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Internal dynamics of proteins can play a critical role in the biological function of some proteins.
Several well documented instances have been reported such as MBP, DHFR, hTS, DGCRS,
and NSP1 of the SARS-CoV family of viruses. Despite the importance of internal dynamics of
proteins, there currently are very few approaches that allow for meaningful separation of
internal dynamics from structural aspects using experimental data. Here we present a
computational approach named REDCRAFT that allows for concurrent characterization of
protein structure and dynamics. Here, we have subjected DHFR (PDB-ID 1RX2), a 159-
residue protein, to a fictitious, mixed mode model of internal dynamics. In this simulation,
DHFR was segmented into 7 regions where 4 of the fragments were fixed with respect to each
other, two regions underwent rigid-body dynamics, and one region experienced uncorrelated
and melting event. The two dynamical and rigid-body segments experienced an average
orientational modification of 7° and 12° respectively. Observable RDC data for backbone C'-N,
N-HY, and C'-H" were generated from 102 uniformly sampled frames that described the
molecular trajectory. The structure calculation of DHFR with REDCRAFT by using traditional
Ramachandran restraint produced a structure with 29 A of structural difference measured over
the backlbone atoms (bb-rmsd) over the entire length of the protein and an average bb-rmsd of
more than 4.7 A over each of the dynamical fragments. The same exercise repeated with
context-specific dihedral restraints generated by PDBMine produced a structure with bb-rmsd
of 21 A over the entire length of the protein but with bb-rmsd of less than 3 A over each of the
fragments. Finally, utilization of the Dynamic Profile generated by REDCRAFT allowed for the
identification of different dynamical regions of the protein and the recovery of individual
fragments with bb-rmsd of less than 1A Following the recovery of the fragments, our
assembly procedure of domains (larger segments consisting of multiple fragments with a
common dynamical profile) correctly assembled the four fragments that are rigid with respect
to each other, categorized the two domains that underwent rigid-body dynamics, and
identified one dynamical region for which no conserved structure could be defined. In
conclusion, our approach was successful in identifying the dynamical domains, recovery
of structure where it is meaningful, and relative assembly of the domains when possible.
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INTRODUCTION

Mounting evidence demonstrates the importance of internal
dynamics of biomolecules, including proteins, in their
enzymatic and biological functions. A number of biologically
important proteins have been the subjects of dynamic
investigations, confirming the importance of internal dynamics
in their function. The breathing motion of myoglobin (Shimada
and Caughey, 1982; Cupane et al., 1988; Emerson et al., 1988;
Bertini et al., 2003) can be cited as a historical instance of this
property. Studies of other biologically important proteins such as
lipases and hydrolases (Yu et al., 2016), dihydrofolate reductase
(DHFR) (Bystroff and Kraut, 1991; Osborne et al., 2001), maltose
binding protein (MBP) (Evenis et al., 2001; Hwang et al., 2001;
Millet et al., 2003; Tang et al., 2007), and others (Aramini et al.,
2015; Kerns et al., 2015; Palmer, 2015; Wilson et al., 2015) have
revealed the importance of internal dynamics in their function.

Computational approaches such as CHARMM (Brooks et al.,
1983; Brooks et al., 2009), AMBER (Case et al., 2005; Salomon-
Ferrer et al,, 2013), GROMACS (Hess et al., 2008), or NAMD
(Phillips et al., 2005) provide simulations of molecular dynamics
(MD) from first principles. These platforms incorporate nearly all
of the understood biophysical forces at the atomic level, and while
the accuracy of the underlying potentials are not perfect, MD
methods have the potential to generate reliable models of protein
dynamics if given reasonably accurate starting points. X-ray
crystallography is also used to study conformational sampling
of some proteins (e.g., DHFR (Osborne et al., 2001), MBP (Diez
et al., 2001; Duan et al,, 2001)). Although studies of dynamics by
X-ray crystallography can provide high-resolution descriptions of
the multiple conformational states of proteins, these structures
and/or their temporal occupancies may be perturbed by the
crystal lattice. In fact, it is entirely plausible that functionally
unimportant transient states are selected by a crystal lattice. In
addition, the timescales of the dynamical events and occupancy of
the conformational states are not recoverable by crystallography.
Nuclear Magnetic Resonance (NMR) spectroscopy, including
measurements of T; and T, relaxation rates (Barbato et al,
1992; Cavanagh et al, 2006; Lorieau et al, 2011), and
relaxation-dispersion experiments (Lipari and Szabo, 1982),
also provide powerful methods for investigating internal
dynamics of macromolecules. However, there are few robust
NMR studies of the equilibrium distributions of conformations
that define the conformational landscape of the “native” protein
structure.

Conceptually, from the experimental perspective it is difficult
to separate the contribution of structure from dynamics since the
two are intimately related. The existing approaches for
characterization ~ of  protein  dynamics from NMR
measurements are typically performed in two separate
steps—with the protein’s structure determined first, followed
by an assessment of its motion using the calculated structure.
Our recent work (Park et al,, 2009; Shealy et al, 2010) has
demonstrated the potential for obtaining erroneous structures
when dynamically-averaged NMR data is best-fit to a single static
structure. Subsequent mapping of dynamic information onto
such an erroneous structure will likely lead to compromised
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models of motion. Therefore any attempt in structure
elucidation that disregards the dynamics of a protein (or vice
versa) can produce erroneous results (Tejero et al, 1996;
Montelione et al., 2013). In this work, we demonstrate a more
practical and rigorous approach to characterize a protein’s
structure and its dynamics simultaneously through the use of
Residual Dipolar Couplings (RDCs) (Tolman et al., 2001; Bryson
et al,, 2008; Park et al., 2009; Shealy et al., 2010; Valafar et al,
2012; Simin et al., 2014), which are sensitive reporters of both
structure and dynamics (Tolman et al, 1997). The reported
results will constitute the first instance of studying structure
and dynamics of a protein from RDCs under a continuous
and mixed-mode dynamics.

THEORETICAL BACKGROUND
Residual Dipolar Couplings Data

Numerous reviews (Clore et al, 1998; Zhou et al, 1999;
Prestegard et al, 2000; Tolman, 2001; Al-Hashimi et al,
2002a; De Alba and Tjandra, 2002; Blackledge, 2005) highlight
the utility of RDC data in a broad spectrum of applications to
biological macromolecules. RDCs have been used in studies of
carbohydrates (Tian et al., 2001a; Azurmendi and Bush, 2002;
Azurmendi et al., 2002; Adeyeye et al., 2003), nucleic acids (Al-
Hashimi et al., 2000a; Tjandra et al., 2000; Vermeulen et al., 2000;
Al-Hashimi et al., 2002a; Al-Hashimi et al., 2002b) and proteins
(Cornilescu et al., 1999; Fowler et al., 2000; Andrec et al., 2001;
Tian et al., 2001b; Clore and Bewley, 2002; Assfalg et al., 2003;
Bertini et al., 2003). Until recently, the role of RDCs in structure
determination has generally been to provide supplemental
restraints to a large number of distance-based NOE restraints.
Recent developments (Tian et al., 2001b; Dosset et al., 2001;
Prestegard et al., 2005; Valafar et al., 2005; Simin et al., 2014) have
demonstrated the success of structure determination of
macromolecules by using primarily or exclusively RDC data.
The use of RDCs can lead to a significant reduction in data
collection and analysis (Raman et al., 2010; Shealy et al., 2010;
Lange et al,, 2012; Valafar et al., 2012; Tang et al., 2015) while
providing simultaneous resonance assignment, structure
determination, and identification of dynamical regions (Tian
et al., 2001b; Bernadé and Blackledge, 2004; Prestegard et al.,
2005; Valafar et al., 2005; Shealy et al., 2011; Cole et al., 2016).

RDCs arise from the interaction of two magnetically active
nuclei in the presence of the external magnetic field of an NMR
instrument (Prestegard et al., 2000; Clore et al., 1998; Tjandra
et al,, 1996; Tolman et al., 1995). This interaction is normally
reduced to zero, due to the isotropic tumbling of molecules in
their aqueous environment. The introduction of partial order to
the molecular alignment reintroduces dipolar interactions by
minutely limiting isotropic tumbling. This partial order can be
introduced in numerous ways (Prestegard and Kishore, 2001),
including inherent magnetic anisotropy susceptibility of
molecules (Prestegard et al., 2000), incorporation of artificial
tags (such as lanthanides) that exhibit magnetic anisotropy
(Nitz et al, 2004), or in a liquid crystal aqueous solution
(Prestegard and Kishore, 2001). The RDC interaction
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phenomenon can be formulated in different ways (Tolman et al.,
1995; Bax and Tjandra, 1997). In our work we utilize the matrix
formulation of this interaction as shown in Eq. 1. The entity S
shown in Eqs 1, 2 represents the Saupe order tensor matrix
(Prestegard et al., 2000; Valafar and Prestegard, 2004; Saupe and
Englert, 1963) (the ‘order tensor’) that can be described as a 3 x 3
symmetric and traceless matrix. Dy, in Eq. 1 is a nucleus-specific
collection of constants, r;; is the separation distance between the
two interacting nuclei (in units of A), and vj; is the corresponding
normalized internuclear vector. The order tensor formulation of
the RDC interaction provides a convenient mechanism of
probing internal dynamics of proteins. Decomposition of the
alignment tensor (Losonczi et al., 1999; Valafar and Prestegard,
2004) can reveal information regarding the level of order
(Pomeranz and Gershenfeld, 2000; Tolman et al, 2001;
Valafar and Prestegard, 2004) and the preferred direction of
alignment (Tolman et al., 2001; Valafar and Prestegard, 2004). A
careful comparison of order tensors obtained from different
regions of a macromolecule can provide a diagnostic tool in
identifying relative orientations between structural elements and/
or the presence of internal dynamics (Tolman et al., 2001; Valafar
and Prestegard, 2004; Bryson et al., 2008).

Dmax
Dij = ( r?] )Vij*S*Vz; (1)
Sex Sy Sx cos (6y)
S=|[Sy Sy Spl| vi= (cos(ey) > (2)
sz Syz Szz cos (ez)

The collection of RDC data imposes additional steps in sample
preparation and data acquisition when compared to the requisites
of the traditional data acquisition by NMR spectroscopy. Despite
the additional requirements, the use of RDCs may be justified
based on several of their unique features. Our most recent work
(Peti et al., 2002) illustrated the sensitivity of NOEs and RDCs as
reporters of protein structures. Based on this work, NOEs tend to
lose sensitivity as the search approaches the native structure,
while RDCs become more sensitive. Therefore, the addition of
RDCs has the potential of improving the structural resolution of
proteins studies by NMR spectroscopy. RDCs can also report
molecular motions on time-scales ranging from picoseconds to
microseconds (Tolman et al., 1997; Meiler et al., 2001; Peti et al.,
2002), during which many functionally important events occur.
Indeed, in the 10 ns-1s timescale window, RDCs are the most
sensitive of NMR parameters (Tolman et al., 2001). Therefore, in
instances of investigating internal dynamics of macromolecules,
the use of RDCs can be very beneficial if not necessary. In
summary, RDCs have the unique property of simultaneously
reporting structural and dynamics information, which has not
been fully explored. In this work, we extend our previous work by
presenting the first instance of simultaneous characterization of
structure and dynamics that include continuous and mixed-mode
internal dynamics.

The Effect of Motion on Saupe Order Tensor
Previous works have described the theoretical aspects of the
Suape Order Tensors (OTM) (Tolman et al, 1997; Shealy
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et al.,, 2011). Here we provide a more applied summary of this
topic as it pertains to this report. Under purely theoretical and
hypothetical conditions, a molecule that is absolutely devoid of
any motion (internal or external tumbling) will achieve the
highest level of order that is represented by the order tensor
described in Eq. 3. Under realistic and unperturbed conditions,
the isotropic tumbling of a macromolecule results in an order
tensor that has been averaged to zero due to a uniform sampling
of all possible molecular orientations. After inducing a tumbling
anisotropy, a nonzero order tensor will be reintroduced based on
the preferred orientation of the molecular tumbling, which is the
origin of observing finite RDC data. In the absence of internal
dynamics, the tumbling anisotropy is equally experienced by all
portions of the molecule, and therefore OTMs reported by any
portion of the molecule are equal to within the experimental
error. The presence of internal dynamics will result in an OTM
that is different than an OTM obtained from any other portion of
the macromolecule. This is due to the fact that OTM from the
dynamical region will consist of the effect of anisotropic
molecular tumbling combined with the perturbation of
internal dynamics. This is the primary principle that we
employ in the development of our analysis. A systematic
departure in OTMs reported from different portions of the
protein are due to internal dynamics and can be used to
identify dynamical regions, internally orchestrated motions,
and be used in some instances to reconstruct the trajectory of
motion (Cole et al., 2016).

-172 0 O
S=|: 0 -1/2 0] 3)

0 0 1

MATERIALS AND METHODS

Target Proteins

In this study we utilized dihydrofolate reductase enzyme (DHFR)
that has been selected based on the substantial existing literature
in support of major conformational changes when performing
their enzymatic function (Bystroff and Kraut, 1991; Diez et al,,
2001; Duan et al., 2001; Osborne et al., 2001).

Dihydrofolate reductase enzyme (DHFR) (Sawaya and Kraut,
1997) is a 159-residue long protein that has long been recognized
for its central role in regulating tetrahydrofolate level in the cell,
which directly aids in the synthesis of nucleic acid precursors.
DHEFR has been extensively studied and paramount evidence has
confirmed its conformational changes as it binds to different
intermediates (Fierke et al., 1987; Rod and Brooks, 2003;
Antikainen et al., 2005; Mauldin and Lee, 2010). DHFR is a
single-domain, monomeric molecule; the structure of which is
divided into two subdomains: the adenosine binding subdomain
and the loop subdomain. The gap separating the two subdomains
is occupied by a nicotinamide ring, and the pteridine ring is
located in the cleft between helices B and C. Four known states
have been identified for this protein: open, closed, and occluded
states depending on whether the active site is open, closed, or
occluded by the loop. Due to internal dynamic, sometimes it
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FIGURE 1 | The regions of DHFR that were subjected to MD simulation.

MISLIAALAVDRVIGMENAMPWNLPADLAWFKRNTLDKPY IMGRHTWESIGRPLPGRKNIILSSQPGTDDRVTWVKSVDEATAACGDVPEINVIGGGRVYEQFLPKAQKLYLTHIDAEVEGD THFPDY EPDDWESYFSEFHDADAQNSHSYCFETLERR

80 8 9 9 100 105 110 15 120 125 130 135 140 145 150 155159

FIGURE 2 | Structure of DHFR (PDB-ID 1RX2) that was used in this

study with color annotation based on the simulated dynamics. The blue
sections correspond to the fixed region while the green sections correspond
to the rigid-body dynamics. The section illustrated in red section was
subjected to no constraints and was subject to free motion (uncorrelated
movement).

becomes crystallographically unclear or invisible, hence the last
state, known as the disordered state (Bystroff and Kraut, 1991).
Although there exists ample evidence of the existence of internal
dynamics, little is known regarding the exact nature of the
structural rearrangement of this protein.

In this study we use DHER to test the ability of our approach in
concurrent characterization of structure and dynamics of
proteins. To that end, we perform a fictitious, mixed-mode
molecular dynamics simulation on DHFR (PDB-ID: 1RX2) in
order to simulate RDC data and explore the possibility of
identifying different dynamical regions of this protein by
REDCRAFT, while providing atomic resolution structures for
each dynamical domain. It is important to note that the imposed
MDS is for illustration purposes only and it servers no useful

information in recovering the actual dynamics of this protein in
its native form.

Molecular Dynamic Simulation

A fictitious, molecular dynamics simulation was implemented for
DHFR based on some of the information available in the
literature. More specifically, the structure PDB-ID 1RX2 was
fractionated and subjected to various models of internal
dynamics to better test our approach. The overall model of
dynamics consisted of four fixed regions, two segments that
underwent rigid-body dynamics, and one unstructured region.
These segments were connected by hinge regions as shown in
Figure 1 and Figure 2. As the first step in our MD simulation, the
protein structure was minimized in order to arrive at a more
equilibrated state. In the next step, A mixed-mode constrained
molecular dynamics simulation was performed in XPLOR-NIH
(Schwieters et al., 2003; Schwieters et al., 2006) (version 3.3) by
keeping segments 1 (residue 1-11), 3 (residue42-60), 5 (residue
92-115), and 7 (residue 137-159) fixed in space. Segment 2
(residue 15-28) and segment 4 (residue 64-88) were
constrained to experience rigid body dynamics by permitting
the hinge regions (regions connecting each segment) to fluctuate
freely in space. Segment 6 (residue 116-136) was allowed to freely
move in space without any additional constraints and therefore
experienced a melting of that domain. The simulation was
conducted for 100,000 steps with step size of 0.0001 psec in a
2,000 K bath temperature. A total of 102 uniformly sampled
frames were produced during the course of the molecular
trajectory to be used during the calculation of ensemble
RDC data.

Calculation of RDC Data

Using the trajectory produced from the MD simulation, 102
frames were generated uniformly to span the entire course of the
dynamics. Auxiliary tools were used to separate each of these
frames in a PDB format and to generate a corresponding
REDCAT file. The software package REDCAT (Valafar and
Prestegard, 2004) was used to calculate the RDCs values for
backbone C'-N, N-HY, and C'-HY for each frame of the
trajectory using the order tensors shown in Table 1 in two
alignment media. REDCAT’s internal utility functions were
used to create the observable RDCs by averaging the
individual RDCs (for the three vectors) across the entire
course of the dynamics (defined by 102 frames). To simulate a
more realistic set of data, uniformly distributed noise in the range
of +0.5 Hz was added to all RDC data. These averaged RDCs were
used for reconstruction of structure and study of the internal
dynamics by REDCRAFT in a procedure highlighted in the
following sections. It is important to comment on our choice
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TABLE 1 | Order tensors used for RDC simulations.

Six S,, S, a B Y
My 3x10™ 5x 107 -8x 107 o’ 0 0°
M, -4 x107™ -6 x 107 10 x 107 40° 50° -60°

of RDC data. Although a variety of highly informative RDC data
(e.g, Co-Hes H,-HY, etc.) can be collected from smaller proteins,
we have not used them in our studies since they may not be
available in larger systems. To extend the applicable range of
NMR spectroscopy to larger proteins, protons are exchanged with
deuterons to improve spectral quality. Therefore in our study, we
have confined the use of RDC data to what can be obtained from
small or large and perdeuterated proteins. Finally, due to the
existence of prolines, in general, the average number of RDCs is
usually less than three per residue since only backbone N-H™
RDCs can be acquired. In the case of DHFR, the effective and
average number of RDCs pre residue was reduced to 2.5 in each
alignment medium.

Context Specific Dihedral Constraints With

PDBMine

PDBMine (Cole et al., 2019a) is a newly developed tool (https://
ifestos.cse.sc.edu/PDBMine/) that performs an exhaustive search
of the dihedral angles for a protein in the Protein Data Bank
(Berman et al, 2000). As the first step, PDBMine creates a
number of subsequences from the primary sequence of the
query protein using a rolling window of size W. Therefore, for
a protein of size N and a rolling window of size W, PDBMine
creates N-W+1 subsequences. In the case of DHFR (159 residue
protein) and a window size of 7, a total of 153 subsequences
(residues 1-7,2-8,3-9 ... 153-159) are created. As a second step,
PDBMine gathers and aggregates an exhaustive list of all the
observed dihedral angles for every residue in every subsequence
present in the PDB. During the final step of its analysis, all the
returned dihedral angles for all the subsequences are assembled
into a final dihedral restraints for each residue of the query
protein. In theory, a window size of one will reproduce the known
Ramachandran dihedral space. Selection of a larger window size
can be viewed as a context-sensitive Ramachandran space.
Previous work (Cole et al, 2019b) has illustrated the
differences between the dihedral spaces for a proline that
precedes a glycine, versus a proline that succeeds a glycine.
Therefore, having context specific estimations of dihedrals can
be very useful in accelerating the task of structure determination.
Another unique feature of PDBMine is its responsiveness; an
exhaustive search of the PDB for a 159-residue protein will be
completed in less than 10 min.

Under pragmatic conditions, use of the largest window size
that produces a set of dihedrals is recommended. However, under
testing conditions, it is important to exercise the necessary
precautions to remove biases in the creation of the dihedral
restraints. To that end, the primary objective is to avoid
creation of the dihedral sets that are heavily populated with
instance of 1RX2 or other homologous proteins. Therefore,
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any process that ensure diverse representation of dihedral
angles will test the ability of REDCRAFT in identifying the
correct dihedral angles among a large list of decoys. In this
exercise, we explored window sizes of 3, 5, 7, and 9 after
removing all instances of 1RX2 dihedrals. The window sizes of
3 and 5 produced an intractable number of hits, while the window
size of 9 produced results that converged to the dihedrals of IRX2
for some residues. The window size of 7 produced manageable
results with at least 100 dihedrals that were separated from the
actual dihedral of 1RX2 by more than 10° (some examples shown
in the results section). REDCRAFT incorporates the results of
PDBMine to improve its computation time by using the confined
dihedral search space of the protein under investigation (in this
case 1RX2). It is important to note that REDCRAFT can proceed
in successful determination of protein structures in the absence of
any dihedral constraints as demonstrated previously (Simin et al.,
2014; Cole et al., 2021).

Concurrent Study of Structure and
Dynamics with REDCRAFT

During the past decade, several approaches and programs for
structure determination from RDC data have been described
(Saupe and Englert, 1963; Cornilescu et al,, 1999; Clore and
Bewley, 2002; Assfalg et al., 2003; Bernad6o and Blackledge,
2004; Nitz et al,, 2004; Bouvignies et al., 2005; Shealy et al,
2011). Each of these programs has different advantages and
disadvantages. REDCRAFT (Clore and Schwieters, 2004;
Bouvignies et al., 2005; Prestegard et al., 2005; Valafar et al,
2005; Shealy et al,, 2010), sets itself apart from other existing
software packages by deploying a more efficient and effective
search mechanism. As a result, REDCRAFT can achieve the same
structure determination outcome as other methods with less data
(Cole et al., 2021). REDCRAFT also allows simultaneous study of
structure and dynamics of proteins (Bryson et al., 2008; Simin
et al,, 2014; Cole et al., 2016). Applications of REDCRAFT in
structure calculation have been demonstrated using aqueous
(Bryson et al., 2008; Simin et al., 2014; Cole et al,, 2015) and
membrane (Shealy et al., 2010) proteins with as little as two RDCs
per residue (Shen et al., 2009; Shealy et al., 2010; Shen and Bax,
2015) (in two alignment media).

REDCRAFT has introduced a novel approach to structure
determination of proteins from RDC data (Cole et al., 2021).
Aside from an unorthodox search method that is robust and fast
(Cole et al., 2021), REDCRAFT employs an incremental strategy
to structure determination in contrast to the all-at-once approach
that is adopted by other existing methods. REDCRAFT’s
incremental structure determination strategy has certain
advantages and starts with a search for the optimal torsion
angles that join two neighboring peptide planes. This seed
dipeptide plane is recursively extended by one residue at a
time by exploring a directed and extensive combinatorial
search of the dihedral angles that extend the seed structure by
one peptide plane (or amino acid) that optimally satisfies the
RDC constraints. This process can start from the N-terminus of
the protein and continue until the C-terminal end, or traverse the
structure of the protein in the reverse order (C to N-terminus).
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The structural fitness that is produced by REDCRAFT during the
course of fragment extension (from dipeptide to the entire
protein) is termed the “Dynamic Profile” (or DP), which plays
an instrumental role in a number of analyses including assessing
the quality of the final structure or elucidation of internal
dynamics. Using the Dynamic Profile, we have defined a
process that allows for simultaneous identification and
characterization of structure and internal dynamics. This
process consists of three functional steps: standard structure
determination, identification of internal dynamics (hinge
regions), a grouping of the structural domains (coordinated
dynamics), followed by reconstruction of the atomic resolution
dynamics when possible. While the last step in the reconstruction
of atomic-resolution of dynamics has been discussed in our
previous work (Bryson et al., 2008; Shealy et al., 2010; Cole
etal,, 2015; Cole et al,, 2021), the former steps have not been fully
described in the literature. In addition, our previous work has
been applied to the cases of finite and discrete state dynamics. In
this work, we will define and test a more rigorous method of
studying continuous and mixed mode dynamics. The four
comprehensive steps are as follows:

Standard Structure Determination

Structure calculation of static proteins with REDCRAFT using
RDC data has been well described (Cole et al., 2021). The DP of a
static protein (or a static segment of a protein) generally starts
with a low RDC fitness value due to the lack of experimental
constraints. The underdetermined system generally produces a
RDC fitness value of 0 and gradually increases during the
elongation of the dipeptide seed. As the system becomes
overdetermined, the RDC fitness reported by DP will increase
to approximately the value of experimental error in data
acquisition. Structural error defined by the actual deviation of
peptide geometries from an ideal geometry (e.g., perfect planarity
of the peptide planes, bond lengths, bond angles, etc.) is another
source of error. Previous work has empirically determined this
error to consist of 20% of the experimental data acquisition error
(+ 0.2 Hz in this case) (Cole et al.,, 2021). Supplementary Figure
S1 presents an example of a typical DP for a static protein with the
experimental error of +1.0 Hz.

Identification of Hinge Regions and the Mode of
Dynamics

The order tensor obtained from a dynamical portion of a protein
will incorporate the effect of overall molecular tumbling and the
effect of internal dynamics of that region. Therefore, order
tensors reported from two domains of the same protein that
undergo different regiments of dynamics will be incongruent.
This difference in order tensors will be manifested as a sudden
increase in the DP as REDCRAFT will be unable to identify a
single order tensor and a static structure that will satisfy all the
RDC constraints. Therefore, a sudden rise in the DP (as
illustrated in the Supplementary Figure S2) that clearly
exceed the expected error should be interpreted as the hinge
region and signifies a transitional region between two distinctly
different domains of the same protein. In such instances, the
structure of the protein up to the onset of dynamics can be

Concurrent Characterization of Protein Structure and Dynamics

considered as an acceptable structure produced by REDCRAFT.
To investigate the structure of the proceeding portion of the
protein, a new structural fragment can be initiated a few residues
past the hinge region. In our experiments, we use a skip region of
5 residues and repeat the step 1 above. If the new fragment
exhibits a well-behaved DP, then the structure will be accepted as
a rigid-body, otherwise, repeat the skip-ahead-region until a
rigid-body is discovered. In this process any contiguous region
that does not produce a well-behaved DP can be considered
undergoing dynamics without any preserved structure, which we
term uncorrelated dynamics. Our choice of the term
“uncorrelated” is to denote any existing correction between the
individual peptide planes of a fragment. Although in practice a
gap size of one residue can be used to more accurately establish
the hinge regions, a larger gap size is recommended in order to
reduce the number of iterations that are needed to pass the hinge
region. A more precise exploration of the hinge regions can be
conducted at the later stages once the fragments are fully
identified. At that point, each fragment can be extended on
the Cand N termini to more accurately identify the hinge regions.

Grouping of the Structural Domains

The next step in the process consists of assembling the
individual fragments into larger domains based on their
orchestrated internal dynamics. This process will allow the
integration of fragments that are separated in the primary
sequence but undergo a coordinated motion. The process of
identifying the fragments that exhibit no relative internal
motion with respect to each other will also complete the
proper spatial orientation of the fragments with respect to
each other. This process will also identify different regions of
the protein that are experiencing different internal dynamics
regiments. The assembly of fragments in space is previously
described (Al-Hashimi et al., 2000b) and consists of first
expressing all the fragments in a common frame (referred
to as the Principal Alignment Frame, PAF) of the first
alignment medium. RDC data are insensitive to inversion
about each of the PAF and therefore four orientations of
fragments with respect to each other are indistinguishable
from each other. To eliminate the inversion degeneracy of
structure assembly in one alignment medium (Al-Hashimi
et al., 2000b), four alternative orientations of each fragment
need to be explored from the perspective of the second
alignment medium. The four orientations consist of each
fragment as it appears and rotated by the 180" about each
of the principal axes of the PAF (x, y, and z) for medium one.
These four alternative orientations will be evaluated for fitness
to the RDCs in the second alignment medium and the correct
structure should exhibit the lowest score. In this exercise we
use Q-factor (Cornilescu et al., 1998) as the measure of fitness
that normalizes for the strength of alignment. After the
completion of this step, all the fragments that belong to the
same regiment of internal dynamics will be assembled with a
low Q-score. The remaining fragments with clearly defined
structure can be considered domains that undergo their unique
rigid-body dynamics. Finally, any fragment with an incoherent
structure is a domain that undergoes uncorrelated dynamics.
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FIGURE 3 | The number of dihedral angles returned by PDBMine using a window size of seven for the DHFR protein (PDB-ID 1RX2).
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FIGURE 4 | Dihedral angles produced by PDBMine using a window size of seven for residues (A) G14 and (B) G85 of DHFR protein.
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Reconstruction of Atomic-Resolution Trajectory of
Dynamics

Presence of any form of internal dynamics will perturb the order
tensor reported by that region of a molecule. In principle,
perturbation of the order tensor can be used to recover an
atomic-resolution trajectory of dynamics in some instances
such as the case of discrete state dynamics. Our strategy in
reconstruction of atomic resolution trajectory of dynamics has
been previously discussed and therefore not presented in this
report (Cole et al., 2016).

RESULTS AND DISCUSSION

Dihedral Constraints for DHFR Using
PDBMine

PDBMine was used as the first step to structure determination of
DHER by performing a search with a window size of 7. Figure 3
illustrates the number of hits that were identified by PDBMine
with window size of 7 for each residue of DHFR. In average each

residue received 5,923 possible dihedral angles with residues 37
and 57 receiving the least and the most (525 and 6,813
respectively) number of dihedral angles.

Figure 4 illustrates the aggregated dihedral angles for
residues G14 (panel A) and G85 (panel B). In this figure all
the dihedral angles reported by PDBMine are illustrated in
blue and the corresponding dihedral angles obtained from the
PDB (1RX2) is illustrated in red. Several noteworthy
observations can be stated. First, the results of PDBMine in
principle converge to a Ramachandran space as a reducing
window size. However, due to the context-specific nature of
the search, a more restricted dihedral space is reported by
PDBMine. The second notable observation further expands on
the context specific nature of the PDBMine search and is
illustrated in Figure 4. Both of the results correspond to a
glycine, but they differ substantially due to the context in
which the two glycines appear in the primary sequence. The
third important point is to confirm the proper precautions that
we have deployed to remove any unintended biases in our
evaluations. It is clear from these figures that there are
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departure to assess the amount of time spent in each state.

Density

FIGURE 5 | Descriptive statistics describing (A) the angular departure from the initial state (Frame0) for both Rigid-Body domains, and (B) the distribution of angular
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significant number of decoy dihedrals among which,
REDCRAFT successfully selects the correct dihedral angle.

Summary of MD Simulation

It is important to quantify two aspects of internal dynamics. The
first relates to capturing the magnitude of dynamics, and the
second relates to the duration of time that was spent in different
states. We first report the magnitude of dynamics for the rigid-
body domains as an orientational departure from frame, as the
point of reference. Figure 5 illustrates the descriptive statistics
regarding the movement of two Rigid-Body domains. Panel (A)
of this figure displays the angular departure of each domain (F2
and F4) with respect to the fixed domains (F1, F3, F5, F7)
measured between frame; and frame, Based on this
information,  Fragment 4  undergoes  orientational
rearrangement of as high as 32°, while Fragment 2 exhibits a
much smaller motion of less than 15°. In addition to the
magnitude of motion, it is important to assess the amount of
time (or the number of frames) that each fragment spends in each
orientational state during its trajectory. The frequency (or
likelihood) of existing in a continuum of the orientational
repositioning is illustrated in panel (B) of Figure 5. Based on
this information, Fragment 2 spends a very small portion of its
trajectory away from frame,, while spending most of the
trajectory in the vicinity of the original state (less than 5°).
Fragment 4 on the other hand, spends more than 50% of the
time in an orientation more than 10° away from the original state.
The general summary is that Fragment 2 undergoes small amount
of structural rearrangement, while Fragment 4 exhibits a larger
motion with respect to the fixed domains of the protein. It is
important to state that the MD simulation of DHFR is purely
engineered with the primary intention of exploring the sensitivity
of our approach in detection of motion.

Structure Determination of DHFR

As the first logical step, the structure of DHFR was determined in
its entirety using REDCRAFT using Ramachandran dihedral
restraints. As expected, this attempt at structure determination
produced unsatisfactory results as indicated by the unacceptable
fitness to the RDC data (1.14 Hz), and therefore are succinctly
summarized here. The additional details are provided in
Supplementary material in Supplementary Table S1 and
Supplementary Figure S3. In summary, the overall structure

REDCRAFT SCORE

RESIDUE NUMBER

FIGURE 6 | Dynamic profile of REDCRAFT for DHFR from residue 1 to

159. Hinge regions from the implemented MD simulation and marked in red to
illustrate the correlation between the anomalous increases in DP and the
transition between fragments with different internal dynamics.

exhibited 29 A of bb-rmsd with respect to IRX2 over the entire
length of the protein with a fitness score of 1.14 Hz to the RDC
data. The bb-rmsd computed over each of the fragments
exhibited an average of 4.8 A with localized similarities
ranging from 0.8 to 9.7 A.

As a more interesting case, the structure of DHFR was
computed by REDCRAFT using the context specific dihedral
restraints produced by PDBMine. The examination of the
REDCRAFT’s DP will be crucial in assessing its success in the
structure determination of this protein. The DP generated by
REDCRAFT (shown in Figure 6) exhibits two indicators of the
internal dynamics and therefore, a poor structure determination
session. First, the final value of the fitness to the RDC data
(L2Hz) compared to the expected value of 0.6Hz
(corresponding to the simulated error) indicates a failed
attempt at structure determination. Second, the existence of
sudden and anomalous increases in the DP in various places
(e.g., at residues 12-14) is a potential indicator of internal
dynamics that requires further examination. It is important to
note the close correlation between the sudden increases in the DP
and the location of hinge regions of our simulation (denoted by
red markers in Figure 6).

Figure 7 illustrates the superimposed structure of DHFR
(1RX2 shown in red) and the REDCRAFT recovered structure
(shown in blue) by disregarding the existence of internal
dynamics. Table 2 highlights the detailed results of comparing
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FIGURE 7 | Superposition of the structure of 1RX2 (red) over the
structure determined by REDCRAFT (blug). The two structures exhibit 21 Aof
bb-rmsd.

TABLE 2 | The BBRMSD of the different fragments generated through the
complete run of REDCRAFT from residue 1 until residue159 of DHFR.
BBRMSD with 1RX2

Fragment number Residue range

Whole protein 1-159 21 A
Fragment 1 1-11 0.7 A
Fragment 2 16-38 0.73 A
Fragment 3 44-60 09A
Fragment 4 64-88 22A
Fragment 5 97-115 24 A
Fragment 6 116-137 7
Fragment 7 138-159 0.7 A

the structure of REDCRAFT to 1RX2. As a summary, the two
structures exhibit a bb-rmsd of 21 A and the comparison of
fragments exhibit structural similarity in the range of 0.7 to 3 A.
Based on this information, in addition to the divergence in the
overall structure, the structural error is also manifested in local
fragments. It is important to note that the improved localized
structural similarity is due to the effective restraining of the
dihedrals accomplished by PDBMine. It is also important to
note while the inclusion of PDBMine constraints improved the
structural quality of our analysis, there is still substantial room for
improvement.

Fragmented Structure Characterization

Fragment 1: Residue 1-11—In consideration of the results shown
in the previous section, fragmented study of the protein was
conducted. The results of REDCRAFT for the region consisting of
residues 1-11 exhibits an acceptable fitness score (around
0.5Hz), and is devoid of any sudden increase. Therefore, the
structure is deemed acceptable as the first fragment of this
protein. Implementing steps 1 and 2 listed in the Methods

Dynamic Profile
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REDCRAFT SCORE

Residue NUMBER

FIGURE 8 | The combined dynamic profile for all REDCRAFT runs. The

blue segments represent the dynamic profile of the fixed regions in DHFR, the
green segments represent the dynamic profile for the rigid body dynamic parts
of DHFR, different runs for the uncorrelated dynamics fragment are
represented in orange, cyan, purple and pink. Last, the red points indicate the
start of increase in scores in the specific dynamic profile for that run.

section, the fragmented study continues from residue 16 (after
skipping ahead 5 residues).

Fragment 2: Residue 17-38—Structure calculation of DHFR
can proceed by investigating a new fragment. The start of the new
fragment is based on skipping a fixed number of residues (i.e., 5
residues) from the onset of dynamics to pass the hinge region.
The start of a new fragment essentially resets the calculation of an
order tensor and therefore removes any inconsistency in the
reported order tensors from two dynamically distinct domains of
the protein. Therefore, structure calculation can proceed if a well-
behaved DP is exhibited. Figure 8 illustrates the DP of the
REDCRAFT for the new fragments starting at residue 17 and
as expected, the REDCRAFT score increases at the beginning of
the run due to lack of RDC data. Once stabilized, the general
pattern is conserved until residue 38, at which point, the DP
exhibits a distinct and anomalous increase in the REDCRAFT
score. Indeed, residue 39 marks the beginning of the hinge regions
and adjoins fragments 2 and 3 of this protein. Hence, we group
residues 17-38 as the second Fragment in our investigation.

Fragments 3, 4, 5, 6, and 7— After completion of Fragment 2, a
new structure calculation session was started from residue 44. As
it can be observed in the DP for this segment (shown in Figure 8),
the same general pattern as the previous two fragments is
observed with an anomalous and notable increase in the
REDCRAFT score at residue 61. This concluded the analysis
of the third fragment that consisted of residues 44-60. The
process of fragmented analysis was continued with the
corresponding DP illustrated in Figure 8. The final
completion of this process yielded four additional fragments
F3 (44-60), F4 (65-88), F5 (97-116), and F7 (138-159). The
range of the recovered fragments remarkably agree with the
simulated MD. The DP of the only aberrant fragment,
Fragment 6, is shown in Figure 8 as multiple attempts in
structure recovery. Our first attempt at structure
determination of this fragments started from residue 120 after
skipping 5 residues from the end of the previous fragment. This
attempt at structure determination was unsuccessful since the DP
exhibited monotonically increasing score that exceeded the
acceptable threshold of 0.6 Hz. The process of skipping
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TABLE 3 | The BBRMSD of the different fragments generated through the
fragmented run of REDCRAFT.

Fragment # Actual range = REDCRAFT range BBRMSD with 1RX2
Fragment 1 1-11 1-11 05A
Fragment 2 15-38 16-38 0.65A
Fragment 3 42-60 44-60 0.71A
Fragment 4 64-88 64-88 12A
Fragment 5 92-115 97-115 0.75A
Fragment 6 116-137 116-137 N/A
Fragment 7 138-159 138-159 0.93A

FIGURE 9 | Superposition of the calculated fragments by REDCRAFT
(blue) and the X-ray structure of DHFR (green).

forward by 5 residues was repeated with the objective of arriving
at a well-behaved region of the protein. Each attempt at structure
determination after skipping 5 residues is shown in Figure 8. This
portion of the protein, unlike all other portions, never resulted in
a well behaving DP due to the nature of its internal dynamics.
Since the structure of this fragment was consistently modified in
each frame, there is no conserved structure to recover, explaining
the failure of structure calculation by REDCRAFT. This example
also serves as a demonstration of cases where a gap region is larger
than 5 residues.

The complete assessment of REDCRAFT’s results should
consist of two parts. First, to evaluate the success of
REDCRAFT in delineating different dynamical regions of the
protein as described above. The second portion consist of
assessing the structural accuracy of the recovered regions by
REDCRAFT. Table 3 shows the results of the fragmented
structure determination of DHFR by REDCRAFT while
Figure 9 provides an illustration of the fragments (shown in
blue) superposed on the corresponding regions of DHFR (shown
in green). In Figure 9, we have omitted the REDCRAFT
calculated structure of F6 due to the absence of a meaningful

Concurrent Characterization of Protein Structure and Dynamics

TABLE 4 | Results of progressive fragment assembly as investigation all inversion
degeneracies. The reported scores are Q-Factors determined by REDCAT.

Fragment # M1, 1 1 R,(1807) R,(180) R,(180)
1 0.05 0.05 0.05 0.05 0.05
1,3 0.07 0.56 0.62 0.11 0.28
13,5 0.07 0.71 0.94 0.14 0.71
18,5,7 0.07 0.93 0.72 0.62 0.16
18,6,7,2 0.06 0.94 0.88 0.79 0.64
18,5,7,4 0.067 0.91 0.77 0.92 0.79

structure to compare. REDCRAFT was able to accurately recover
the fragments of DHFR from three RDC data with an accuracy of
less than 1 A. It is important to note that these results are based on
unrefined structures in order to expose and exhibit the raw
capabilities of REDCRAFT. In practice however, these
structure will benefit from refinement in platforms such as
Xplor-NIH (Berman et al, 2000; Cole et al, 2019b), CNS
(Bringer et al., 1998), or CYANA (Giintert and Downing,
2004) to name a few.

Fragment Assembly—Following the structure determination of
the individual fragments, the assembly process can proceed based
on the procedure described in the Methods section. We start the
assembly process by transforming all the fragments into their
Principal Alignment Frame (denoted at PAF,;) of the first
medium and perform an initial investigation of their order
tensor (OTM;). The OTM for each fragment in the second
alignment medium is also established using the PAF, as the
common frame of comparison. Once the order tensors from all
both alignment media have been canonicalized properly, a simple
comparison of the order tensors will be sufficient to establish the
relativly large motions between two fragments. In this case, F6
clearly was excluded based on the dissimilarity of its order tensors
from the OTMs of any other fragment (due to one order of
magnitude difference). However, since F2 and F4 were subjected
to relatively small magnitudes of motion, the simple comparison
of OTMs was inconclusive. A more sensitive discrimination of
internal dynamics can be performed by assembling the fragments
after examining all the inversion possibilities of each fragment.
Table 4 provides a summary of the progressive fragment
assembly using Q-Factor as a metric of fitness computed by
REDCAT. The first column in this table indicates the
progressively growing fragment during the course of the
assembly. The nomenclature used in this column consists of
the fragment number followed by subscript indicator of the
fragment inversion examined in each evaluation. The second
column indicates the fitness of the assembly to the combined
RDC data in the first alignment medium. The following four
columns signify the fitness of the assembly to the combined RDC
data from the second alignment medium, after applying the
indicated inversion to the last addition to the sequence. In
these columns, I, R,, R,, and R, indicate no rotation (Identity
or as is), rotation about x, y, and z axes respectively. The fragment
assembly starts with the first fragment and as noted in the first
row of this table. Note that there is no effect in the rotation of this
fragment from the perspective of the second alignment medium.
Using the first fragment in its original orientation, fragment 3 has
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been appended and Q-Factors have been computed for all of 4
possible orientations of F3 (not F1). Since the rotation about y
yielded an acceptable score, its extension by the fragment 5 will be
based on the y-rotated fragment 3. As an empirically accepted
practice in the community, Q-Factor scores with values less than
0.2 reflect a high-quality structure and are deemed acceptable.
(Cornilescu et al., 1998; Cole et al., 2021). Using this practice of
evaluation, it is clear that fragments 1, 3, 5, and 7 can successfully
be assembled as one unit (the fixed core), while fragments 2 and 4
cannot be successfully accepted as part of the fixed domain of the
protein.

CONCLUSION

Residual Dipolar Coupling are sensitive reporters of structure and
dynamics covering a broad range of biologically relevant
timescales. However, improper use of RDCs can lead to
erroneous results, which may manifest as a faulty structure or
an inaccurate model of dynamics. In fact, disregarding dynamics
during the course of structure determination can be very
detrimental as reported previously (Valafar et al, 2012). To
fully extract the information reported by RDCs, it is
imperative to utilize the appropriate analytic approach, in the
appropriate manner. Here we have demonstrated that the use of
REDCRAFT allows for clear identification of onset of internal
dynamics in a protein. In the case of our simulated DHFR, each of
the hinge regions was identified very accurately to within one or
two residues. Proper isolation of fragments that exhibit a
consistent internal dynamics regiment allows for the recovery
of structural information after removing the influence of
dynamics. In this study we have demonstrated the accurate
recovery of structural fragments to within 1A of accuracy
using only three RDC data acquired in two alignment media.
In addition to accurate structure determination, we
demonstrated REDCRAFT’s ability to decipher between rigid-
body and uncorrelated modes of dynamics as demonstrated with
fragments 2, 4, and 6 of DHFR. Although the three domains
underwent internal dynamics, REDCRAFT successfully
recovered the structure of fragments 2 and 4, where structure
was conserved during the course of the dynamics. On the other
hand, the uncorrelated mode of dynamics does not present the
conservation of structural coherence throughout the course of
dynamics, which renders the exercise of structure determination
moot. The nature of internal dynamics of different fragments was
established during the course of the fragment assembly. In this
step, fragments 1, 3, 5, and 7 were successfully assembled,
affirming the fixed relationship between these fragments. The
inability to assemble fragments 2 and 4 with the fixed core
(fragments 1, 3, 5, and 7) of the protein, when combined with
confidently computed structures concludes that the two domains
undergo internal dynamics with respect to the core. In regard to
the magnitude of dynamics, our previous work (Cole et al., 2021)
related to discrete-state dynamics concluded the inability to
identify dynamics with magnitude of less than 15° of
movement. This observation was reconfirmed in this study as

Concurrent Characterization of Protein Structure and Dynamics

the distortion of DP in transition from the first fragment to the
second was not as notable as the distortion of DP due to the larger
dynamics of Fragment 4.

Finally, in our interpretation of DP distortions, we
disregarded some anomalous increases in some instances.
Except for Fragment 6, all other fragments exhibited such
instances with the most notable ones appearing at residue 50 in
Fragment 3 or residue 74 in Fragment 4. In such instances we
have accepted the results since the net RDC-fitness remained
within the experimental error. The origin of these subtle
distortions due to localized departure of peptide
geometries from ideal geometries such as non-ideal omega
angles, slightly modified bond angles, or bond lengths. These
types of structural noise (Cole et al., 2021) are the basis of
expanding the threshold of acceptable RDC-fitness by 20% of
the experimental error and are easily rectified during the
refinement process when peptide geometries are relaxed and
allowed to deviate within an acceptable range (Cole et al,
2021).

is

DATA AVAILABILITY STATEMENT

The original contributions presented in the study are included in
the article/Supplementary Material, further inquiries can be
directed to the corresponding author.

AUTHOR CONTRIBUTIONS

HV oversaw the entire project, assisted in the composition of
the manuscript, development of the computational models,
analysis of the data, and the design of the experiments. HO, the
lead Ph.D. student, assisted with the analysis of RDC data in
REDCRAFT and REDCAT software packages, assisted with
the composition of the manuscript, analysis of the MD
simulation, and contributed to the overall progress of this
work. AH, a Ph.D. student, assisted with the data collection
and analysis related to the PDBMine. He also contributed
to the composition of the manuscript, software development,
and data analysis. CC, assisted with composition of the
manuscript, contributed to the methods development,
software development, and data analytics.

FUNDING

Funding was granted to Valafar from NIGMS branch of NIH,
award number 5P20GM103499-21.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online at:
https://www.frontiersin.org/articles/10.3389/fmolb.2022.806584/
full#supplementary-material

Frontiers in Molecular Biosciences | www.frontiersin.org

February 2022 | Volume 9 | Article 806584


https://www.frontiersin.org/articles/10.3389/fmolb.2022.806584/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmolb.2022.806584/full#supplementary-material
https://www.frontiersin.org/journals/molecular-biosciences
www.frontiersin.org
https://www.frontiersin.org/journals/molecular-biosciences#articles

Omar et al.

REFERENCES

Adeyeye, J., Azurmendi, H. F,, Stroop, C. J. M., Sozhamannan, S., Williams, A. L.,
Adetumbi, A. M, et al. (2003). Conformation of the Hexasaccharide Repeating
Subunit from the Vibrio cholerae O139 Capsular Polysaccharide. Biochemistry
42, 3979-3988. doi:10.1021/bi026700t

Al-Hashimi, H. M., Gorin, A., Majumdar, A., Gosser, Y., and Patel, D. J. (2002).
Towards Structural Genomics of RNA: Rapid NMR Resonance Assignment and
Simultaneous RNA Tertiary Structure Determination Using Residual Dipolar
Couplings. J. Mol. Biol. 318, 637-649. doi:10.1016/50022-2836(02)00160-2

Al-Hashimi, H. M., Bolon, P. J., and Prestegard, J. H. (2000). Molecular Symmetry
as an Aid to Geometry Determination in Ligand Protein Complexes. J. Magn.
Reson. 142, 153-158. doi:10.1006/jmre.1999.1937

Al-Hashimi, H. M., Gosser, Y., Gorin, A., Hu, W., Majumdar, A., and Patel, D. J.
(2002). Concerted Motions in HIV-1 TAR RNA May Allow Access to Bound
State Conformations: RNA Dynamics from NMR Residual Dipolar Couplings
1 1Edited by M. F. Summers. J. Mol. Biol. 315, 95-102. doi:10.1006/jmbi.2001.
5235

Al-Hashimi, H. M., Valafar, H., Terrell, M., Zartler, E. R, Eidsness, M. K., and
Prestegard, J. H. (2000). Variation of Molecular Alignment as a Means of
Resolving Orientational Ambiguities in Protein Structures from Dipolar
Couplings. J. Magn. Reson. 143, 402-406. doi:10.1006/jmre.2000.2049

Andrec, M., Du, P, and Levy, R. M. (2001). Protein Backbone Structure
Determination Using Only Residual Dipolar Couplings from One Ordering
Medium. J. Biomol. NMR 21, 335-347. d0i:10.1023/a:1013334513610

Antikainen, N. M., Smiley, R. D., Benkovic, S. J., and Hammes, G. G. (2005).
Conformation Coupled Enzyme Catalysis: Single-Molecule and Transient
Kinetics Investigation of Dihydrofolate Reductase. Biochemistry 44,
16835-16843. doi:10.1021/bi051378i

Aramini, J. M., Vorobiev, S. M., Tuberty, L. M., Janjua, H., Campbell, E. T.,
Seetharaman, J., et al. (2015). The RAS-Binding Domain of Human BRAF
Protein Serine/Threonine Kinase Exhibits Allosteric Conformational Changes
upon Binding HRAS. Structure 23, 1382-1393. doi:10.1016/j.str.2015.06.003

Assfalg, M., Bertini, I, Turano, P., Grant Mauk, A., Winkler, J. R., and Gray, H. B.
(2003). 15N-1H Residual Dipolar Coupling Analysis of Native and Alkaline-
K79a Saccharomyces cerevisiae Cytochrome C. Biophysical ]. 84, 3917-3923.
doi:10.1016/s0006-3495(03)75119-4

Azurmendi, H. F., and Bush, C. A. (2002). Conformational Studies of Blood
Group A and Blood Group B Oligosaccharides Using NMR Residual
Dipolar Couplings. Carbohydr. Res. 337, 905-915. doi:10.1016/s0008-
6215(02)00070-8

Azurmendi, H. F., Martin-Pastor, M., and Bush, C. A. (2002). Conformational
Studies of Lewis X and Lewis A Trisaccharides Using NMR Residual Dipolar
Couplings. Biopolymers 63, 89-98. doi:10.1002/bip.10015

Barbato, G., Ikura, M., Kay, L. E,, Pastor, R. W,, and Bax, A. (1992). Backbone
Dynamics of Calmodulin Studied by Nitrogen-15 Relaxation Using Inverse
Detected Two-Dimensional NMR Spectroscopy: the central helix Is Flexible.
Biochemistry 31, 5269-5278. doi:10.1021/bi00138a005

Bax, A, and Tjandra, N. (1997). High-resolution Heteronuclear NMR of Human
Ubiquitin in an Aqueous Liquid Crystalline Medium. J. Biomol. NMR 10,
289-292. doi:10.1023/a:1018308717741

Berman, H. M., Westbrook, J., Feng, Z., Gilliland, G., Bhat, T. N., Weissig, H., et al.
(2000). The Protein Data Bank. Nucleic Acids Res. 28, 235-242. doi:10.1093/
nar/28.1.235

Bernado, P., and Blackledge, M. (2004). Local Dynamic Amplitudes on the Protein
Backbone from Dipolar Couplings: toward the Elucidation of Slower Motions
in Biomolecules. J. Am. Chem. Soc. 126, 7760-7761. doi:10.1021/ja048785m

Bertini, I., Luchinat, C., Turano, P., Battaini, G., and Casella, L. (2003). The
Magnetic Properties of Myoglobin as Studied by NMR Spectroscopy. Chem.
Eur. J. 9, 2316-2322. d0i:10.1002/chem.200204562

Blackledge, M. (2005). Recent Progress in the Study of Biomolecular Structure and
Dynamics in Solution from Residual Dipolar Couplings. Prog. Nucl. Magn.
Reson. Spectrosc. 46, 23-61. doi:10.1016/j.pnmrs.2004.11.002

Bouvignies, G., Bernado, P., Meier, S., Cho, K., Grzesiek, S., Bruschweiler, R., et al.
(2005). Identification of Slow Correlated Motions in Proteins Using Residual
Dipolar and Hydrogen-Bond Scalar Couplings. Proc. Natl. Acad. Sci. 102,
13885-13890. doi:10.1073/pnas.0505129102

Concurrent Characterization of Protein Structure and Dynamics

Brooks, B. R., Brooks, C. L., Mackerell, A. D., Nilsson, L., Petrella, R. J., Roux, B.,
et al. (2009). CHARMM: the Biomolecular Simulation Program. J. Comput.
Chem. 30, 1545-1614. doi:10.1002/jcc.21287

Brooks, B. R,, Bruccoleri, R. E., Olafson, B. D., States, D. J., Swaminathan, S., and
Karplus, M. (1983). CHARMM: A Program for Macromolecular Energy,
Minimization, and Dynamics Calculations. J. Comput. Chem. 4, 187-217.
doi:10.1002/jcc.540040211

Briinger, A. T., Adams, P. D., Clore, G. M., DeLano, W. L., Gros, P., Grosse-
Kunstleve, R. W., et al. (1998). Crystallography & NMR System: A New
Software Suite for Macromolecular Structure Determination. Acta
Crystallogr. Sect. D Biol. Crystallogr. 54, 905-921.

Bryson, M., Tian, F., Prestegard, J. H., and Valafar, H. (2008). REDCRAFT: a Tool
for Simultaneous Characterization of Protein Backbone Structure and Motion
from RDC Data. J. Magn. Reson. 191, 322-334. doi:10.1016/j.jmr.2008.01.007

Bystroff, C., and Kraut, J. (1991). Crystal Structure of Unliganded Escherichia coli
Dihydrofolate Reductase. Ligand-Induced Conformational Changes and
Cooperativity in Binding. Biochemistry 30, 2227-2239. doi:10.1021/
bi00222a028

Case, D. A, Cheatham, T. E., Darden, T., Gohlke, H., Luo, R., Merz, K. M., et al.
(2005). The Amber Biomolecular Simulation Programs. J. Comput. Chem. 26,
1668-1688. doi:10.1002/jcc.20290

Cavanagh, J., Fairbrother, W., Jr., Palmer, A. ], III, Skelton, N. J., and Rance, M.
(2006). Protein NMR Spectroscopy, Principles and Practice. United States:
Academic Press.

Clore, G. M., and Bewley, C. A. (2002). Using Conjoined Rigid Body/torsion Angle
Simulated Annealing to Determine the Relative Orientation of Covalently
Linked Protein Domains from Dipolar Couplings. J. Magn. Reson. 154,
329-335. doi:10.1006/jmre.2001.2489

Clore, G. M., Gronenborn, A. M., and Tjandra, N. (1998). Direct Structure
Refinement against Residual Dipolar Couplings in the Presence of
Rhombicity of Unknown Magnitude. J. Magn. Reson. 131, 159-162. doi:10.
1006/jmre.1997.1345

Clore, G. M., and Schwieters, C. D. (2004). Amplitudes of Protein Backbone
Dynamics and Correlated Motions in a Small a/p Protein: Correspondence of
Dipolar Coupling and Heteronuclear Relaxation Measurements. Biochemistry
43, 10678-10691. doi:10.1021/bi049357w

Cole, C. A., Mukhopadhyay, R., Omar, H., Hennig, M., and Valafar, H. (2016).
Structure Calculation and Reconstruction of Discrete-State Dynamics from
Residual Dipolar Couplings. J. Chem. Theor. Comput. 12, 1408-1422. doi:10.
1021/acs.jctc.5b01091

Cole, C. A, Daigham, N. S,, Liu, G., Montelione, G. T., and Valafar, H. (2021).
REDCRAFT: A Computational Platform Using Residual Dipolar Coupling
NMR Data for Determining Structures of Perdeuterated Proteins in Solution.
PLOS Comput. Biol. 17, €1008060. doi:10.1371/journal.pcbi.1008060

Cole, C. A, Ishimaru, D., Hennig, M., and Valafar, H. (2015). “An Investigation of
Minimum Data Requirement for Successful Structure Determination of
Pf2048.1 with REDCRAFT,” in Proceedings of the International Conference
on Bioinformatics & Computational Biology (BIOCOMP): 17-24 (The Steering
Committee of The World Congress in Computer Science Computer
Engineering and Applied Computing (WorldComp)), Las Vegas, NV, July
27-30, 2015.

Cole, C., Ott, C., Valdes, D., and Valafar, H. (2019a). “PDBMine: A Reformulation
of the Protein Data Bank to Facilitate Structural Data Mining,” in Proceedings -
6th Annual Conference on Computational Science and Computational
Intelligence, CSCI 2019, Las Vegas, NV, December 5-7, 2019. doi:10.1109/
CSCI49370.2019.00272

Cole, C., Parks, C., Rachele, J., and Valafar, H. (2019b). Improvements of the
REDCRAFT Software Package. Available at: https://bitbucket.org/hvalafar/
redcraft/src/master/. (Accessed November 2019).

Cornilescu, G., Delaglio, F., and Bax, A. (1999). Protein Backbone Angle Restraints
from Searching a Database for Chemical Shift and Sequence Homology.
J. Biomol. NMR 13, 289-302. doi:10.1023/a:1008392405740

Cornilescu, G., Marquardt, J. L., Ottiger, M., and Bax, A. (1998). Validation of
Protein Structure from Anisotropic Carbonyl Chemical Shifts in a Dilute Liquid
Crystalline Phase. J. Am. Chem. Soc. 120, 6836-6837. doi:10.1021/ja9812610

Cupane, A., Leone, M., Vitrano, E., and Cordone, L. (1988). Structural and
Dynamic Properties of the Heme Pocket in Myoglobin Probed by Optical
Spectroscopy. Biopolymers 27, 1977-1997. doi:10.1002/bip.360271209

Frontiers in Molecular Biosciences | www.frontiersin.org

12

February 2022 | Volume 9 | Article 806584


https://doi.org/10.1021/bi026700t
https://doi.org/10.1016/S0022-2836(02)00160-2
https://doi.org/10.1006/jmre.1999.1937
https://doi.org/10.1006/jmbi.2001.5235
https://doi.org/10.1006/jmbi.2001.5235
https://doi.org/10.1006/jmre.2000.2049
https://doi.org/10.1023/a:1013334513610
https://doi.org/10.1021/bi051378i
https://doi.org/10.1016/j.str.2015.06.003
https://doi.org/10.1016/s0006-3495(03)75119-4
https://doi.org/10.1016/s0008-6215(02)00070-8
https://doi.org/10.1016/s0008-6215(02)00070-8
https://doi.org/10.1002/bip.10015
https://doi.org/10.1021/bi00138a005
https://doi.org/10.1023/a:1018308717741
https://doi.org/10.1093/nar/28.1.235
https://doi.org/10.1093/nar/28.1.235
https://doi.org/10.1021/ja048785m
https://doi.org/10.1002/chem.200204562
https://doi.org/10.1016/j.pnmrs.2004.11.002
https://doi.org/10.1073/pnas.0505129102
https://doi.org/10.1002/jcc.21287
https://doi.org/10.1002/jcc.540040211
https://doi.org/10.1016/j.jmr.2008.01.007
https://doi.org/10.1021/bi00222a028
https://doi.org/10.1021/bi00222a028
https://doi.org/10.1002/jcc.20290
https://doi.org/10.1006/jmre.2001.2489
https://doi.org/10.1006/jmre.1997.1345
https://doi.org/10.1006/jmre.1997.1345
https://doi.org/10.1021/bi049357w
https://doi.org/10.1021/acs.jctc.5b01091
https://doi.org/10.1021/acs.jctc.5b01091
https://doi.org/10.1371/journal.pcbi.1008060
https://doi.org/10.1109/CSCI49370.2019.00272
https://doi.org/10.1109/CSCI49370.2019.00272
https://bitbucket.org/hvalafar/redcraft/src/master/
https://bitbucket.org/hvalafar/redcraft/src/master/
https://doi.org/10.1023/a:1008392405740
https://doi.org/10.1021/ja9812610
https://doi.org/10.1002/bip.360271209
https://www.frontiersin.org/journals/molecular-biosciences
www.frontiersin.org
https://www.frontiersin.org/journals/molecular-biosciences#articles

Omar et al.

De Alba, E.,, and Tjandra, N. (2002). NMR Dipolar Couplings for the Structure
Determination of Biopolymers in Solution. Prog. Nucl. Magn. Reson. Spectrosc.
40, 175-197. doi:10.1016/s0079-6565(01)00042-5

Diez, J., Diederichs, K., Greller, G., Horlacher, R., Boos, W., and Welte, W. (2001).
The crystal Structure of a Liganded Trehalose/maltose-Binding Protein from
the Hyperthermophilic Archaeon Thermococcus Litoralis at 1.85 A. J. Mol. Biol.
305, 905-915. doi:10.1006/jmbi.2000.4203

Dosset, P., Hus, J.-C., Marion, D., and Blackledge, M. (2001). A Novel Interactive Tool
for Rigid-Body Modeling of Multi-Domain Macromolecules Using Residual Dipolar
Couplings. J. Biomol. NMR 20, 223-231. doi:10.1023/a:1011206132740

Duan, X, Hall, J. A., Nikaido, H., and Quiocho, F. A. (2001). Crystal Structures of
the Maltodextrin/maltose-Binding Protein Complexed with Reduced
Oligosaccharides: Flexibility of Tertiary Structure and Ligand Binding.
J. Mol. Biol. 306, 1115-1126. doi:10.1006/jmbi.2001.4456

Emerson, S. D., Lecomte, J. T. ]., and La Mar, G. N. (1988). Proton NMR Resonance
Assignment and Dynamic Analysis of Phenylalanine CD1 in a Low-Spin Ferric
Complex of Sperm Whale Myoglobin. J. Am. Chem. Soc. 110, 4176-4182.
d0i:10.1021/ja00221a013

Evenis, J., Tugarinov, V., Skrynnikov, N. R,, Goto, N. K., Muhandiram, R, Kay, L.
E., et al. (2001). Ligand-induced Structural Changes to Maltodextrin-Binding
Protein as Studied by Solution NMR spectroscopyl1Edited by P. E. Wright.
J. Mol. Biol. 309, 961-974. doi:10.1006/jmbi.2001.4695

Fierke, C. A., Johnson, K. A., and Benkovic, S. J. (1987). Construction and
Evaluation of the Kinetic Scheme Associated with Dihydrofolate Reductase
from Escherichia coli. Biochemistry 26, 4085-4092. doi:10.1021/bi00387a052

Fowler, C. A, Tian, F., Al-Hashimi, H. M., and Prestegard, J. H. (2000). Rapid
Determination of Protein Folds Using Residual Dipolar Couplings. J. Mol. Biol.
304, 447-460. doi:10.1006/jmbi.2000.4199

Giintert, P. (2004). “Automated NMR Structure Calculation with CYANA,” in
Protein NMR Techniques. Editor A. K. Downing (Totowa, NJ: Humana Press),
353-378. doi:10.1385/1-59259-809-9:353

Hess, B., Kutzner, C., van der Spoel, D., and Lindahl, E. (2008). GROMACS 4:
Algorithms for Highly Efficient, Load-Balanced, and Scalable Molecular
Simulation. J. Chem. Theor. Comput. 4, 435-447. doi:10.1021/ct700301q

Hwang, P. M, Skrynnikov, N. R,, and Kay, L. E. (2001). Domain Orientation in -
cyclodextrin-loaded Maltose Binding Protein: Diffusion Anisotropy
Measurements Confirm the Results of a Dipolar Coupling Study. J. Biomol.
NMR 20, 83-88. doi:10.1023/a:1011226512421

Kerns, S. J., Agafonov, R. V., Cho, Y.-J., Pontiggia, F., Otten, R, Pachov, D. V., et al.
(2015). The Energy Landscape of Adenylate Kinase during Catalysis. Nat.
Struct. Mol. Biol. 22, 124-131. doi:10.1038/nsmb.2941

Lange, O. F., Rossi, P., Sgourakis, N. G., Song, Y., Lee, H.-W., Aramini, J. M., et al.
(2012). Determination of Solution Structures of Proteins up to 40 kDa Using
CS-Rosetta with Sparse NMR Data from Deuterated Samples. Proc. Natl. Acad.
Sci. 109, 10873-10878. doi:10.1073/pnas.1203013109

Lipari, G., and Szabo, A. (1982). Model-free Approach to the Interpretation of
Nuclear Magnetic Resonance Relaxation in Macromolecules. 1. Theory and
Range of Validity. J. Am. Chem. Soc. 104, 4546-4559. doi:10.1021/ja00381a009

Lorieau, J. L., Louis, J. M., and Bax, A. (2011). Whole-body Rocking Motion of a
Fusion Peptide in Lipid Bilayers from Size-Dispersed 15N NMR Relaxation.
J. Am. Chem. Soc. 133, 14184-14187. doi:10.1021/ja2045309

Losonczi, J. A., Andrec, M., Fischer, M. W. F., and Prestegard, J. H. (1999). Order
Matrix Analysis of Residual Dipolar Couplings Using Singular Value
Decomposition. J. Magn. Reson. 138, 334-342. doi:10.1006/jmre.1999.1754

Mauldin, R. V., and Lee, A. L. (2010). Nuclear Magnetic Resonance Study of the
Role of M42 in the Solution Dynamics of Escherichia coli Dihydrofolate
Reductase. Biochemistry 49, 1606-1615. doi:10.1021/bi901798g

Meiler, J., Prompers, J. J., Peti, W., Griesinger, C., and Briischweiler, R. (2001).
Model-free Approach to the Dynamic Interpretation of Residual Dipolar
Couplings in Globular Proteins. J. Am. Chem. Soc. 123, 6098-6107. doi:10.
1021/ja010002z

Millet, O., Hudson, R. P, and Kay, L. E. (2003). The Energetic Cost of Domain
Reorientation in Maltose-Binding Protein as Studied by NMR and Fluorescence
Spectroscopy. Proc. Natl. Acad. Sci. 100, 12700-12705. doi:10.1073/pnas.
2134311100

Montelione, G. T., Nilges, M., Bax, A., Giintert, P., Herrmann, T., Richardson, J. S.,
et al. (2013). Recommendations of the wwPDB NMR Validation Task Force.
Structure 21, 1563-1570. doi:10.1016/j.str.2013.07.021

Concurrent Characterization of Protein Structure and Dynamics

Nitz, M., Sherawat, M., Franz, K. J., Peisach, E., Allen, K. N., and Imperiali, B.
(2004). Structural Origin of the High Affinity of a Chemically Evolved
Lanthanide-Binding Peptide. Angew. Chem. Int. Ed. 43, 3682-3685. doi:10.
1002/anie.200460028

Osborne, M. J., Schnell, J., Benkovic, S. J., Dyson, H. J., and Wright, P. E. (2001).
Backbone Dynamics in Dihydrofolate Reductase Complexes: Role of Loop
Flexibility in the Catalytic Mechanism. Biochemistry 40, 9846-9859. doi:10.
1021/bi010621k

Palmer, A. G. (2015). Enzyme Dynamics from NMR Spectroscopy. Acc. Chem. Res.
48, 457-465. doi:10.1021/ar500340a

Park, S. H., Son, W. S., Mukhopadhyay, R., Valafar, H., and Opella, S. J. (2009).
Phage-Induced Alignment of Membrane Proteins Enables the Measurement
and Structural Analysis of Residual Dipolar Couplings with Dipolar Waves and
\-Maps. J. Am. Chem. Soc. 131, 14140-14141. doi:10.1021/ja905640d

Peti, W., Meiler, J., Briischweiler, R., and Griesinger, C. (2002). Model-free Analysis
of Protein Backbone Motion from Residual Dipolar Couplings. J. Am. Chem.
Soc. 124, 5822-5833. doi:10.1021/ja011883¢

Phillips, J. C., Braun, R., Wang, W., Gumbart, J., Tajkhorshid, E., Villa, E., et al.
(2005). Scalable Molecular Dynamics with NAMD. J. Comput. Chem. 26,
1781-1802. doi:10.1002/jcc.20289

Pomeranz, S. B., and Gershenfeld, N. (2000). The Nature of Mathematical
Modeling. Am. Math. Mon. 107, 763-766. doi:10.2307/2695494

Prestegard, J. H., and Kishore, A. I. (2001). Partial Alignment of Biomolecules: An
Aid to NMR Characterization. Curr. Opin. Chem. Biol. 5, 584-590. d0i:10.1016/
$1367-5931(00)00247-7

Prestegard, J. H., Al-Hashimi, H. M., and Tolman, J. R. (2000). NMR Structures of
Biomolecules Using Field Oriented media and Residual Dipolar Couplings.
Quart. Rev. Biophys. 33, 371-424. doi:10.1017/s0033583500003656

Prestegard, J. H., Mayer, K. L, Valafar, H, and Benison, G. C. (2005).
Determination of Protein Backbone Structures from Residual Dipolar
Couplings. Methods Enzymol. 394, 175-209. doi:10.1016/s0076-6879(05)
94007-x

Raman, S., Lange, O. F., Rossi, P., Tyka, M., Wang, X., Aramini, J., et al. (2010).
NMR Structure Determination for Larger Proteins Using Backbone-Only Data.
Science 80-327, 1014-1018. doi:10.1126/science.1183649

Rod, T. H.,, and Brooks, C. L. (2003). How Dihydrofolate Reductase Facilitates
Protonation of Dihydrofolate. J. Am. Chem. Soc. 125, 8718-8719. doi:10.1021/
ja035272r

Salomon-Ferrer, R., Case, D. A., and Walker, R. C. (2013). An Overview of the
Amber Biomolecular Simulation Package. Wires Comput. Mol. Sci. 3, 198-210.
doi:10.1002/wems. 1121

Saupe, A., and Englert, G. (1963). High-Resolution Nuclear Magnetic Resonance
Spectra of Orientated Molecules. Phys. Rev. Lett. 11, 462-464. doi:10.1103/
physrevlett.11.462

Sawaya, M. R, and Kraut, J. (1997). Loop and Subdomain Movements in the
Mechanism of Escherichia coli Dihydrofolate Reductase: Crystallographic
Evidence,. Biochemistry 36, 586-603. doi:10.1021/bi962337¢

Schwieters, C. D., Kuszewski, J. J., and Marius Clore, G. (2006). Using Xplor-NIH
for NMR Molecular Structure Determination. Prog. Nucl. Magn. Reson.
Spectrosc. 48, 47-62. doi:10.1016/j.pnmrs.2005.10.001

Schwieters, C. D., Kuszewski, J. J., Tjandra, N., and Marius Clore, G. (2003). The
Xplor-NIH NMR Molecular Structure Determination Package. J. Magn. Reson.
160, 65-73. doi:10.1016/s1090-7807(02)00014-9

Shealy, P., Liu, Y., Simin, M., and Valafar, H. (2011). Backbone Resonance
Assignment and Order Tensor Estimation Using Residual Dipolar
Couplings. J. Biomol. NMR 50, 357-369. doi:10.1007/s10858-011-9521-5

Shealy, P., Simin, M., Park, S. H., Opella, S. J., and Valafar, H. (2010). Simultaneous
Structure and Dynamics of a Membrane Protein Using REDCRAFT:
Membrane-Bound Form of Pfl Coat Protein. J. Magn. Reson. 207, 8-16.
doi:10.1016/§.jmr.2010.07.016

Shen, Y., and Bax, A. (2015). Protein Structural Information Derived from Nmr
Chemical Shift with the Neural Network Program Talos-N. Methods Mol. Biol.
1260, 17-32. doi:10.1007/978-1-4939-2239-0_2

Shen, Y., Delaglio, F., Cornilescu, G., and Bax, A. (2009). TALOS+: a Hybrid
Method for Predicting Protein Backbone Torsion Angles from NMR Chemical
Shifts. J. Biomol. NMR 44, 213-223. doi:10.1007/s10858-009-9333-z

Shimada, H., and Caughey, W. S. (1982). Dynamic Protein Structures. Effects of pH
on Conformer Stabilities at the Ligand-Binding Site of Bovine Heart Myoglobin

Frontiers in Molecular Biosciences | www.frontiersin.org

13

February 2022 | Volume 9 | Article 806584


https://doi.org/10.1016/s0079-6565(01)00042-5
https://doi.org/10.1006/jmbi.2000.4203
https://doi.org/10.1023/a:1011206132740
https://doi.org/10.1006/jmbi.2001.4456
https://doi.org/10.1021/ja00221a013
https://doi.org/10.1006/jmbi.2001.4695
https://doi.org/10.1021/bi00387a052
https://doi.org/10.1006/jmbi.2000.4199
https://doi.org/10.1385/1-59259-809-9:353
https://doi.org/10.1021/ct700301q
https://doi.org/10.1023/a:1011226512421
https://doi.org/10.1038/nsmb.2941
https://doi.org/10.1073/pnas.1203013109
https://doi.org/10.1021/ja00381a009
https://doi.org/10.1021/ja2045309
https://doi.org/10.1006/jmre.1999.1754
https://doi.org/10.1021/bi901798g
https://doi.org/10.1021/ja010002z
https://doi.org/10.1021/ja010002z
https://doi.org/10.1073/pnas.2134311100
https://doi.org/10.1073/pnas.2134311100
https://doi.org/10.1016/j.str.2013.07.021
https://doi.org/10.1002/anie.200460028
https://doi.org/10.1002/anie.200460028
https://doi.org/10.1021/bi010621k
https://doi.org/10.1021/bi010621k
https://doi.org/10.1021/ar500340a
https://doi.org/10.1021/ja905640d
https://doi.org/10.1021/ja011883c
https://doi.org/10.1002/jcc.20289
https://doi.org/10.2307/2695494
https://doi.org/10.1016/s1367-5931(00)00247-7
https://doi.org/10.1016/s1367-5931(00)00247-7
https://doi.org/10.1017/s0033583500003656
https://doi.org/10.1016/s0076-6879(05)94007-x
https://doi.org/10.1016/s0076-6879(05)94007-x
https://doi.org/10.1126/science.1183649
https://doi.org/10.1021/ja035272r
https://doi.org/10.1021/ja035272r
https://doi.org/10.1002/wcms.1121
https://doi.org/10.1103/physrevlett.11.462
https://doi.org/10.1103/physrevlett.11.462
https://doi.org/10.1021/bi962337c
https://doi.org/10.1016/j.pnmrs.2005.10.001
https://doi.org/10.1016/s1090-7807(02)00014-9
https://doi.org/10.1007/s10858-011-9521-5
https://doi.org/10.1016/j.jmr.2010.07.016
https://doi.org/10.1007/978-1-4939-2239-0_2
https://doi.org/10.1007/s10858-009-9333-z
https://www.frontiersin.org/journals/molecular-biosciences
www.frontiersin.org
https://www.frontiersin.org/journals/molecular-biosciences#articles

Omar et al.

Carbonyl. J. Biol. Chem. 257, 11893-11900. doi:10.1016/s0021-9258(18)
33650-0

Simin, M., Irausquin, S., Cole, C. A., and Valafar, H. (2014). Improvements to
REDCRAFT: a Software Tool for Simultaneous Characterization of Protein
Backbone Structure and Dynamics from Residual Dipolar Couplings. J. Biomol.
NMR 60, 241-264. doi:10.1007/s10858-014-9871-x

Tang, C., Schwieters, C. D., and Clore, G. M. (2007). Open-to-closed Transition in
Apo Maltose-Binding Protein Observed by Paramagnetic NMR. Nature 449,
1078-1082. doi:10.1038/nature06232

Tang, Y., Huang, Y.J., Hopf, T. A., Sander, C., Marks, D. S., and Montelione, G.
T. (2015). Protein Structure Determination by Combining Sparse NMR
Data with Evolutionary Couplings. Nat. Methods 12, 751-754. doi:10.1038/
nmeth.3455

Tejero, R, Bassolino-Klimas, D., Bruccoleri, R. E, and Montelione, G. T. (1996).
Simulated Annealing with Restrained Molecular Dynamics Using CONGEN:
Energy Refinement of the NMR Solution Structures of Epidermal and Type-
Atransforming Growth Factors. Protein Sci. 5, 578-592. doi:10.1002/pro.5560050403

Tian, F., Al-Hashimi, H. M., Craighead, J. L., and Prestegard, J. H. (2001).
Conformational Analysis of a Flexible Oligosaccharide Using Residual
Dipolar Couplings. J. Am. Chem. Soc. 123, 485-492. d0i:10.1021/ja0029001

Tian, F., Valafar, H,, and Prestegard, J. H. (2001). A Dipolar Coupling Based Strategy for
Simultaneous Resonance Assignment and Structure Determination of Protein
Backbones. J. Am. Chem. Soc. 123, 11791-11796. doi:10.1021/ja011806h

Tjandra, N., Grzesiek, S., and Bax, A. (1996). Magnetic Field Dependence of
Nitrogen—Proton | Splittings in 15N-Enriched Human Ubiquitin Resulting
from Relaxation Interference and Residual Dipolar Coupling. J. Am. Chem. Soc.
118, 6264-6272. doi:10.1021/ja960106n

Tjandra, N., Tate, S. I, Ono, A., Kainosho, M., and Bax, A. (2000). The NMR
Structure of a DNA Dodecamer in an Aqueous Dilute Liquid Crystalline Phase.
J. Am. Chem. Soc. 122 (26), 6190-6200. doi:10.1021/ja000324n

Tolman, J. R. (2001). Dipolar Couplings as a Probe of Molecular Dynamics and
Structure in Solution. Curr. Opin. Struct. Biol. 11, 532-539. doi:10.1016/s0959-
440x(00)00245-1

Tolman, J. R., Al-Hashimi, H. M., Kay, L. E., and Prestegard, J. H. (2001). Structural
and Dynamic Analysis of Residual Dipolar Coupling Data for Proteins. J. Am.
Chem. Soc. 123, 1416-1424. doi:10.1021/ja002500y

Tolman, J. R, Flanagan, J. M., Kennedy, M. A., and Prestegard, J. H. (1997). NMR
Evidence for Slow Collective Motions in Cyanometmyoglobin. Nat. Struct. Mol.
Biol. 4, 292-297. doi:10.1038/nsb0497-292

Tolman, J. R,, Flanagan, ]. M., Kennedy, M. A., Prestegard, J. H., Tolman Flanagan,
J. M., Kennedy, M. A, et al. (1995). Nuclear Magnetic Dipole Interactions in

Concurrent Characterization of Protein Structure and Dynamics

Field-Oriented Proteins: Information for Structure Determination in Solution.
Proc. Natl. Acad. Sci. 92, 9279-9283. doi:10.1073/pnas.92.20.9279

Valafar, H., Mayer, K. L., Bougault, C. M., LeBlond, P. D., Jenney, F. E., Brereton, P.
S., et al. (2005). Backbone Solution Structures of Proteins Using Residual
Dipolar Couplings: Application to a Novel Structural Genomics Target.
J. Struct. Funct. Genomics 5, 241-254. d0i:10.1007/s10969-005-4899-5

Valafar, H., and Prestegard, J. H. (2004). REDCAT: a Residual Dipolar Coupling
Analysis Tool. J. Magn. Reson. 167, 228-241. doi:10.1016/j.jmr.2003.12.012

Valafar, H., Simin, M., and Irausquin, S. (2012). A Review of REDCRAFT. Annu.
Rep. NMR Spectrosc. 76, 23-66. doi:10.1016/b978-0-12-397019-0.00002-9

Vermeulen, A., Zhou, H., and Pardi, A. (2000). Determining DNA Global Structure
and DNA Bending by Application of NMR Residual Dipolar Couplings. J. Am.
Chem. Soc. 122 (40), 9638-9647. doi:10.1021/ja0019191

Wilson, C., Agafonov, R. V., Hoemberger, M., Kutter, S., Zorba, A., Halpin, J., et al.
(2015). Using Ancient Protein Kinases to Unravel a Modern Cancer Drug’s
Mechanism. Science 347, 882-886. doi:10.1126/science.aaal823

Yu, X.-W,, Xu, Y., and Xiao, R. (2016). Lipases from the Genus Rhizopus :
Characteristics, Expression, Protein Engineering and Application. Prog.
Lipid Res. 64, 57-68. doi:10.1016/j.plipres.2016.08.001

Zhou, H., Vermeulen, A., Jucker, F. M., Pardi, A., Zhou Vermeulen, A., Jucker, F.
M, et al. (1999). Incorporating Residual Dipolar Couplings into the NMR
Solution Structure Determination of Nucleic Acids. Biopolymers 52, 168-180.
doi:10.1002/1097-0282(1999)52:4<168:aid-bip1002>3.0.c0;2-7

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2022 Omar, Hein, Cole and Valafar. This is an open-access article
distributed under the terms of the Creative Commons Attribution License (CC BY).
The use, distribution or reproduction in other forums is permitted, provided the
original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice.
No use, distribution or reproduction is permitted which does not comply with
these terms.

Frontiers in Molecular Biosciences | www.frontiersin.org

14

February 2022 | Volume 9 | Article 806584


https://doi.org/10.1016/s0021-9258(18)33650-0
https://doi.org/10.1016/s0021-9258(18)33650-0
https://doi.org/10.1007/s10858-014-9871-x
https://doi.org/10.1038/nature06232
https://doi.org/10.1038/nmeth.3455
https://doi.org/10.1038/nmeth.3455
https://doi.org/10.1002/pro.5560050403
https://doi.org/10.1021/ja002900l
https://doi.org/10.1021/ja011806h
https://doi.org/10.1021/ja960106n
https://doi.org/10.1021/ja000324n
https://doi.org/10.1016/s0959-440x(00)00245-1
https://doi.org/10.1016/s0959-440x(00)00245-1
https://doi.org/10.1021/ja002500y
https://doi.org/10.1038/nsb0497-292
https://doi.org/10.1073/pnas.92.20.9279
https://doi.org/10.1007/s10969-005-4899-5
https://doi.org/10.1016/j.jmr.2003.12.012
https://doi.org/10.1016/b978-0-12-397019-0.00002-9
https://doi.org/10.1021/ja001919l
https://doi.org/10.1126/science.aaa1823
https://doi.org/10.1016/j.plipres.2016.08.001
https://doi.org/10.1002/1097-0282(1999)52:4<168:aid-bip1002>3.0.co;2-7
https://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/molecular-biosciences
www.frontiersin.org
https://www.frontiersin.org/journals/molecular-biosciences#articles

	Concurrent Identification and Characterization of Protein Structure and Continuous Internal Dynamics with REDCRAFT
	Introduction
	Theoretical Background
	Residual Dipolar Couplings Data
	The Effect of Motion on Saupe Order Tensor

	Materials and Methods
	Target Proteins
	Molecular Dynamic Simulation
	Calculation of RDC Data
	Context Specific Dihedral Constraints With PDBMine
	Concurrent Study of Structure and Dynamics with REDCRAFT
	Standard Structure Determination
	Identification of Hinge Regions and the Mode of Dynamics
	Grouping of the Structural Domains
	Reconstruction of Atomic-Resolution Trajectory of Dynamics


	Results and Discussion
	Dihedral Constraints for DHFR Using PDBMine
	Summary of MD Simulation
	Structure Determination of DHFR
	Fragmented Structure Characterization

	Conclusion
	Data Availability Statement
	Author Contributions
	Funding
	Supplementary Material
	References


