binding pocket in the
MopRAB structure comprises a larger fraction of amino acids
and lies between residues 99−191 (MopR numbering).
Analysis of the structure using DALI revealed that the N-
terminal residues 21−47 in MopRAB possess a unique fold,
whereas the rest of the protein is similar to the “ligand binding
domain involved in nitric oxide signaling (NOS) and golgi
transport” fold (Figure 2b). The top hit is an archeal protein
MJ_1460 (PDB ID: 2OSO) of unknown function with an
RMSD of 2.2 Å (aligning 116 residues). Surprisingly, it was
observed that the previously unknown Zn site discovered in
MopRAB was almost structurally conserved in MJ_1460, but
with one of the cystines replaced by a histidine. The other
DALI hits were all eukaryotic long chain fatty acid binding
proteins that lack the zinc-binding motif. The eukaryotic
proteins usually exist as a part of the mega transport protein
particle (TRAPP) complex involved in the transfer of proteins
between organelles such as endoplasmic reticulum-to-golgi and
are known to play a role in membrane localization of the
complex.35 Overall, the analysis reveals that although MopRAB

has very little sequence identity (<12%) with all of them, the
NOS portion of the fold is essentially conserved in all of them.
A striking fact that emerged from comparison of MopRAB with
its DALI hits was that the MopRAB is the only protein among

Table 1. Important Mutations in DmpR and XylR and Their Significance with Reference to MopR

DmpR XylR MopR location effect (as reported) reference

F42L T48 loop between β3 and α2 (dimer
interface)

novel response to para-substituted phenols Sarand et al.

F65L F71 α3 (dimer interface) improved response to nitrotoluenes (NT) and cognate effectors Garmendia et al.
P85S P91 loop between α3 and α4 transcription activation in absence of effectors Delgado et al.

R109C E115 β4 (near binding pocket) novel response to broad range of para-substituted phenols Sarand et al.
L113 V L119 β4 (near binding pocket) novel response to para-substituted phenols Sarand et al.
D116N S122 β4 (near binding pocket) novel response to broad range of para-substituted phenols Sarand et al.
F122L F128 near binding pocket novel response to para-substituted phenols at low levels Sarand et al.

V124A A130 β5 (near binding pocket) improved effector response profile including NTs and biphenyls Garmendia et al.
F132L F138 α5 (dimer interface) reduced effector response profile Skar̈fstad et al.
E133K E139 α5 (dimer interface) completely inactive, no effector response. Shingler and Pavel
E135K D135N E141 α5 (dimer interface) novel response to broad range of para-substituted phenols

(DmpR)
Pavel et al.

transcription activation in absence of effectors (XylR) Delgado et al.
C137Y H143 α5 (dimer interface) novel response to para-substituted phenols at low levels Sarand et al.
D140K E146 α5 (dimer interface) transcription activation in absence of effector, novel response to

para-substituted phenols
Shingler and Pavel

L143P A149 near α5 and zinc site improved effector response profile Skar̈fstad et al.
E172K E178 zinc site novel response to m-NT Delgado and Ramos;

Garmendia et al.
R184W L184I R190 near zinc site improved response to 2,4-dcp, a poor DmpR effector (DmpR) Shingler et al.

improved response to NTs (XylR) Garmendia et al.
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these that exists as a dimer. Closer examination of the structure
shows that MopR has a unique helix insertion, α5, which is
replaced by a long loop in all the other DALI hits. The helix α5
along with the exclusive β-sheet dominated N-terminal region
of MopRAB enables it to assemble as a dimer (Figure 2b).
Therefore, we believe that both these regions, unique to MopR,
play an important role in defining its specific function and
possibly are involved in crosstalk with the ATPase and the
DNA binding domains thereby, facilitating transcription
regulation.
Dimerization Interface. MopRAB is present as a dimer in

the asymmetric unit with the interface formed mainly by the
intertwining of the β3 strands from the two participating
subunits (Figure 2c) with the residues 41−47 (NRMLLMH) of
both subunits forming several hydrogen bonds as well as
hydrophobic contacts. Furthermore, β3 interacts with the loop
region between β5 and α5 of the other subunit, strengthening
the dimer. The dimerization region also involves significant
contacts of α5 from one monomer, with α2 of the adjacent
monomer. Moreover, the loop region between β1 and β2 is in
close proximity of helix α4 from the other subunit, thereby
reinforcing the rigid dimer. The interface has a combined
buried surface area of 2350 Å2 and is stabilized by a number of
hydrophobic contacts and hydrogen bonds, including three salt
bridges (Supporting Information Table S2).
Many of the previously reported mutations that were shown

to have a significant effect on ligand binding (Table 1, Figure
2d) were mapped onto the structure of MopRAB, and the results
show that most of them were present along the dimeric
interface. For example, residues F132, E133 E135, C137, and
D140 in DmpR7,8 lie on the dimerization helix α5 that packs
with the adjacent helix α2, and mutation in this region can

result in disruption of the dimer. Analysis of the MopRAB

structure clearly reveals that the D140K mutation, as reported
previously,7 results in a direct steric clash with the main chain of
α2. Structural analysis also showed that E135 forms a salt
bridge with the conserved residue R36 (in DmpR) that lies in
β3 of the neighboring subunit (Supporting Information Table
S2). It is thus not surprising that the mutation E135K9,32 has
been shown to be extremely detrimental as this mutation forces
the two positively charged residues to come into close
proximity, leading to destabilization of the biological dimer.
In vivo, most of these dimerization mutants showed significant
effects in downstream transcription regulation.8 Studies on
other NtrC family proteins that possess a modular architecture
with a central ATPase domain have shown that upon activation,
there is a major rearrangement of the overall structure leading
to oligomerization of the ATPase unit to either a hexameric or a
heptameric arrangement.36,37 A similar scenario is likely in the
case of MopR, where the dimeric form rearranges to a
hexameric one, leading us to believe that this interface is fluid
and undergoes major conformational change upon effector
binding. In the light of the current structural data and in
congruence with the evidence that rearrangement of the
dimeric interface is a major step toward transcription activation,
it is not surprising that in the absence of the structure, many of
the random mutations performed along the dimeric interface by
other researchers resulted in significant effects. Therefore, it
appears that mutants causing destabilization of the dimeric
interface weakens the transcription control exerted by the
sensor domain, and the observed result is accelerated
downstream activation.

Novel Zn-Binding Site. One of the most striking features
of the crystal structure of MopRAB is the presence of Zn in both

Figure 3. Zinc binding and its role in signal transduction. (a) Architecture of the Zn-binding site. Zn atom is represented as an orange sphere; the
carbon atoms of the Zn site residues are in sky blue, oxygen in red, and sulfur in yellow. (b) CD data showing gradient chelation of MopRAB with
EDTA. (c) Global view highlighting the ligand and the zinc-binding region. The conserved residue W134 that makes interaction with phenol bridges
the two sites. The proposed flexible regions including the GAS hinge loop and W134 are represented in firebrick red, and the rest of the protein is in
pale cyan. The zinc binding and ligand binding residues are colored as green sticks; phenol is in magenta, and zinc as orange spheres. (d−f) Proposed
ligand entry gate in MopRAB. AN is represented in orange, AZn in green, and the B-linker region in red. Phenol is represented as a magenta stick and
zinc as a blue sphere, and G148 is highlighted as a purple sphere. AZn and the linker region are represented as cartoons in panel d and as surfaces in
panel e, capping the ligand. Panel f represents MopRAB without AZn and a linker region, which makes the ligand visible. Conformational change in
AZn and the B-linker region is crucial toward opening and closing of the entry gate.
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subunits, despite its absence in the crystallization condition or
in the protein buffer. The presence of Zn was identified in
MopRAB crystals using X-ray fluorescence spectroscopy. The
presence of Zn was exploited for the structure determination
using Zn-MAD phasing. The structure reveals that the Zn atom
is nested between helices α6, β6, and β7, at a distance of 10 Å
from the aromatic effector, forming a rigid domain; it does not
have any direct interactions with the bound ligand. This
structure provides the first example, to our knowledge, of a
tetrahedrally coordinated Zn bound to three cysteines and one
glutamate residue (Figure 3a). This Zn-motif is conserved
among a number of NtrC family members, including DmpR
and XylR. Due to the unique signature of the motif, it remained
unnoticed until later in multiple sequence alignments (MSAs).
Furthermore, the absence of a water molecule at the fourth
coordination position highlights the fact that this Zn atom does
not play a catalytic role; rather, it is structural in nature.38 The
CD data of the apo MopRAB show the signature ω-shaped
helical pattern, which is gradually lost with increasing
concentration of EDTA (Figure 3b). Unlike catalytic Zn,
which generally leaches out at a concentration range of 1−3
mM, here the helicity is only completely disrupted by 10 mM
EDTA. Additionally, E178A and C189A point mutations were
performed to disrupt the tetrahedral coordination of Zn. These
mutant proteins exhibited extremely low solubility, indicating
that the presence of the intrinsic Zn is very important for
maintaining the structural integrity of MopRAB. Hence, the
previously reported E172K mutation in XylR (E178 in
MopRAB) also resulted in a dramatic loss in ligand binding as
the residue directly interacts with the Zn atom (Figure 3a).31,32

Since zinc is so unique to the XylR, DmpR, and MopR
subfamily of NtrC regulators, it presumably plays a role in
overall arrangement of the full-length MopR complex and in
transducing the effector binding. As mentioned earlier, MopRAB

only crystallized in the presence of a ligand. This is probably
due to the fact that a ligand-bound protein adopts a stable
conformation and possesses a drastically reduced intrinsic
flexibility. This leads us to hypothesize that in the apo full-
length protein, the MopRAB domain has an open form, and the
binding of the ligand prompts the compaction of this domain. It
would have been much easier to understand the conformational
changes if the structure of the apo MopRAB domain would have

been determined. In its absence, we propose that the ligand-
binding cavity is transient in nature, and the interaction of the
ligand with the W134 residue triggers the Zn-binding domain
(AZn: residue 148−202) to move and pack against the AN
domain (1−147). This creates the ligand-binding cavity, the so-
called closed form (Figure 3c). In addition, the intertwining of
β1−β3, several hydrogen bonds (including salt bridges), and
hydrophobic contacts at the dimer interface provide structural
stability (Supporting Information Table S2) and keep AN more
rigid against the significant movement of AZn that is induced by
the ligand.
The question of how MopRAB switches between the open

and closed forms requires the location of a hinge region in the
protein, which often would be located at the center of the
motion. The structures and MSAs were used to trace this
region. Relating the protein sequence to sites of structural
flexibility has been previously analyzed in great detail by using a
protein motion database from which a number of correlations
between hinges and sequence features have been established.39

Based on those studies, it has been predicted that the smaller
residues (glycine, alanine, and serine) are preferred and hinges
are likely to occur in turns or random coils and tend to be on
the surface, since steric clashes would often prevent them from
being in the core. The simplest hinge consists of a single point
on the chain separating two rigid regions. It was observed that
the turn in MopRAB at the end of the AN contains a conserved
G148, followed by nonconserved A149 and S150 residues. The
location, environment, and solvent accessibility of these
residues suggest that they serve as the likely hinge. Moreover,
it has been reported that the mutation of L143P in XylR (A149
in MopR) showed a differential effector response.7 This
highlights the fact that introducing rigidity in this region has
an effect on the movement associated with AZn, which harbors
part of the ligand-binding cavity (Figure 3d−f), and most likely
plays a role in closing and opening of the cavity. In the full-
length apo protein, AZn may be involved in repression of the
AAA+ domain. Ligand binding serves as a trigger for domain
movement, initiating derepression by facilitating change in the
oligomerization state (dimeric to hexameric). This subse-
quently prompts ATP hydrolysis, leading to downstream
transcriptional activation of the phenol degrading catabolic
gene cluster.

Figure 4. Binding analysis of MopRAB with different aromatic effectors. (a) Structure of all the aromatic effectors used in this work: (I) phenol, (II)
o-cresol, (III) 3-chlorophenol, (IV) catechol, (V) resorcinol, (VI) hydroquinone, (VII) m-cresol, (VIII) 3,4-dimethylphenol (3,4-dmp), (IX)
benzene, (X) toluene, (XI) 3-methylbenzylalcohol (3-mba). (b−f) ITC data of MopRAB with phenol, catechol, and benzene, respectively. The curves
that correspond to raw data are shown in the top panel and the curve fit in the bottom panel. Data were fit using one set of site model, and the
thermodynamic parameters obtained from the curve fitting are given in Table 2.
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Identification of the Cognate Ligands and Ligand-
Binding Architecture. A thermal shift (Tm) assay was carried
out initially with a series of ligands to distinguish the aromatic
binders from the nonbinders of MopRAB. The ligands that were
screened included both DmpR and XylR effectors (Figure
4a).40,41 Based on the appreciable positive shift in Tm in the
melting curves, it was concluded that XylR effectors are
nonbinders and MopR has a preference for phenolic
compounds (Supporting Information Figure S3). Further, to
calculate the binding constants and to derive the thermody-
namic parameters, ITC was performed (Figure 4b−f,
Supporting Information Figure S4 and Table 2).
XylR effectors again showed no binding with MopRAB

(Figure 4f and Supporting Information Figure S4). ITC results
show that the binding is highly enthalpy-driven. This could be
due to the energy released during interaction of MopRAB upon
binding of the effector into the pocket. Of all compounds
tested, the Kd value for phenol was the lowest (0.46 ± 0.06
μM), confirming that it is indeed the best binder of MopRAB.
Other phenol derivatives like 3-chlorophenol, o-cresol, and m-
cresol also exhibited low Kd values ranging between 0.5 and 1.8
μM (Table 2), indicating high binding affinity of MopRAB

toward these compounds. Few bulkier phenols like 3,4-
dimethyphenol and benzenediols (catechol, resorcinol, and
hydroquinone) were also tested for binding, and the affinity of
all these compounds toward MopRAB was found to be
comparatively lower than the smaller phenol derivatives, with
their Kd values ranging between 2.5 and 4.2 μM (Table 2).
From this observed trend in binding affinity, it can be
concluded that MopRAB has evolved to accept the smaller
phenolic ligands better and is less efficient in effectively
accommodating the larger sized moieties. Based on the ITC
results, four of the phenolic binders (phenol, o-cresol, 3-
chlorophenol, and catechol) were selected for cocrystallization
with MopRAB. From the ligand-bound crystal structures, it was
observed that the binding pocket of each MopRAB subunit has a
diameter of ∼5 Å and is lined mostly by hydrophobic residues
(Figure 5). Stacking interactions of residues F99, F132, Y161,
Y165, and Y176 with the phenyl ring of the effectors are major
contributors to the stabilization of the ligand. The phenolic
effector is additionally counterpoised in the active site by
interactions of the phenolic OH group by direct hydrogen
bonding interaction with the nitrogen atoms of H106 and
W134, present in helix α4 and β5, respectively (Figure 5).
Analysis of the structure reveals that the hydroxyl group of the
ligand is positioned in such a way that it makes a stronger

hydrogen bond with the nitrogen atom of H106 than with that
of W134. A comparison of the various MopRAB−effector
complex structures revealed almost identical ligand binding
conformations and pocket architectures (Supporting Informa-
tion Figure S5). In the case of catechol, since it has two
hydroxyl groups, there is a minor change in its orientation. The
phenyl ring of catechol undergoes an 8° rotation with respect
to that observed for phenol, thereby resulting in one of its OH
groups interacting with H106 and the other with W134.
To decipher the importance of the structural basis of

interaction of MopRAB with its aromatic effectors, based on the
inspection of the crystal structures, a series of single and double
amino acid substitutions of the binding pocket residues were
made. Residues selected for mutagenesis were H106 and W134,
both of which form direct hydrogen bonds with the phenolic
OH of all the ligands. The mutations H106A, W134A, and
H106A-W134A were designed such that the side chains were

Table 2. Binding Ananlysis of MopRAB and Its Mutants to Different Aromatic Effectors

MopRAB construct aromatic compounds ΔH (kcal/mol) TΔS(kcal/mol) ΔG(kcal/mol) Kd (μM) N (no. of sites)

native phenol −17.56 ± 0.13 −8.64 ± 0.18 −8.92 ± 0.06 0.46 ± 0.06 1.11 ± 0.01
native 3-chlorophenol −17.19 ± 0.22 −8.64 ± 0.09 −8.55 ± 0.13 0.55 ± 0.06 1.07 ± 0.01
native o-cresol −15.37 ± 0.21 −7.15 ± 0.06 −8.22 ± 0.15 0.78 ± 0.05 1.07 ± 0.01
native m-cresol −20.94 ± 0.34 −13.11 ± 0.17 −7.83 ± 0.17 1.80 ± 0.03 1.02 ± 0.02
native resorcinol −22.69 ± 0.63 −14.95 ± 0.02 −7.74 ± 0.61 2.16 ± 0.03 1.02 ± 0.09
native hydroquinone −14.85 ± 0.14 −7.29 ± 0.05 −7.56 ± 0.09 3.69 ± 0.17 1.03 ± 0.06
native 3,4-dimethylphenola −3.44 ± 0.15 −0.29 ± 0.06 −3.15 ± 0.09 4.02 ± 0.01 0.95 ± 0.09
native catechol −8.08 ± 0.07 −0.89 ± 0.08 −7.19 ± 0.02 4.12 ± 0.08 1.34 ± 0.05
H106A phenola −14.14 ± 0.42 −7.15 ± 0.06 −6.99 ± 0.36 7.87 ± 0.01 1.13 ± 0.03
W134A phenol −16.52 ± 0.23 −7.15 ± 0.03 −9.37 ± 0.11 2.87 ± 0.01 1.14 ± 0.02
W134A-H106A phenola −10.35 ± 0.32 −4.47 ± 0.06 −5.88 ± 0.26 38.46 ± 0.13 1.04 ± 0.03

aITC data for these particular runs have C values < 20; hence the computed thermodynamic parameters are not resolved accurately due to weak
binding affinity.

Figure 5. Representation of the binding pocket of MopRAB. MopRAB

binding pocket in complex with (a) phenol, (b) 3-cp, (c) o-cresol, and
(d) catechol. The phenolic effectors are colored in magenta, and the
ligand-binding residues in sky blue. Oxygen and nitrogen atoms are in
red and blue, respectively. Fo−Fc maps were contoured at 3.0σ for all
of the ligands.
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reduced to a bare minimum. The ITC results of these mutants
with phenol confirm that disrupting either the H106 or W134
interaction with the ligand has a marked effect on the strength
of binding (Table 2, Supporting Information Figure S6).
Furthermore, phenol showed higher sensitivity toward H106A
mutation (Kd increased by ∼17-fold) than the W134A mutant
(∼6 fold increased Kd); the double mutation, W134A−H106A,
resulted in a drastic change in the binding affinity (80 times
poorer binding than native MopRAB). In addition, to under-
stand if the substitution of the cyclic side chains with an
aliphatic one that is capable of forming hydrogen bond alters
the effector−protein interaction, the residues selected above
were also substituted with asparagine, and it was observed that
both H106N and W134N mutations resulted in noticeably
reduced affinity for phenol and the double mutant exhibiting a
complete loss in binding. These observations highlight the
significance of steric factors and proper positioning of the
hydrogen bonding interactions that play an important role in
optimization of the binding pocket interactions. Based on the
above results, it is clear that H106 is the key phenolic anchor,
whereas W134 acts as a sensor for the ligand binding pocket,
which reports the presence of the ligand to the adjacent zinc
binding domain involved in regulation of function.
Toward Design of Biosensor. Structural analysis of

MopRAB provides insights into how this protein sequesters
specific effectors and which are the key residues involved in
stabilization of the ligand. The selectivity and specificity of the
MopR effectors is important for the correct activation of
downstream pathways. In order to explain selective ligand
specificity in DmpR and XylR, a comparative analysis of the
MopRAB binding pocket with DmpR and XylR was performed
based on MSA (Supporting Information Figure S7). The
analysis indicates that these proteins primarily have a conserved
hydrophobic pocket, and most of the residues maintain an
environment conducive for the particular aromatic moiety to be
stabilized via stacking interactions (Figure 6a).

It appears that marginal hydrophilic nature is introduced by
the residues H106, Y176, and S166 in the MopR pocket.
Sequence comparison reveals that XylR lacks the key phenol
anchoring residue, histidine, and most likely this results in
inability of XylR to bind to any of the phenolic ligands.
However, for the other phenolic effector, DmpR, this histidine

residue is conserved (H100 in DmpR, H106 in MopR). Pocket
lining residues S166, F132, I191, and Y176 (numbering
according to MopR sequence) are variable across the three
members and alteration in these residues in each of the closely
related family members seems to be important for fine-tuning
of specificity. It has been previously reported that DmpR
exhibits better affinity toward bulkier phenolic effectors such as
a few dimethylphenols.40 Comparative analysis with MopR
indicates that the effector binding pocket of DmpR has
undergone subtle changes to accommodate these ligands. For
example, the rigid aromatic moiety F132 is replaced by an
aliphatic methoinine, which is capable of adopting several
rotamers, some of which can facilitate in creating space in the
binding region, and the bulkier I191 of MopR is replaced by a
valine residue in DmpR. To confirm that these changes indeed
help in shifting the binding profile, initial efforts to change the
specificity profile of MopRAB toward DmpR were undertaken,
by mimicking the DmpR binding pocket. F132 and I191 in
MopRAB were mutated to methionine and valine, respectively.
The ITC of a DmpR effector, 2,5-dimethylphenol, with the
native and the mutant form reveals that native MopRAB has
almost no binding affinity for 2,5-dmp (Figure 6b), whereas the
double mutant I191V−F132M exhibits significant affinity
toward 2,5-dmp with a Kd of 11.79 ± 0.03 μM (Figure 6c).
Therefore, it appears that the pocket residues are the key sensor
determinants and a series of broad based biosensors can be
designed by tuning MopR as a template that can sense a wide
range of pollutants. The preliminary studies provide evidence
toward the feasibility of designing single/multiple protein
variants by engineering a ligand binding pocket for sensing a
variety of aromatic effectors.

Conclusion. DmpR, XylR, and MopR serve as transcription
regulators and are found in soil bacteria that are capable of
degrading xenobiotics (benzene, toluene, phenol etc.). Because
of the ability of these proteins to detect these pollutants
specifically at very low levels, they can be used toward
development of effective biosensors. Here, we described the
crystal structure of the sensor domain of MopRAB in complex
with various aromatic effectors. The structure of the sensor
domain, the first in the family, helped in characterization of the
pocket architecture and led to the identification of a unique
zinc site that is proposed to be important for ligand binding and
in triggering downstream communication. On the basis of the
structure, the key sensitivity determinants were investigated,
and initial attempts to shift the specificity profile of MopR were
undertaken with the broader aim of designing logic based
specific/broad based biosensors. As a future direction, using the
structural information of MopRAB, attempts would now be
made to design and engineer protein based biosensors
encompassing the ATPase readout domain, which can be
used to detect and quantify phenol-based as well as other
aromatic pollutants in real time environmental samples.

■ METHODS
The MopRAB gene was cloned from genomic DNA into a modified
pET28a expression vector. The following site-specific mutations
H106A, W134A, H106N, W134N, W134A−H106A, I191V−F132M,
C189A, and E178A were performed on MopRAB, and the native and
mutated proteins were overexpressed and purified using standard
protocols (cloning and protein purification detailed in the Supporting
Information). The purified MopRAB was screened using commercially
available screens in the presence of phenol and other effectors at the
CrystalMation (Rigaku) integrated robotic workstation of the high-
throughput crystallization facility at Monash University, Australia, and

Figure 6. Structural basis of substrate specificity in MopRAB. (a)
Binding pocket of MopRAB representing the conserved pocket residues
of XylR, MopR, and DmpR, in red, and the variable residues, in cyan.
(b,c) ITC data of native MopRAB (b) and I191V−F132M mutant (c)
with 2,5-dimethylphenol. Proteins in the sample cell were titrated
against 2,5-dimethylphenol. The curves that correspond to raw data
are shown in the top panel and the curve fit in the bottom panel. No
fitting parameters could be evaluated for native MopRAB. The mutant
data were fit using one set of site model.
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the crystals obtained were optimized, cryo-protected, and diffracted at
the microfocus beamline (MX2) of the Australian Synchrotron. The
crystal structure of the MopRAB−3-chlorophenol complex was solved
using the 3W-MAD protocol of the Auto-Rickshaw software,42−44 and
model building and refinement were carried out using COOT45 and
REFMAC5,46 respectively (see Supporting Information text and Table
S1 for details of crystallization, data collection, and structure
determination). All figures were made in PyMOL. Detailed methods
for ligand-binding experiments using ITC and Tm shift assay and
circular dichroism (CD) studies are provided in the Supporting
Information.
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