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Expansions of RNA AUUCU, CCUG, CAG, and CUG repeats cause spinocerebellar ataxia
type 10, myotonic dystrophy type 2, Huntington’s disease, and myotonic dystrophy type
1, respectively. By performing extensive molecular dynamic simulations, we investigated
the bending propensities and conformational landscapes adopted by 3×3, 2×2, and 1×1
internal loops observed in RNA AUUCU, CCUG, CAG, and CUG repeat expansions using
model systems having biologically relevant repeat sizes. We show that the conformational
variability experienced by these loops is more complex than previous reports where a
variety of unconventional hydrogen bonds are formed. At the global scale, strong bending
propensity was observed in r(AUUCU)10, r(CCUG)15, r(CAG)20, and r(CUG)20, and, to a
lesser extent, in r(AUUCU)4, r(CCUG)10, r(CAG)10, and r(CUG)10. Furthermore, RNA CAG
repeats exhibit a tendency toward bent states with more than 50% of observed
conformations having bending angles greater than 50°, while RNA CUG repeats
display relatively linear-like conformations with extremely bent conformations
accounting for less than 25% of the observed structures. Conformations experienced
by RNA AUUCU repeats are a combination of strongly bent and kinked structures. The
bent states in RNA CCUG repeats mostly fall into the moderately bent category with a
marginal ensemble experiencing extreme bending. The general pattern observed in all the
bent structures indicates the collapse of the major groove width as the mechanical trigger
for bending, which is caused by alteration of base pair step parameters at multiple
locations along the RNA due to local distortions at the loop sites. Overextension is
also observed in all the RNA repeats that is attributed to widening of the major groove
width as well as undertwisting phenomenon. This information and the rich structural
repository could be applied for structure based small molecule design targeting disease-
causing RNAs. The bending propensities of these constructs, at the global level, could also
have implications on how expanded RNA repeats interact with proteins.
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INTRODUCTION

Expanded RNA repeats are responsible for a wide range of
neuromuscular diseases such as spinocerebellar ataxia type 10
(SCA10) (Matsuura et al., 2000; Teive et al., 2011), myotonic
dystrophy type 2 (DM2) (Liquori et al., 2001), Huntington’s
disease (HD) (Lee et al., 2012), and myotonic dystrophy type 1
(DM1) (Brook et al., 1992). Expanded RNA AUUCU repeats,
r(AUUCU)exp, within intron 9 of the ATXN10 pre-mRNA causes
SCA10, a disease with no cures available (Lin and Ashizawa, 2003;
Ashizawa et al., 2006). Expanded RNA r(CCUG), r(CUCG)exp,
residing within the intron 1 of the zinc finger 9 (ZNF9) precursor
mRNA (pre-mRNA) cause DM2. Expansion of RNA CUG,
r(CUG)exp, and CA repeats, r(CAG)exp, cause DM1 and HD,
respectively. These expanded RNA repeats fold into structures,
which can strongly interact with proteins like heterogeneous
nuclear ribonucleoprotein K (hnRNP K) (White et al., 2010)
in SCA10 and muscleblind-like 1 protein (MBNL1) in DM1,
DM2, and HD (Mankodi et al., 2001; Fardaei et al., 2002). hnRNP
K regulates splicing of β-tropomyosin (Bomsztyk et al., 2004;
Wang et al., 2020) and its interaction with expanded RNA
AUUCU repeats inactivate them, which ultimately causes cell
death. The same mechanism holds true for inactivation of
MBNL1 protein resulting in splicing defects. While r(CUG)exp

and r(CAG)exp have repeating 1×1 UU and 1×1 AA internal
loops, respectively, r(AUUCU)exp and r(CCUG)exp possess
continuous 3×3 UCU/UCU and 2×2 CU/UC internal loops,
respectively, with non-canonical UU, CC, and UC base pairs.
As a result, they are highly dynamic and impart far more
instability compared with non-canonical 1×1 internal loops.

Inhibition of RNA-protein complexes causing neuromuscular
diseases, and hence, restoring cell regulation is a new therapeutic
strategy, which has attracted a lot of attention (Bomsztyk et al.,
2004; Wang et al., 2020). Among different methods adopted to
target RNA for therapeutics, such as peptides and antisense
nucleotides (ASOs) (van Roon-Mom et al., 2018), small
molecules have the unique ability to target different RNA
motifs found within RNA structures (Childs-Disney et al.,
2014; Yang et al., 2016). While ASOs target the RNA based on
the sequence complementarity, small molecules recognize specific
RNA loop motifs observed within the conformational ensemble
of RNA (Disney and Angelbello, 2016; Scoles et al., 2017), which
can improve specificity in targeting RNA molecules. As a result,
detailed investigation of RNA loops can provide the necessary
data to help design drugs for pharmacotherapies.

Efficient exploration of the chemical space of small molecules
targeting RNA requires deep understanding of the
conformational variability adopted by RNA molecules. The
3×3 UCU/UCU and 2×2 CU/UC internal loops observed in
r(AUUCU) and r(CCUG) repeats create challenges while
studying the conformational landscapes experienced by these
RNA repeats. In the meantime, however, due to their distinct
nature, 3×3 UCU/UCU and 2×2 CU/UC internal loop motifs
provide unique druggable targets, which could be exploited for
therapeutic use. Despite the recent advancements in studying
RNA dynamics using NMR (Liu et al., 2021) or cryo-EM (Bonilla
et al., 2021), capturing the conformational variability observed in

these complex RNA internal loops without contributions from
computational techniques is very challenging. Thus,
computational studies along with experimental studies can
provide the necessary information at atomistic levels. It should
be mentioned that in the absence of experimental data,
computational studies are the only available tool that can
provide atomistic insight on the conformational plasticity of
RNA expanded repeats, although the limitations of currently
available RNA force fields should be taken into consideration.

RNA dynamics plays an important role in defining its
function, especially in RNA-protein interactions (MacRae
et al., 2007; van Kouwenhove et al., 2011; Uchikawa et al.,
2016; Hur, 2019). Although there are some studies exploring
the dynamics of RNA internal loops in RNA repeat expansions
(Yildirim et al., 2013; Yildirim et al., 2015), there are no detailed
computational studies investigating the global structural
properties of RNA repeats having biologically relevant repeat
sizes. In DM1, DM2, and HD, the expended repeats have over 50
copies of the repeat, while in SCA10 expanded repeats are
observed to have between 500 and 4,500 copies of AUUCU
(Orr and Zoghbi, 2007). In this contribution, we utilized
computational methods to investigate the bending properties
of RNA AUUCU, CCUG, CAG, and CUG repeats, and atomic
details of RNA 3×3 UCU/UCU, 2×2 CU/UC, 1×1 A/A, and 1×1
U/U internal loops observed in r(AUUCU)exp, r(CCUG)exp,
r(CAG)exp, and r(CUG)exp using biologically relevant RNA
models (Ciesiolka et al., 2017). Three RNA models with
different repeat sizes for each RNA repeat were prepared,
where the most expanded models studied were 10×AUUCU,
15×CCUG, 20×CAG, and 20×CUG (Supplementary Figure S1).
Extensive explicit solvent molecular dynamics (MD) simulations
were performed on each system to investigate the conformational
variability adopted by each RNA internal loop as well as the
bending propensities of RNA models as a measure to determine
the global structural characteristics of RNA repeats. Strong bending
was observed in 10×AUUCU, 15×CCUG, 20×CAG, and 20×CUG
and, to a lesser extent, in 4×AUUCU, 10×CCUG, 10×CAG, and
10×CUG. Strong kink structures were also observed in
10×AUUCU. RNA CAG repeats exhibited a tendency toward
bent states due to the bulky 1× 1 A/A mismatches. Collapse of
major groove width was found to be the common feature in the
bent structures. Distortions at the RNA loop sites due to weak
pairings alter local structural properties such as base pair step
parameters, where multiple such local distortions when combined
transform RNA to a bent or kinked geometries. Furthermore,
overextension of RNA structures was observed that is attributed to
widening of the major groove width as well as undertwisting. The
results are important in structure-based drug design targeting RNA
repeats as well as understanding how proteins interact with RNA
repeats via bending phenomenon.

METHODS

System Preparation
In order to explore the dynamics of expanded RNA repeats
associated with neuromuscular diseases, at both local and global
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structural levels, we prepared a total of 12 systems (Table 1). Each
system incorporating 1×1, 2×2 and 3×3 internal loops were prepared
with three different repeat sizes. The NAB (Macke and Case, 1997)
module of AMBER 16 was utilized to build the initial structures in
A-form RNA orientations for each system. MD simulations were
carried out with the AMBER 16 (Case et al., 2016) simulation
package using the PARM99 force field (Cornell et al., 1995) with
revised χ (Yildirim et al., 2010) and α/γ (Wales and Yildirim, 2017)
torsional parameters. Each system was first neutralized with Na+

ions, (Joung and Cheatham, 2008), which then was solvated with
TIP3P water molecules (Jorgensen et al., 1983) in a truncated
octahedral box with periodic boundary conditions extended to
10 Å using the LEAP module of AMBER 16. Extra Na+ and Cl−

ions were added to each system to mimic the physiological
conditions, where after equilibration the biggest RNA systems
had ~0.07M Na+ concentrations while mid-sized RNA systems
had around 0.12–0.29M Na+ concentrations (Table 1). Addition of
up to 0.25 M Na+ has been shown to not affect DNA bending
implying that the bending phenomenon we studied using different
sizes of RNA are comparable (Fields et al., 2013).

Molecular Dynamics Simulations
The structures were minimized with the sander module each in
two steps. Positional restraints (10 kcal mol−1 Å−2) were applied
on the RNA molecule in the first step of minimization with 5,000
steps of steepest-descent algorithm and subsequently followed
with the second round of minimization with 5,000 steps of
conjugate-gradient algorithm and no restraints. Minimization
was followed by an equilibration protocol first in constant volume
with restraints on the RNA molecule (10 kcal mol−1 Å−2) and
gradually increasing the temperature up to 300 K for several
nanoseconds using the Langevin thermostat. The second round of
equilibration was performed at constant pressure with constant
temperature at 300 K and pressure coupling (Berendsen et al.,
1984) of 1.0 ps−1 gradually removing the constraints on the
solute. After minimization and equilibration, MD simulation
under constant pressure (NPT) with a 2 fs time step was
performed for each system with isotropic positional scaling.
The reference pressure was set to 1 atm with a pressure
relaxation time of 2 fs. SHAKE (Ryckaert et al., 1977) was

turned on for constraining bonds involving hydrogen atoms.
An atom-based long-range cutoff of 10.0 Å was used in the
production runs. The reference temperature was set to 300 K.
The Particle Mesh Ewald (PME) method was used to handle the
electrostatics (Essmann et al., 1995) and the Langevin thermostat
(Liu et al., 2016) was applied with a coupling constant γ = 1.0 ps−1

(Supplementary Table S1). Simulations were performed using
the pmemd.CUDA implementation of AMBER 16. Total
simulation time over 380 µs was invested to explore the
conformational variability adopted by the internal loops as
well as the bending propensity of these constructs consuming
over 40 K GPU hours (see details below).

Analyses
Base pair step parameters, groove widths as well as bending
angles, and curvilinear helical axis, were measured using Curves+

(Lavery et al., 2009) and 3DNA (Lu and Olson, 2008). The first
five terminal base pairs at each end were excluded from the
calculations. We have used the refined value of groove widths
calculated by 3DNA. In order to calculate the kink angles, 3DNA
was used to calculate the normalized vector along the helical axis.
Kink was consequently measured as the angle between two axes
identified for each section of the kinked RNA (straight and bent).
Cluster analyses were performed using the k-means algorithm
implemented in the cpptraj module of AMBER16. Cpptraj was
also used to calculate the average structures for each
corresponding cluster. The number of target clusters was
varied between 8 and 20 using all heavy atoms to capture
different conformational ensembles experienced along the
trajectory. In-house codes were utilized to investigate the
structural details of individual RNA internal loops and to
perform 2D population analyses. Each RNA model we studied
has different repeat sizes (Table 1). Thus, while performing
cluster analyses for each system, we combined all the internal
loops each structure maintains except the first and last internal
loops. Because 2×AUUCU, 2×CAG, and 2×CUG each have only
two internal loops, both loops were included in the analyses.
Symmetry observed in the RNA internal loops were included
while performing the cluster analyses. Furthermore, only the first
54 µs MD trajectory of 2×AUUCU was included in the analyses

TABLE 1 | RNA models utilized to investigate r(AUUCU)exp, r(CUCG)exp, r(CUG)exp, and r(CAG)exp.

Model system Short name MD simulation time (µsec) System sizea (K) Na+ concentration (M)

C(AUUCU)2AUC 2×AUUCU 90 22 0.42
C(AUUCU)4AUC 4×AUUCU 26 55 0.29
C(AUUCU)10AUC 10×AUUCU 2.9 331 0.08
(CCUG)4 4×CCUG 37 27 0.37
(CCUG)10 10×CCUG 5.6 148 0.12
(CCUG)15 15×CCUG 1.8 409 0.07
GG(CAG)2CC 2×CAG 100 14 0.44
GG(CAG)10CC 10×CAG 7.7 117 0.14
GG(CAG)20CC 20×CAG 2.1 480 0.06
GG(CUG)2CC 2×CUG 100 14 0.44
GG(CUG)10CC 10×CUG 7.6 117 0.17
GG(CUG)20CC 20×CUG 2.6 480 0.07

aSystem size represents total number of atoms including water and ions, where K stands for thousand. Note that sections underlined in each RNA sequence represent internal loops
observed in these RNA repeats.
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because the RNA structure gets distorted dramatically afterward.
Finally, no base pair step analyses were performed on 2×CUG
because the MD trajectory displays a stable state where one of the
end strands unfolds and forms a triple-stranded RNA structure,
which does not allow for meaningful base pair step analyses. We
discovered that bending in 20×CUG, 20×CAG, 15×CCUG, and
10×AUUCU are coordinated with the changes in the major
groove widths (Mgw) adopting unique values varying between
10 Å and 18 Å depending on the sequence and the type of the
internal loop (see details below).

RESULTS AND DISCUSSIONS

AUUCU Repeats Display Both Bent and
Kinked Structures
We utilized an RNA model, 10×AUUCU, and performed
2.9 µs MD simulation to investigate the global structural

behavior of AUUCU repeats responsible for SCA10. The
10×AUUCU includes 10 copies of 3×3 UCU/UCU internal
loop motifs, which makes it a realistic system to investigate
AUUCU repeats. MD trajectory of 10×AUUCU exhibits
structures having both bent (Figures 1A–E) and kink
geometries (Figures 1F–H). When a continuous curvilinear
axis is applicable to RNA helix, the term “bent” is used. The
term “kink” refers to RNA structures when axial bent is
observed in just one section. Cluster analyses of
10×AUUCU showed that over 70% of the populations are
bent with bending angles >40° (Figures 1C–E and Table 2).
Furthermore, more than 20% of the structures display
extremely bent geometries with bending angles >60°, an
extremity which is not observed in any other RNA system
(Figure 1E). Another important conformational ensemble
observed in 10×AUUCU are the structures having sharp
kinks observed within two full RNA turns corresponding to
~24 base pairs (Figures 1F–H). The presence of 3×3 UCU/

FIGURE 1 | Bent (A–E) and kink (F–H) states observed in 10×AUUCU. Each structure in A–E represents different bent states displayed in Table 2. For example,
structure A is a representative of the structures with a bending angle between 0° and 20°. No clustered state with bending angles between 20° and 30° is observed in
10×AUUCU (Table 2). The curvilinear helical axis is shown as a bold black line to emphasize the curvature in each case. A kinked structure does not have a continuous
curvilinear axis such as those observed in (A–E).
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UCU internal loops in 10×AUUCU creates distortions in the
RNA backbone forming kink-like structures with kink angles
ranging between 50° and 90°. Also, time evolution analysis of
the bending angle along the trajectory showed the changes of
the bending angle, settling down around an average value of
~40° (Supplementary Figure S2).

While a perfect A-form RNA has a Mgw around 12 Å,
analyses of the two most bent states with bending angles of 69°

and 74° observed in 10×AUUCU display an increase in Mgw
with an average value of 18 Å (Supplementary Figure S3).
Furthermore, at certain points in the structure, collapse of
Mgw is observed where Mgw is noticeably decreased to a value
< ~12 Å. Analyses of the clustered states of 10 ×AUUCU
display that the total number of collapsed Mgw increase with
the bending angle (Supplementary Figure S4). Results are in
line with previous studies where one of the contributing

TABLE 2 | Bending angles calculated for average structures of clusters extracted from MD trajectories.

Bending Anglea(
°) 10×AUUCU (%) 4×AUUC (%) 20×CUG (%) 10×CUG (%) 20×CAG (%) 10×CAG (%) 15×CCUG (%) 10×CCUG (%)

0–20 23.2 54.9 19.8 64.7 12.58 63.3 23.7 43
20–30 0 25.9 39.5 22.5 7.2 28.8 22.8 18.2
30–40 2.6 16.9 14.8 11.9 28.6 7.2 15.5 34.8
40–50 36.51 0 11 0 17.81 0 13.6 3.7
50–60 17 1.9 6.9 0 15.18 0 13 0
>60 20.3 0 7.69 0 18.07 0 11 0
Average Angle (°) 42.2 21.1 35.6 22.9 51.6 24.5 39.4 29.5

aStructures with bending values between 0° − 40°, 40° − 50°, and >50° are considered “moderately”, “strongly”, and “extremely” bent states, respectively.
Note that first and last five base pairs are excluded from the calculations.

FIGURE 2 | Bending (A–F) and over-extension (G) observed in 20×CUG. Each structure in (A–F) represents different bent states displayed in Table 2. The
curvilinear helical axis is shown as a bold black line to emphasize the curvature in each case. While average rise value in relaxed structure is 2.8 Å, over-extended
conformation has average rise value around 3.3 Å due to increase in major groove width.
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factors for bending in RNA having AU-tracts was the collapse
of Mgw. (Marin-Gonzalez et al., 2020).

RNA CUG Repeats Exhibit Both Bent and
Overextended Geometries
The 20×CUG has 20 copies of CUG that makes it a more
realistic model to study r(CUG)exp. We performed 2.6-µs-long
MD simulation on this system to determine the bending
properties of r(CUG)exp. To identify the bending, cluster
analyses were conducted on the MD trajectory, average
structures for each cluster were calculated, and structural
analyses were performed on the average structures using the
Curves+. Visual inspection of average structures, which
correspond to states with different bending angles
(Table 2), revealed a range of distinct bent conformations
(Figures 2A–F), as well as overextended RNA geometries
(Figure 2G and Supplementary Figure S5). Inspection of
structural parameters showed that increase in the major
groove widths and decrease in the average twist angles are
fingerprints of overextended RNA conformations compared
with the relaxed A-form. While the average twist angle
calculated for the relaxed structure is 31°, this value drops
to 28° in the overextended conformations. Furthermore,
average helical rise increases from 2.8 Å observed in relaxed
A-form RNA to 3.4 Å in the overextended conformations
(Supplementary Table S2). The changes in twist and rise
accompanied by the increase in the major groove width
cause 20×CUG to display an overextended geometry
(Figure 2G). The coupling of twisting and stretching in
RNA has already been reported, where it was found that
helical rise is inversely correlated with twist angle in double
stranded RNA structures, meaning that overstretched RNA
duplexes have under-twisted geometries. (Marin-Gonzalez
et al., 2020). Although we observed a similar pattern, it
should be noted that the presence of base pair mismatches
in the internal loops of 20×CUG adds up complexity to the
analysis. While overextension is one of the structural features
observed in 20×CUG, bending is another important
phenomenon we discovered. Measurement of bending
angles of the average structures representing each cluster
revealed that more than 80% of the total conformations
have a curvature between 0° and 50° (Figures 2A–D).
Furthermore, more than 14% of the population exhibit
extreme bending with curvatures greater than 50° (Figures
2E, F and Table 2). Analysis of Mgw of these bent states reveals
that the collapse of Mgw is again the main reason for the
observed curvature (Supplementary Figure S6). Similar to the
results observed in 10×AUUCU, as the total number of
collapsed Mgw increases so does the bending angles in
20×CUG (Supplementary Figure S4).

Extreme Bending Is Observed in CAG
Repeats due to Bulky 1× 1 A/A Loops
Based on the 20×CUG results, similar bending behavior was
expected in 20×CAG. Cluster analysis and consequently

structural analysis along with measurements of the bending
angle showed that this system underwent a more extreme
bending regime with more than 30% of the observed bent
structures showing a curvature >50° (Table 2 and
Supplementary Figures S7A–F). Analysis of the bending angle,
along the MD trajectory, also displayed more pronounced changes
in 20×CAG compared with the 20×CUG (Supplementary Figure
S2). Furthermore, this construct displayed overstretched
geometries (Supplementary Figures S7G and S8) accompanied
by drastic changes in the Mgw along with some moderate changes
in the rise parameter, being 2.8 Å in A-form RNA and 3.4 Å in the
overstretched forms (Supplementary Table S2). Due to the
presence of more bulky residues in the 1×1 A/A loops
compared with the CUG repeats, changes in the Mgw along the
RNA construct are more pronounced resulting in more stretched
and bent conformations (Supplementary Figure S7). Changes in
the twist angle from an average value of 32° in a standard A-form
RNA to 27° as well as increase in the Mgw are the contributing
factors to over-stretching observed in 20×CAG. As a general
pattern observed before, changes in Mgw in 20×CAG is
creating the observed curvature (Figure 3). Similar to the
results observed in 10×AUUCU and 20×CUG, the total number
of collapsed Mgw in 20×CAG is pretty much associated with the
bent geometries observed in the clustered states. For example, the
extremely bent states observed in 20×CAG have over 30 collapsed
Mgw values out of 63 in the RNA structure, which displays the
connection of global bending behavior observed in 20×CAGwith the
collapse of the Mgw (Supplementary Figure S4). A noteworthy
difference between 20×CAG and the other systems studied is the
zigzag-like patterns observed in the Mgw values along RNA, where
the collapse of Mgw at several points along 20×CAG causes the
structure to transform to extremely bent states (Figure 3).

Moderate Bending is Observed in CCUG
Repeats
We utilized an RNAmodel, 15×CCUG, and performed 1.8 µs long
MD simulation to investigate the global structural behavior of
CCUG repeat expansions. The 15×CCUG includes 15 copies of
2×2 CU/UC internal loops, whichmakes it as realistic as possible to
investigate CCUG repeats. Due to partial similarities between
15×CCUG and 10×AUUCU it was expected that they will
display similar properties. Measurements of the bending angles
of the average structures calculated for the clustered states show
that 75% of the observed conformations have bending angles <50°
(Table 2 and Supplementary Figures S9A–D), while the rest of the
structures display extremely bent states with bending angles >50°
(Table 2 and Supplementary Figures S9E–F). It was observed that
while the presence of an extra U/U mismatch in 10×AUUCU
creates far more instability than expected, where extremely bent
and kinked states are created, bending properties in 15×CCUG
were toned down to have moderate curvature, where no kink
formation was observed (Supplementary Figures S9A–F). Similar
to the other cases, overstretching was observed in this construct
caused by increase in Mgw. In 15×CCUG, average Mgw is around
20 Å both in over-stretched and bent conformations
(Supplementary Figure S9G). Similar to the other systems, the
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collapse ofMgw values is connected with bending (Supplementary
Figure S10).

Excessive Bending Observed in Expanded
Repeats is an Interplay Between Intrinsic
Bendability and Presence ofMismatch Pairs
In order to investigate the effect of mismatch pairs in the
excessive bending regime observed in RNA expanded repeats,
we prepared fully Watson-Crick (WC) base-paired RNA helixes
for 20×CAG, 20×CUG, 15×CCUG, and 10×AUUCU and
analyzed the changes of bending angle along the trajectory. It
was observed that the average bending angles of these systems are
10°–20° less compared with the same systems with mismatch pairs
(Supplementary Figure S11and Supplementary Table S3). This
difference is especially noticeable in 20×CAG where the average
bending angle for the expanded repeat is 20° more than the fully
WC base-paired RNA construct.

3×3 UCU/UCU Internal Loops in AUUCU
Repeats Display UU Pairs Forming 2
Hydrogen Bond States While CC Pairs
Forming Dynamic States
In the studies of RNA AUUCU repeats, three RNA constructs
each having two, four, and ten copies of AUUCU loops were
utilized (2×AUUCU, 4×AUUCU, and 10×AUUCU)
(Table 1). Population distribution analyses performed on
10×AUUCU are as realistic as possible to represent the
properties of 3×3 UCU internal loops observed in AUUCU
repeat expansions compared with 2×AUUCU and
4×AUUCU. Nevertheless, 10×AUUCU has more than 50

base pairs, making it hard to run long MD simulations.
While we run 90- and 26-µs-long MD simulations on
2×AUUCU and 4×AUUCU, respectively, only 2.9-µs-long
MD simulation was run on 10×AUUCU. RNA AUUCU
repeats are uridine-rich sequences with repeating 3×3 UCU
internal loop motifs connected with 2×2 AU/UA Watson
Crick base pairs. In anti-orientation, UU and CC pairs can
form a maximum of two and one hydrogen bonds,
respectively, which we have observed in the analyses.
Cluster analyses revealed that the most populated state in
all three model systems was when all the uridines in 3×3 UCU
loop were forming UU pairs with two hydrogen bonds, while
cytidines were forming CC pairs with one hydrogen bond that
was observed 33%, 27%, and 40% in 2×AUUCU, 4×AUUCU,
and 10×AUUCU, respectively (Figure 4A). Moreover, a stable
state, where CC is in 0 hydrogen-bond state and both UU are in
2 hydrogen-bond states, was observed 18%, 19%, and 12% in
2×AUUCU, 4×AUUCU, and 10×AUUCU, respectively
(Figure 4B). It was observed that CC pairs are dynamic and
can form 0 and 1 hydrogen bond, while UU pairs stay in two
hydrogen-bond states most of the time in RNA AUUCU repeats.
Cluster analyses further discovered states, which were similar to the
global minimum (Figure 4A) but with one of the closing AU base
pairs in a distorted state having 0 or 1 hydrogen bond (Figures 4C,
D). In 4×AUUCU and 10×AUUCU, a stable state, where both
closing AU base pairs are distorted, is observed for 8% and 6%,
respectively. AU base pairs lacks one hydrogen bond compared
with GC base pairs and, thus, are more prone to distortions and
bending compared with GC pairs. Recently, it has been shown that
insertion of AU tracts within a purely GC rich sequence introduced
stress causing bending. (Marin-Gonzalez et al., 2020). Results imply
that as the AUUCU repeat size increases unique conformations

FIGURE 3 |Major-groove width analyses of the twomost bent clusters observed in 20×CAG. Changes inMgw from an average value of ~20 Å to ~15 Å in a zigzag-
like pattern, which create extremely bent conformations, are highlighted in blue in each structure.
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such as distorted closing AU pairs are observed, which can play
crucial roles in AUUCU repeats interacting with hnRNP K.

2 × 2 CU/UC Internal Loops in CCUGRepeat
Expansions Display CU Pairs Forming 0, 1,
and 2 Hydrogen Bond States
We followed a similar approach in the studies of RNA CCUG
repeats, where three models with 4, 10, and 15 copies of CCUG
loops were investigated (4×CCUG, 10×CCUG, and 15×CCUG)
(Table 1). Similar to 10×AUUCU, 10×CCUG and 15×CCUG are

realistic models to represent properties of 2×2 CU internal loop
motifs observed in RNA CCUG repeat expansions, but due to the
system size MD simulation times were limited (Table 1). RNA
CCUG repeats are cytidine-rich sequences with repeating 2×2 CU
internal loop motifs connected with 2×2 GC/CG Watson– Crick
base pairs. In anti-orientations, CU pairs can form a maximum of
two hydrogen bonds. Indeed, cluster analyses performed on
4×CCUG, 10×CCUG, and 15×CCUG display that 51%, 40%,
and 38%, respectively, of structures prefer a stable state where
one of the CU pairs is forming a 2 hydrogen-bond state while the
other one forming a 0 hydrogen bond state (Figure 5A). Another

FIGURE 4 | Cluster analyses performed on three model RNA systems, 2×AUUCU, 4×AUUCU, and 10×AUUCU, mimicking AUUCU repeat expansions. Panels
(A–E) display stable states observed in the MD trajectories such as states with one (A,C,D), zero (B), and two hydrogen bond states (E) observed in 1×1 CC non-
canonical base pairs. Residues colored in red, and blue represent uridine and cytidine, respectively, while closing base pairs are displayed in black and in new ribbon
forms. Dashed blue lines represent the hydrogen bonds observed in the structures. Three percentages displayed under each structure represent how often the
conformations are observed in the MD trajectories of the three model systems in the same order described above. Note that in (C,D,E), one or both of the closing AU
base pairs are distorted.

FIGURE 5 | Cluster analyses performed on three model RNA systems, 4×CCUG, 10×CCUG, and 15×CCUG, mimicking CCUG repeat expansions. Panels (A–F)
display stable states observed in the MD trajectories such as one of the CU base pairs in two hydrogen bond state (A,D,F), one of the CU base pairs in a single hydrogen
bond state (B), both of the CU base pairs in two hydrogen bond states (C), and both of the CU base pairs forming no hydrogen bond states (E). Note that in d and f, one
of the closing GC base pairs are distorted forming a single hydrogen bond. Residues colored in red, and blue represent uridine and cytidine, respectively, while
closing base pairs are displayed in black and in new ribbon forms. Dashed blue lines represent the hydrogen bonds observed in the structures. Three percentages
displayed under each structure represent how often the structures are observed in the MD trajectories of the three model systems in the same order described above.
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stable state, where one of the CU is in a single hydrogen-bond state
while the other one is in zero-hydrogen-bond state, is observed 14%,
3%, and 3% in 4×CCUG, 10×CCUG, and 15×CCUG, respectively
(Figure 5B). The case where both CU pairs have two-hydrogen-
bond state is observed between 9% and 14% in the model systems,
which is counterintuitive as one would expect this conformation to
be the most preferred state (Figure 5C). Cytidine and uridine are
pyrimidine residues, which are six-membered heterocycles, while
guanosine and adenosine are purines, which are nine-membered
double-ring systems. The natural form of RNA is A-form, which is
created byWatson–Crick AU, GU, and GC base pairs. The shape of
a purine-pyrimidine base pair, such as AU, GU, and GC, cannot be
captured by a pyrimidine-pyrimidine base pair, such as the case
when CU pairs have two hydrogen-bond states. When two of the
CU pairs in CCUGmotif would prefer the two-hydrogen-bond state
as displayed in Figure 5C, there will be stress imposed on the RNA
backbone to distort the natural A-form orientation, which is one of
the reasons why this structural motif is not the dominant state
observed in RNA CCUG repeats. It is possible that this stress causes
one of the CU pairs to transform to 0 hydrogen-bond state as
observed in Figure 5A, or causes either both of the CU pairs to form

zero hydrogen bond states or one of the terminal GC base pairs to
lose its hydrogen bonds as observed in Figures 5D–F. Both CUpairs
in 0 hydrogen-bond state was also observed in 4×CCUG by 8%
(Figure 5E). Furthermore, compared with 4×CCUG, 10×CCUG
and 15×CCUG have more stable structures with one of the closing
GC base pairs in distorted form (Figures 5D,F). For example, the
clustered state displayed in Figure 5D is observed 8%, 19%, and 16%
while the clustered state displayed in Figure 5F is observed 0%, 12%,
and 18% in 4×CCUG, 10×CCUG, and 15×CCUG, respectively.
Similar to the results observed in AUUCU, as the repeat size
increases in CCUG repeat expansions, stable states with distorted
GC closing base pairs (Figures 5D,F) start to show up in RNA
structure, which can have crucial roles in CCUG repeats interacting
with MBNL1.

1×1 AA and UU Internal Loops,
Respectively, in CAG and CUG Repeats
Display Dynamic States With 0, 1, and 2
Hydrogen Bonds
Finally, for completeness, we also studied the properties of 1×1
AA and UU internal loops observed in RNA CAG and CUG
repeat expansions. Again, we used three different model systems
in each case having 2, 10, and 20 copies of CAG (2×CAG,
10×CAG, and 20×CAG) and CUG loops (2×CUG, 10×CUG,
and 20×CUG) (Table 1). Previous studies found that 1×1 AA
internal loops in CAG repeats preferred both zero- and one-
hydrogen-bond states, while 1 × 1 UU internal loops in CUG
repeats preferred zero-, one-, and two-hydrogen-bond states
(Yildirim et al., 2013; Yildirim et al., 2015; Chen et al., 2017).
We observed similar results in 2×CAG, 10×CAG, and 20×CAG,
where 0 hydrogen bond states were observed 78%, 86%, and 75%,
respectively, while one-hydrogen-bond states were observed 16%,
11%, and 16%, respectively (Figures 6A,B). In one-hydrogen-
bond state, amino group of one of adenosine is in close contact
with N3 and 2′–OH group of the other loop adenosine residue
that stabilizes the conformation (Figure 6B). Furthermore,
cluster analyses of 2×CUG, 10×CUG, and 20×CUG showed
that 1 hydrogen-bond state of UU in RNA CUG repeats was
preferred 73%, 46%, and 43%, respectively (Figure 6C), while
0 hydrogen-bond state was preferred 16%, 22%, and 27%,
respectively (Figure 6D). Similar to the previous studies
(Yildirim et al., 2015; Chen et al., 2017), one of the closing
GC base pairs in RNA CUG repeats could get distorted, which
was observed 8%, 29%, and 27% in 2×CUG, 10×CUG, and
20×CUG, respectively (Figure 6E). Analogous to the results of
AUUCU and CCUG repeats, as the repeat size increases in RNA
CUG repeat expansions, stable states with distorted GC closing
base pairs start to appear more, which could be important in how
MBNL1 would target RNA CUG repeats. Moreover, as described
above, in anti-orientation, UU pairs can have a maximum of
2 hydrogen-bonds, which is also observed in model RNA CUG
repeats but only 2% of times in all the model systems (Figure 6F).
This is again probably due to the size of UU pairs being smaller
than Watson-Crick base pairs causing stress on the RNA
backbone and transforming into an unfavorable backbone
conformation. In order to stabilize the two-hydrogen-bond

FIGURE 6 | Cluster analyses performed on model RNA systems
mimicking CAG and CUG repeats. Panels a to f display stable states observed
in the MD trajectories such as zero (A) and one hydrogen bond (B) states
observed in 1×1 AA internal loops, and one (C), zero (D), and two
hydrogen bonds (E,F) states observed in 1×1 UU internal loops. Residues
colored in red, blue, and magenta represent uridine, cytidine, and adenosine,
respectively, while closing base pairs are displayed in black and in new ribbons
form. Dashed blue lines represent the hydrogen bonds observed in the
structures. Three model systems were utilized to study each RNA repeat,
where 2×CAG, 10×CAG, and 20×CAGwere used to investigate CAG repeats
and 2×CUG, 10×CUG, and 20×CUG were used to investigate CUG repeats.
Three percentages displayed under each structure represent how often the
structures were observed in the MD trajectories of the three model systems in
the same order described above.
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UU state, one of the closing GC base pair gets distorted as seen in
Figure 6E. As a result, UU pairs in RNACUG repeats tend to stay
away from two-hydrogen-bond states (Figure 6F), and sample
mainly one- and zero-hydrogen-bond states (Figures 6C,D).

Distortions Observed in Closing Base Pairs
in RNA Repeats Is Coordinated With the
Extreme Bending Observed in 10×AUUCU,
15×CCUG, 20×CAG, 20×CUG
As discussed above, RNA AUUCU, CCUG, CAG, and CUG
repeats have tendencies to bend dramatically with the increase
in repeat size. The native form of RNA is A-form, which is a
linear structure stabilized by hydrogen bonds formed by
Watson-Crick GC, AU, and GU base pairs. Defects in RNA
structure such as formation of internal loops can distort the
global RNA structure and form states, which are bent or
display kink-like structures. RNA repeat expansions have
regularly spaced internal loops such as 3×3 UCU/UCU in
AUUCU repeats, 2×2 CU/UC in CCUG repeats, 1×1 A/A in
CAG repeats, and 1×1 U/U in CUG repeats, which can have
global structural implications due to the dynamic behavior of

the internal loops (Figures 4–6). For example, 3×3 UCU/UCU
in AUUCU displays states where one or both of the closing
AU base pairs are distorted probably due to formation of three
pyrimidine-pyrimidine non-canonical base pairs, which place
stress on the RNA backbone and cause AU base pairs to lose
hydrogen bonds (Figures 4C–E). These distorted states are
observed in structures displaying extreme bending in
10×AUUCU (Figure 7A, Supplementary Figure S12A, and
Supplementary Table S4). Similar results were noticed in
15×CCUG, too. Cluster analyses performed on 2× 2 CU/UC
internal loops of 15×CCUG display two stable states having
one of the closing GC base pairs in a single hydrogen bond
state for over 16% of time (Figures 5D, F). These two
distorted states are observed in bent conformations of
15×CCUG (Figure 7B, Supplementary Figure S12B, and
Supplementary Table S4). Finally, investigation of
20×CAG and 20×CUG show similar results, but a different
mechanism for extreme bending phenomenon. 1×1 AA
internal loops in CAG repeats prefer zero and one
hydrogen bond states, where in the extreme bent cases 1×1
AA internal loops are mostly in zero hydrogen bond states
(Figure 7C, Supplementary Figure S12C, and
Supplementary Table S4). In contrast to UC, UU, and CC
pairs, AA is a purine-purine pair distorting the groove widths,
which is the main reason why 20×CAG forms extremely bent
states (Figure 7C). In 20×CUG, distorted closing GC base are
observed 27% of the time in the MD simulations (Figure 6E)
that is one of the reasons why this system displays extreme
bending (Figure 7D, Supplementary Figure S12D, and
Supplementary Table S4). Such bent states in RNA repeat
expansions are important as they might have important roles
in binding mechanism with proteins such as hnRNP K and
MBNL1.

Extreme Bending is a Length Dependent
Phenomenon
To determine if RNA bending is a length dependent
phenomenon, we compared 20×CUG, 20×CAG, 15×CCUG,
and 10×AUUCU to 10×CUG, 10×CAG, 10×CCUG, and
4×AUUCU, respectively. By applying the same methodology
described above, we discovered that bending in 10×CAG and
10×CUG is limited to bending angles <40° (Table 2 and
Supplementary Figure S2). The same inclination holds true
for 10×CCUG, but with only 3.7% of the structures having
bending angles >40° (Table 2 and Supplementary Figure S2).
No extreme bending is observed in any of these systems.
Results might provide explanations for why higher order
structures are observed in expanded RNA repeats such as
minimum number of repeats required for extreme bending.
The relationship between the system size and the magnitude of
bending is depicted in the overlap of the curvilinear helical axis
(Figure 8). Although 10×CUG display different bent states, no
states were observed having extreme bending (Figures 8A,B).
Furthermore, the extremely bent geometries observed in
20×CAG are not observed in 10×CAG (Figures 8C,D),
which highlights the importance of repeat size in bending

FIGURE 7 | Loop conformations observed in representative clusters
having extreme bending in (A) 10×AUUCU, (B) 15×CCUG, (C) 20×CAG, and
(D) 20×CUG. Structures highlighted in Supplementary Table S4 are
displayed in the figure. Blue colored regions in (A,B) are RNA loop
conformations having distorted closing GC or AU base pairs (Figures 4C–E,
5D,F), while in (C,D), they represent weakest RNA loop conformations
(Figures 6A,D,E). See Supplementary Figure S12 for details.
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phenomenon detected in RNA repeat expansions. The bending
behavior observed in RNA CCUG is to a greater extent like the
bending behavior identified for RNA CUG repeats (Figures
8E, F). Although the bending regime in 15×CCUG and

10×CCUG is almost the same, no extreme bending is
observed in 10×CCUG (Table 2 and Supplementary Figure
S2). In 10×AUUCU, majority of bent states are categorized as
extremely bent, while in 4×AUUCU, more than 80% of bent

FIGURE 8 | Overlay of the curvilinear helical axis in 20×CUG (A), 10×CUG (B), 20×CAG (C), 10×CAG (D), 15×CCUG (E), 10×CCUG (F), 10×AUUCU (G), and
4×AUUCU (H). Curvilinear axis was measured for each average structure of the 20 clusters, and overlayed to provide a visual inspection of the degree of bending
observed in each system.

FIGURE 9 | 2D distribution analyses of major groove width (Mgw) and a reaction coordinate (B) representing angular change (θ) of base pair step orientation (A). In
the model system displayed in A, center of mass (COM) of each base pair is represented with black spheres, and vectors connecting the COMs of consecutive base pairs
are displayed with red arrows. The angular change of the vectors is used as a reaction coordinate to investigate bending observed in RNA repeat expansions. In B, 2D
(Mgw,θ) distribution analyses of 2×AUUCU, 4×AUUCU, and 10×AUUCU are shown. Note that as the repeat size increases, unique (Mgw,θ) regions are observed in
the plots such as (Mgw = 7 Å, θ = 70°) and (Mgw = 16 Å, θ = 90°).
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conformations experience a bending less than 30° (Table 2 and
Figures 8G,H).

Local Distortion Originating at the Internal
Loops Are Transferred to Global RNA
Structure via Changes Resulting in Base
Pair Steps
r(AUUCU)exp, r(CUCG)exp, r(CAG)exp, and r(CUG)exp have
repeating units with unique internal loops. At atomic level,
electrostatics, stacking, and hydrogen bonding interactions are
directing the structural preferences of bases in each internal loop,
which will create local distortions. The combined effect of all
these distortions generates the bending phenomenon discussed
above. We already discovered that collapse of Mgw is coordinated
with bending phenomenon. Thus, we investigated the connection
of Mgw with minor groove width (mgw) and base pair step
parameters (tilt, roll, twist, shift, slide, and rise) (Supplementary
Figure S13) in order to determine the mechanism linking local
distortions to global bending phenomenon. Furthermore, we
calculated the angular change of base pair steps to find a link
with Mgw (Figure 9A). One thing to note here is that the base
pair step parameters are designed mostly to study regular RNA
duplexes havingWatson–Crick GC, AU, andGU base pairs.When
dynamic internal loops are present in the system, results of base
pair step parameters might be challenging to interpret.
Nevertheless, we calculated the 2D population distributions for
the model RNA constructs to determine any connection with the
repeat size. We do not include the results of 4×CCUG because MD
trajectory of this system exhibit one of the end strands unfolding
and forming a triple-stranded RNA structure, which does not
provide any useful base pair step data. Furthermore, the bending
mechanism in each RNA repeat expansion is not guaranteed to be
the same as local distortions in 3×3 UCU/UCU, 2×2 CU/UC, 1×1
A/A, and 1×1 U/U are different as we discuss below.

The 2D (Mgw, θ) profiles, where Mgw and θ stand for major
groove width and angular change of base pair step orientation
(Figure 9A), respectively, were calculated for 2×AUUCU,
4×AUUCU, and 10×AUUCU (Figure 9B). Results display
that, compared with 2×AUUCU, new populations are
emerging around (Mgw = 12Å, θ = 60°) in 4×AUUCU, and
around (Mgw = 11Å, θ = 35°) (Mgw = 7Å, θ = 70°) and (Mgw =
16Å, θ = 90°) in 10×AUUCU(Figure 9B). No genuine
differences were observed when results of base pairs steps
were compared with these three RNA constructs
(Supplementary Figures S14, S15).

Comparison of 2D (Mgw,mgw), (Mgw,twist), and
(Mgw,shift) profiles calculated for 10×CCUG and
15×CCUG display slight differences (Supplementary
Figures S16–S18). For example, the (Mgw = 23Å,mgw =
13Å) (Mgw = 20Å,twist = 30°) (Mgw = 24Å,twist = 20°)
(Mgw = 23Å,shift = -3Å) and (Mgw = 23Å,shift = 3Å)
regions are more emphasized in 15×CCUG compared with
10×CCUG (Supplementary Figures S16–S18).

The base pair step data of RNA CAG and CUG models are
particularly interesting because the 1×1 AA and 1×1 UU pairs in
each RNA construct are well defined, which allows base pair step

data to be more physical compared with AUUCU and CCUG. For
example, analyses display that angular change as well as twist and
slide are all important in analyzing properties of RNACAG repeats
(Supplementary Figures S19–S21). Compared with 2×CAG,
10×CAG, and 20×CAG have new populations emerging around
(Mgw = 19 Å, θ = 35°) (Mgw = 17 Å, twist = 35°) (Mgw = 19 Å,
twist = 65°) (Mgw = 20 Å, slide = −1.5 Å), and (Mgw= 17 Å, slide =
−2.5 Å) (Supplementary Figures S19–S21). Increase in θ value
implies bending. Some of the 2D distributions calculated for
10×CAG and 20×CAG have differences such as the pronounced
states in 2D (Mgw,twist) profiles (Supplementary Figure S20.
Furthermore, analyses of the RNA CUG constructs display the
emergence of new populations around (Mgw = 24Å, mgw = 13 Å)
(Mgw = 24 Å, θ = 15°), and (Mgw = 24 Å, θ = 30°) in 10×CUG and
20×CUG compared with 2×CUG (Supplementary Figures S22).
As before, increase in θ value implies bending, which is observed in
10×CUG and 20×CUG. Moreover, other new populations emerge
in 10×CUG and 20×CUG such as (Mgw = 24 Å, twist = 0°) (Mgw =
17 Å, twist = 45°) (Mgw = 21 Å, twist = 40°) (Mgw = 23 Å, slide =
−3 Å), and (Mgw = 23 Å, slide = 3 Å) (Supplementary Figures
S23–S24). Results imply unique links between Mgw and mgw,
twist, slide, and shift as well as angular change of base pair steps,
which are associated with global structural changes observed in
r(AUUCU)exp, r(CUCG)exp, r(CAG)exp, and r(CUG)exp.

CONCLUSION

Bending in nucleic acids, especially in DNA having A-tracts
(Hizver et al., 2001), is a well-known phenomenon with
important functional implications in gene regulation
(Dickerson, 1998; Haran and Mohanty, 2009). Despite the
fact that RNA molecules have numerous biologically
important functions in cell, there is a noticeable scarcity of
studies concerning the global RNA structural deformations,
alone or in complex with proteins. For example, RNA bulges
have been known for a while in induced bending in RNA
double helices (Luebke and Tinoco, 1996), which provides an
interaction site to proteins such as interferon-induced protein
kinase, PKR (Zheng and Bevilacqua, 2000). It was shown that
bent RNA adenosine bulges (A-bulge), after interacting with
proteins, are straightened up providing an important insight
on how proteins are able to recognize bent RNA structures and
modulate their conformational properties (Zacharias and
Hagerman, 1995; Zheng and Bevilacqua, 2000). Motivated
with the growing interest in the underlying role of RNA in
several neuromuscular diseases and the possibility of targeting
RNA for therapeutic purposes, we investigated the local as well
as global structural behavior of several RNA repeats, as the
local deformations can translate into global structural changes
having important implications in RNA–protein interactions.
RNA AUUCU, CCUG, CAG, and CUG repeat expansions have
repetitive 3×3 UCU/UCU, 2×2 CU/UC, 1×1 A/A, and 1×1 U/U
internal loops, respectively, which are dynamic. We found that
these RNA repeats have strong bending propensities due to the
local structural changes observed in their repetitive internal
loop motifs, which collapse the major groove width at different
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locations in RNA causing global structural change called bending
phenomenon. Furthermore, we discovered that there is a link
between the magnitude of bending and the system size as well as
the RNA internal loopmotifs in these RNA repeat expansions, where
extreme bending is observed in sequentially long RNA repeats.

In summary, we utilizedmodel RNA systems having biologically
relevant repeat sizes to provide a glimpse on the behavior of RNA
repeats both at global and local levels. Presence of multiple
pyrimidine–pyrimidine mismatches in internal loops was found
to impose structural stress in RNA resulting in bent or kinked
conformations. While RNA CCUG and AUUCU repeats are alike,
we found that latter system exhibited extreme bending regimes as
well as kinked conformations. Furthermore, studies on RNA CAG
revealed the role of bulky 1×1 A/A mismatches in creating extreme
curvatures in RNA structure. We also studied the effect of RNA
length on its global behavior in these repeat expansions. We found
that extreme bending regimes are only observed in long systems,
although bending was also observed in small systems. Analysis of
structural parameters revealed that changes in major groove width
were the general outcome for observed bent states in all the studied
systems. Changes in major groove width are due to weak pairings
observed in RNA loop motifs, which can either distort the closing
base pairs or the loop structures to provide enough energetics to
create local distortions in multiple locations along the RNA
resulting bent geometries. Finally, all the model RNA repeats
displayed overextension, which is attributed to widening of the
major groove widths as well as undertwisting phenomenon. The
combined results can provide an understanding on how proteins
would interact with RNA repeat expansions. Furthermore, results

might be utilized in structure-based drug designs specifically
targeting RNA repeat expansions.

DATA AVAILABILITY STATEMENT

The raw data supporting the conclusion of this article will be
made available by the authors, without undue reservation.

AUTHOR CONTRIBUTIONS

AT performed the MD simulations, analyzed the data, and wrote
the manuscript. IY planned the study, oversaw execution of the
project, analyzed the data, and wrote the manuscript.

FUNDING

Computationswere performedusing the high-performance computing
(HPC) cluster, KoKo, at the Florida Atlantic University. This work
was supported by the Florida Atlantic University startup grant (IY).

SUPPLEMENTARY MATERIAL

The SupplementaryMaterial for this article can be found online at:
https://www.frontiersin.org/articles/10.3389/fmolb.2022.830161/
full#supplementary-material

REFERENCES

Ashizawa, T. (2006). in Genetic Instabilities and Neurological Diseases. Editors
R. D. Wells and T. Ashizawa. Second Edition (Burlington: Academic
Press), 433.

Berendsen, H. J. C., Postma, J. P. M., van Gunsteren, W. F., Dinola, A., and Haak,
J. R. (1984). Molecular Dynamics with Coupling to an External bath. J. Chem.
Phys. 81, 3684–3690. doi:10.1063/1.448118

Bomsztyk, K., Denisenko, O., and OstrowskihnRNP, J. K. (2004). hnRNP K: One
Protein Multiple Processes. BioEssays 26, 629–638. doi:10.1002/bies.20048

Bonilla, S. L., Sherlock, M. E., MacFadden, A., and Kieft, J. S. (2021). A Viral RNA
Hijacks Host Machinery Using Dynamic Conformational Changes of a tRNA-
like Structure. Science 374, 955–960. doi:10.1126/science.abe8526

Brook, J. D., McCurrach, M. E., Harley, H. G., Buckler, A. J., Church, D., Aburatani,
H., et al. (1992). Molecular Basis of Myotonic Dystrophy: Expansion of a
Trinucleotide (CTG) Repeat at the 3′ End of a Transcript Encoding a Protein
Kinase Family Member. Cell 68, 799–808. doi:10.1016/0092-8674(92)90154-5

Case, D. A., Aktulga, H. M., Belfon, K., Ben-Shalom, I. Y., Brozell, S. R., Cerutti, D.
S., et al. (2016). AMBER 16. San Francisco, CA: University of California.

Chen, J. L., VanEtten, D. M., Fountain, M. A., Yildirim, I., and Disney, M. D.
(2017). Structure and Dynamics of RNA Repeat Expansions that Cause
Huntington’s Disease and Myotonic Dystrophy Type 1. Biochemistry 56,
3463–3474. doi:10.1021/acs.biochem.7b00252

Childs-Disney, J. L., Yildirim, I., Park, H., Lohman, J. R., Guan, L., Tran, T., et al.
(2014). Structure of the Myotonic Dystrophy Type 2 RNA and Designed Small
Molecules that Reduce Toxicity. ACS Chem. Biol. 9, 538–550. doi:10.1021/
cb4007387

Ciesiolka, A., Jazurek, M., Drazkowska, K., and Krzyzosiak, W. J. (2017). Structural
Characteristics of Simple RNA Repeats Associated with Disease and Their

Deleterious Protein Interactions. Front. Cel. Neurosci. 11, 97. doi:10.3389/fncel.
2017.00097

Cornell, W. D., Cieplak, P., Bayly, C. I., Gould, I. R., Merz, K. M., Ferguson, D. M.,
et al. (1995). A Second Generation Force Field for the Simulation of Proteins,
Nucleic Acids, and Organic Molecules. J. Am. Chem. Soc. 117, 5179–5197.
doi:10.1021/ja00124a002

Dickerson, R. (1998). DNA Bending: the Prevalence of Kinkiness and the Virtues of
Normality. Nucleic Acids Res. 26, 1906–1926. doi:10.1093/nar/26.8.1906

Disney, M. D., and Angelbello, A. J. (2016). Rational Design of Small Molecules
Targeting Oncogenic Noncoding RNAs from Sequence. Acc. Chem. Res. 49,
2698–2704. doi:10.1021/acs.accounts.6b00326

Essmann, U., Perera, L., Berkowitz, M. L., Darden, T., Lee, H., and Pedersen, L. G.
(1995). A Smooth Particle Mesh Ewald Method. J. Chem. Phys. 103, 8577–8593.
doi:10.1063/1.470117

Fardaei, M., Rogers, M. T., Thorpe, H. M., Larkin, K., Hamshere, M. G., Harper, P.
S., et al. (2002). Three Proteins, MBNL, MBLL and MBXL, Co-localize In Vivo
with Nuclear Foci of Expanded-Repeat Transcripts in DM1 and DM2 Cells.
Hum. Mol. Genet. 11, 805–814. doi:10.1093/hmg/11.7.805

Fields, A. P., Meyer, E. A., and Cohen, A. E. (2013). Euler Buckling and Nonlinear
Kinking of Double-Stranded DNA. Nucleic Acids Res. 41, 9881–9890. doi:10.
1093/nar/gkt739

Haran, T. E., and Mohanty, U. (2009). The Unique Structure of A-Tracts and
Intrinsic DNA Bending. Quart. Rev. Biophys. 42, 41–81. doi:10.1017/
s0033583509004752

Hizver, J., Rozenberg, H., Frolow, F., Rabinovich, D., and Shakked, Z. (2001). DNA
Bending by an Adenine-Thymine Tract and its Role in Gene Regulation. Proc.
Natl. Acad. Sci. 98, 8490–8495. doi:10.1073/pnas.151247298

Hur, S. (2019). Double-Stranded RNA Sensors and Modulators in Innate
Immunity. Annu. Rev. Immunol. 37, 349–375. doi:10.1146/annurev-
immunol-042718-041356

Frontiers in Molecular Biosciences | www.frontiersin.org April 2022 | Volume 9 | Article 83016113

Taghavi and Yildirim Bending in RNA Repeat Expansions

https://www.frontiersin.org/articles/10.3389/fmolb.2022.830161/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmolb.2022.830161/full#supplementary-material
https://doi.org/10.1063/1.448118
https://doi.org/10.1002/bies.20048
https://doi.org/10.1126/science.abe8526
https://doi.org/10.1016/0092-8674(92)90154-5
https://doi.org/10.1021/acs.biochem.7b00252
https://doi.org/10.1021/cb4007387
https://doi.org/10.1021/cb4007387
https://doi.org/10.3389/fncel.2017.00097
https://doi.org/10.3389/fncel.2017.00097
https://doi.org/10.1021/ja00124a002
https://doi.org/10.1093/nar/26.8.1906
https://doi.org/10.1021/acs.accounts.6b00326
https://doi.org/10.1063/1.470117
https://doi.org/10.1093/hmg/11.7.805
https://doi.org/10.1093/nar/gkt739
https://doi.org/10.1093/nar/gkt739
https://doi.org/10.1017/s0033583509004752
https://doi.org/10.1017/s0033583509004752
https://doi.org/10.1073/pnas.151247298
https://doi.org/10.1146/annurev-immunol-042718-041356
https://doi.org/10.1146/annurev-immunol-042718-041356
https://www.frontiersin.org/journals/molecular-biosciences
www.frontiersin.org
https://www.frontiersin.org/journals/molecular-biosciences#articles


Jorgensen, W. L., Chandrasekhar, J., Madura, J. D., Impey, R. W., and Klein, M. L.
(1983). Comparison of Simple Potential Functions for Simulating Liquid
Water. J. Chem. Phys. 79, 926–935. doi:10.1063/1.445869

Joung, I. S., and Cheatham, T. E. (2008). Determination of Alkali and Halide
Monovalent Ion Parameters for Use in Explicitly Solvated Biomolecular
Simulations. J. Phys. Chem. B 112, 9020–9041. doi:10.1021/jp8001614

Lavery, R., Moakher, M., Maddocks, J. H., Petkeviciute, D., and Zakrzewska, K.
(2009). Conformational Analysis of Nucleic Acids Revisited: Curves+. Nucleic
Acids Res. 37, 5917–5929. doi:10.1093/nar/gkp608

Lee, J. M., Ramos, E. M., Lee, J. H., Gillis, T., Mysore, J. S., Hayden, M. R., et al.
(2012). CAG Repeat Expansion in Huntington Disease Determines Age at
Onset in a Fully Dominant Fashion. Neurology 78, 690–695. doi:10.1212/wnl.
0b013e318249f683

Lin, X., and Ashizawa, T. (2003). SCA10 and ATTCT Repeat Expansion: Clinical
Features and Molecular Aspects. Cytogenet. Genome Res. 100, 184–188. doi:10.
1159/000072853

Liquori, C. L., Ricker, K., Moseley, M. L., Jacobsen, J. F., Kress, W., Naylor, S. L.,
et al. (2001). Myotonic Dystrophy Type 2 Caused by a CCTG Expansion in
Intron 1 of ZNF9. Science 293, 864–867. doi:10.1126/science.1062125

Liu, B., Shi, H., and Al-Hashimi, H. M. (2021). Developments in Solution-State
NMR Yield Broader and Deeper Views of the Dynamic Ensembles of Nucleic
Acids. Curr. Opin. Struct. Biol. 70, 16–25. doi:10.1016/j.sbi.2021.02.007

Liu, J., Li, D., and Liu, X. (2016). A Simple and Accurate Algorithm for Path
Integral Molecular Dynamics with the Langevin Thermostat. J. Chem. Phys.
145, 024103. doi:10.1063/1.4954990

Lu, X.-J., and Olson, W. K. (2008). 3DNA: a Versatile, Integrated Software
System for the Analysis, Rebuilding and Visualization of Three-Dimensional
Nucleic-Acid Structures. Nat. Protoc. 3, 1213–1227. doi:10.1038/nprot.
2008.104

Luebke, K. J., and Tinoco, I., Jr. (1996). Sequence Effects on RNA Bulge-Induced
helix Bending and a Conserved Five-Nucleotide Bulge from the Group I
Introns. Biochemistry 35, 11677–11684. doi:10.1021/bi960914r

Macke, T. J., and Case, D. A. (1997). Modeling Unusual Nucleic Acid Structures.
Am. Chem. Soc. 682, 379–393. doi:10.1021/bk-1998-0682.ch024

MacRae, I. J., Zhou, K., and Doudna, J. A. (2007). Structural Determinants of RNA
Recognition and Cleavage by Dicer. Nat. Struct. Mol. Biol. 14, 934–940. doi:10.
1038/nsmb1293

Mankodi, A., Urbinati, C. R., Yuan, Q. P., Moxley, R. T., Sansone, V., Krym, M.,
et al. (2001). Muscleblind Localizes to Nuclear Foci of Aberrant RNA in
Myotonic Dystrophy Types 1 and 2. Hum. Mol. Genet. 10, 2165–2170.
doi:10.1093/hmg/10.19.2165

Marin-Gonzalez, A., Aicart-Ramos, C., Marin-Baquero, M., Martín-González, A.,
Suomalainen, M., Kannan, A., et al. (2020). Double-stranded RNA Bending by
AU-Tract Sequences. Nucleic Acids Res. 48, 12917–12928. doi:10.1093/nar/
gkaa1128

Matsuura, T., Yamagata, T., Burgess, D. L., Rasmussen, A., Grewal, R. P., Watase,
K., et al. (2000). Large Expansion of the ATTCT Pentanucleotide Repeat in
Spinocerebellar Ataxia Type 10. Nat. Genet. 26, 191–194. doi:10.1038/79911

Orr, H. T., and Zoghbi, H. Y. (2007). Trinucleotide Repeat Disorders. Annu. Rev.
Neurosci. 30, 575–621. doi:10.1146/annurev.neuro.29.051605.113042

Ryckaert, J.-P., Ciccotti, G., and Berendsen, H. J. C. (1977). Numerical Integration
of the Cartesian Equations of Motion of a System with Constraints: Molecular
Dynamics of N-Alkanes. J. Comput. Phys. 23, 327–341. doi:10.1016/0021-
9991(77)90098-5

Scoles, D. R., Meera, P., Schneider, M. D., Paul, S., Dansithong, W., Figueroa, K. P.,
et al. (2017). Antisense Oligonucleotide Therapy for Spinocerebellar Ataxia
Type 2. Nature 544, 362–366. doi:10.1038/nature22044

Teive, H. A. G., Munhoz, R. P., Arruda, W. O., Raskin, S., Werneck, L. C., and
Ashizawa, T. (2011). Spinocerebellar Ataxia Type 10 - A Review. Parkinsonism
Relat. Disord. 17, 655–661. doi:10.1016/j.parkreldis.2011.04.001

Uchikawa, E., Lethier, M., Malet, H., Brunel, J., Gerlier, D., and Cusack, S. (2016).
Structural Analysis of dsRNA Binding to Anti-viral Pattern Recognition Receptors
LGP2 and MDA5. Mol. Cel 62, 586–602. doi:10.1016/j.molcel.2016.04.021

van Kouwenhove, M., Kedde, M., and Agami, R. (2011). MicroRNA Regulation by
RNA-Binding Proteins and its Implications for Cancer. Nat. Rev. Cancer 11,
644–656. doi:10.1038/nrc3107

van Roon-Mom, W. M. C., Roos, R. A. C., and de Bot, S. T. (2018). Dose-
Dependent Lowering of Mutant Huntingtin Using Antisense Oligonucleotides
in Huntington Disease Patients. Nucleic Acid Ther. 28, 59–62. doi:10.1089/nat.
2018.0720

Wales, D. J., and Yildirim, I. (2017). Improving Computational Predictions of
Single-Stranded RNA Tetramers with Revised α/γ Torsional Parameters for the
Amber Force Field. J. Phys. Chem. B 121, 2989–2999. doi:10.1021/acs.jpcb.
7b00819

Wang, Z., Qiu, H., He, J., Liu, L., Xue, W., Fox, A., et al. (2020). The Emerging Roles
of hnRNPK. J. Cel. Physiol. 235, 1995–2008. doi:10.1002/jcp.29186

White, M. C., Gao, R., Xu, W., Mandal, S. M., Lim, J. G., Hazra, T. K., et al. (2010).
Inactivation of hnRNP K by Expanded Intronic AUUCU Repeat Induces
Apoptosis via Translocation of PKCδ to Mitochondria in Spinocerebellar
Ataxia 10. Plos Genet. 6, e1000984. doi:10.1371/journal.pgen.1000984

Yang, W.-Y., Gao, R., Southern, M., Sarkar, P. S., and Disney, M. D. (2016). Design
of a Bioactive Small Molecule that Targets R(AUUCU) Repeats in
Spinocerebellar Ataxia 10. Nat. Commun. 7, 11647. doi:10.1038/ncomms11647

Yildirim, I., Chakraborty, D., Disney, M. D., Wales, D. J., and Schatz, G. C. (2015).
Computational Investigation of RNA CUG Repeats Responsible for Myotonic
Dystrophy 1. J. Chem. Theor. Comput. 11, 4943–4958. doi:10.1021/acs.jctc.
5b00728

Yildirim, I., Park, H., Disney, M. D., and Schatz, G. C. (2013). A Dynamic
Structural Model of Expanded RNA CAG Repeats: A Refined X-ray
Structure and Computational Investigations Using Molecular Dynamics and
Umbrella Sampling Simulations. J. Am. Chem. Soc. 135, 3528–3538. doi:10.
1021/ja3108627

Yildirim, I., Stern, H. A., Kennedy, S. D., Tubbs, J. D., and Turner, D. H. (2010).
Reparameterization of RNA χ Torsion Parameters for the AMBER Force Field
and Comparison to NMR Spectra for Cytidine and Uridine. J. Chem. Theor.
Comput. 6, 1520–1531. doi:10.1021/ct900604a

Zacharias, M., and Hagerman, P. J. (1995). The bend in RNA Created by the Trans-
activation Response Element Bulge of Human Immunodeficiency Virus Is
Straightened by Arginine and by Tat-Derived Peptide. Proc. Natl. Acad. Sci. 92,
6052–6056. doi:10.1073/pnas.92.13.6052

Zheng, X., and Bevilacqua, P. C. (2000). Straightening of Bulged RNA by the
Double-Stranded RNA-Binding Domain from the Protein Kinase PKR. Proc.
Natl. Acad. Sci. 97, 14162–14167. doi:10.1073/pnas.011355798

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 nor
endorsed by the publisher.

Copyright © 2022 Taghavi and Yildirim. 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 April 2022 | Volume 9 | Article 83016114

Taghavi and Yildirim Bending in RNA Repeat Expansions

https://doi.org/10.1063/1.445869
https://doi.org/10.1021/jp8001614
https://doi.org/10.1093/nar/gkp608
https://doi.org/10.1212/wnl.0b013e318249f683
https://doi.org/10.1212/wnl.0b013e318249f683
https://doi.org/10.1159/000072853
https://doi.org/10.1159/000072853
https://doi.org/10.1126/science.1062125
https://doi.org/10.1016/j.sbi.2021.02.007
https://doi.org/10.1063/1.4954990
https://doi.org/10.1038/nprot.2008.104
https://doi.org/10.1038/nprot.2008.104
https://doi.org/10.1021/bi960914r
https://doi.org/10.1021/bk-1998-0682.ch024
https://doi.org/10.1038/nsmb1293
https://doi.org/10.1038/nsmb1293
https://doi.org/10.1093/hmg/10.19.2165
https://doi.org/10.1093/nar/gkaa1128
https://doi.org/10.1093/nar/gkaa1128
https://doi.org/10.1038/79911
https://doi.org/10.1146/annurev.neuro.29.051605.113042
https://doi.org/10.1016/0021-9991(77)90098-5
https://doi.org/10.1016/0021-9991(77)90098-5
https://doi.org/10.1038/nature22044
https://doi.org/10.1016/j.parkreldis.2011.04.001
https://doi.org/10.1016/j.molcel.2016.04.021
https://doi.org/10.1038/nrc3107
https://doi.org/10.1089/nat.2018.0720
https://doi.org/10.1089/nat.2018.0720
https://doi.org/10.1021/acs.jpcb.7b00819
https://doi.org/10.1021/acs.jpcb.7b00819
https://doi.org/10.1002/jcp.29186
https://doi.org/10.1371/journal.pgen.1000984
https://doi.org/10.1038/ncomms11647
https://doi.org/10.1021/acs.jctc.5b00728
https://doi.org/10.1021/acs.jctc.5b00728
https://doi.org/10.1021/ja3108627
https://doi.org/10.1021/ja3108627
https://doi.org/10.1021/ct900604a
https://doi.org/10.1073/pnas.92.13.6052
https://doi.org/10.1073/pnas.011355798
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

	Computational Investigation of Bending Properties of RNA AUUCU, CCUG, CAG, and CUG Repeat Expansions Associated With Neurom ...
	Introduction
	Methods
	System Preparation
	Molecular Dynamics Simulations
	Analyses

	Results and Discussions
	AUUCU Repeats Display Both Bent and Kinked Structures
	RNA CUG Repeats Exhibit Both Bent and Overextended Geometries
	Extreme Bending Is Observed in CAG Repeats due to Bulky 1× 1 A/A Loops
	Moderate Bending is Observed in CCUG Repeats
	Excessive Bending Observed in Expanded Repeats is an Interplay Between Intrinsic Bendability and Presence of Mismatch Pairs
	3×3 UCU/UCU Internal Loops in AUUCU Repeats Display UU Pairs Forming 2 Hydrogen Bond States While CC Pairs Forming Dynamic  ...
	2 × 2 CU/UC Internal Loops in CCUG Repeat Expansions Display CU Pairs Forming 0, 1, and 2 Hydrogen Bond States
	1×1 AA and UU Internal Loops, Respectively, in CAG and CUG Repeats Display Dynamic States With 0, 1, and 2 Hydrogen Bonds
	Distortions Observed in Closing Base Pairs in RNA Repeats Is Coordinated With the Extreme Bending Observed in 10×AUUCU, 15× ...
	Extreme Bending is a Length Dependent Phenomenon
	Local Distortion Originating at the Internal Loops Are Transferred to Global RNA Structure via Changes Resulting in Base Pa ...

	Conclusion
	Data Availability Statement
	Author Contributions
	Funding
	Supplementary Material
	References


