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ABSTRACT: Although proteins across the order−disorder
continuum can undergo phase separation, it remains unclear how
the structural states of the protein constituents influence the
material properties of the resulting condensates. Here, using a
coarse-grained model of a primordial peptide−RNA system, we
investigate how condensates formed from ordered versus
disordered peptides differ in their properties. By systematically
varying the degree of foldedness and oligomerization of the
peptide constituents, we find that stronger peptide−peptide
interactions reduce diffusivity, whereas stronger peptide−RNA interactions destabilize the condensate. We further show that
peptide conformational plasticity modulates the balance between these interactions, acting as a powerful lever for tuning the
condensate properties. This work highlights how subtle changes in protein structure shape condensate architecture, dynamics, or
stability and, together with experimental observations, provides a framework for understanding how the evolutionary shift from
disordered to ordered peptides may have expanded the material repertoire of biomolecular condensates.

Disordered proteins are often considered main actors in
liquid−liquid phase separation (LLPS), and are often

deemed sufficient (and sometimes even essential) for
condensate formation. Disorder is thought to facilitate
multivalent, transient interactions, which are thought to
promote the formation of dynamic interaction networks that
spatially organize the molecules comprising the condensate.1−3

Disordered regions are also often enriched in specific residues
or sequence motifs that are thought to act as hubs for protein−
protein interactions.4−6 However, although protein disorder
has been the primary focus of LLPS research, the extent to
which protein disorder is a prerequisite for phase separation
remains unclear.7,8

Indeed, the role played by ordered structures in modulating
LLPS, although less studied, has recently attracted growing
interest.9,10 Helical regions, in particular, appear to play a
significant role, with helix−helix oligomerization emerging as a
potential mechanism driving protein phase separation.11,12 For
example, the mostly disordered C-terminal region of TAR
DNA-binding protein 43 (TDP-43) contains a partially helical
subregion that transiently folds into a helix upon dimerization,
and tunes ribonucleoprotein granule properties13,14

Despite increasing evidence for the relevance of transient
structural motifs in phase separation, the interplay between
disordered regions in proteins and transiently folded domains
remains poorly understood, especially in proteins in which
both features coexist. Most experimental and computational
studies have focused either on fully disordered15−24 or on
multivalent folded proteins.25−30 As a result, the broad
continuum between these two extremes is often overlooked,

especially in the context of protein sequences that can adopt
multiple conformational states. Such cases are relevant both for
understanding protein maturation pathways, where a certain
protein transitions from disordered to more ordered states, and
for understanding evolutionary transitions from structural
disorder to more stable folds. This gap in our understanding
limits our ability to predict how subtle modulation of
molecular structure, such as transient dimerization via a
partially folded motif, affects not only phase separation but also
the material properties of the condensate.
In this study, we use a coarse−grained model to investigate

how the interplay between the extent of protein disorder and
the protein’s propensity to dimerize modulates condensate
stability and diffusivity. To explore this subject, we use the
precursor−Arg (PA) peptide, a short, evolutionarily inspired
sequence that phase separates in the presence of RNA (Figure
1A). PA is particularly suited for this study because it was
shown that, depending on experimental conditions, it can
undergo phase separation both in a prominently disordered
state and in an ordered state,31 with the latter driven by
dimerization through adoption of a transiently folded helix-
hairpin-helix (HhH) motif32 (a fold commonly found in
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nucleic acid-binding proteins). By systematically varying the
degrees of foldedness and oligomerization of the PA peptide,
we aim to elucidate how these orthogonal features may shape
the condensate properties and organization.
In the employed CG model, each protein residue was

represented by a single bead centered at Cα, whereas RNA
nucleotides were modeled with three beads for the phosphate,
sugar, and base. Bonded interactions were defined via standard
harmonic bond and angle potentials. Soft torsion angles were
applied to 1−4 successive Cα beads (See Supporting
Information Table 1).
The interaction in our model consisted of contributions of

energetic terms from both transferable and nontransferable
models, following the strategy of hybrid coarse-grained models
used to incorporate both generic hydrophobic/electrostatic
effects and structure-specific native contacts.33−36 Electrostatic
interactions were modeled by using the Debye−Hückel
potential. Hydrophobicity was modeled using the Wang-
Frenkel (WF) potential with the transferable Mpipi para-
metrization.37 The structure of the PA peptide was encoded
through nontransferable, specific intra− and intermolecular
contact pairs (Figure S1A-B), extracted from the structure of a
previously reported dimeric conformation.32

The specific contact pairs, were identified via the shadow
algorithm,38 and modeled using a 12−10 Lennard-Jones

potential of the form = ( ) ( )V r( ) 5 6inter intra r r/
12 10i

k
jjj y

{
zzz. To

gradually decrease the degree of foldedness, we tuned the
depth of the energy minima for the intramolecular contacts
(ϵintra). Similarly, to decrease the propensity of the protein
monomers to participate in dimeric interactions, we tuned the
strength of the intermolecular contacts (ϵinter). In all systems,
the specific intermolecular contact pairs were extended to any
pair of monomers present in the system, thus allowing
monomers that were initially associated and became separated
to re−dimerize fully or partially with any other available
monomer (Figure S1).
In order to probe multiple transiently folded conformations

of the PA peptide on the continuum between the fully folded
dimeric form and the completely disordered monomeric form,
we investigated 15 variants, each characterized by a different
combination of ϵintra and ϵinter values, where ϵintra = 1, 2.5, or 4
and ϵinter = ∼ 0, 1, 2, 3, or 4.
Since in our model each peptide is allowed to partially or

fully reform a dimeric interface with any other peptide present
in the simulation, the formation of higher-order oligomers is in
principle possible. We therefore investigated the preferred
oligomeric state of each of the 15 simulated systems by
computing the mean number of oligomeric partners. This was
done by evaluating the strength of the intermolecular
interactions between every peptide in the condensate
throughout the simulation. Peptides were then classified as
interacting or noninteracting based on an energy cutoff (Figure
S2A). Overall, the mean number of oligomeric partners ranged
from 0 to 1 across most systems with the notable exception of
those with both high ϵinter and low ϵintra parameters. In these
four cases, extended conformations coupled with strong
intermolecular interactions enabled the formation of partial
higher-order oligomers (Figure S2B). For the remaining
systems, increases in both ϵinter and ϵintra correlated with a
preferred dimeric state (∼1 oligomeric partner per peptide),
whereas reductions in these parameters correlated with a
monomeric state (∼0 partners). Only two systems fell between
these extremes, namely, ϵintra = 2.5, ϵinter2 and ϵintra = 4, ϵinter =
1, which showed intermediate mean values of ∼ 0.4 and ∼ 0.2
oligomeric partners, respectively (Figure S2B).
We quantified the degree of protein foldedness and the

degree of dimerization in each variant using two parameters:
QMonomer and QDimer. The QMonomer parameter measures the
fraction of intramolecular interactions that define a folded
monomeric PA, and ranges in value from 0 (fully unfolded, i.e.,
maximally disordered) to 1 (fully folded, i.e., maximally
ordered), whereas the QDimer parameter measures the fraction
of intermolecular interactions that define the dimeric interface
of PA, with its values ranging from 0 (entirely monomeric) to 1
(entirely dimeric).
We quantified the degree of orientational alignment of

peptides parallel to each other along a common axis within
each condensate by computing the nematic order parameter.39

For a system of N peptides with orientation unit vectors e, Q
the ordering matrix was defined as = =Q e e3

N i
N i i1

2 1
where α, β ∈{x, y, z}. Diagonalization of Q yields its
eigenvalues, and the nematic order parameter S was then
defined as the largest eigenvalue of Q.

Figure 1. (A) Schematic representation of the PA peptide sequence,
highlighting the N- and C-terminal regions as well as the charged
residues, including arginine residues (positive) and glutamate residues
(negative). (B) Illustration of the two axes used to generate the 15
conformational variants studied. The y-axis corresponds to the degree
of oligomerization, ranging from a minimal interaction interface
between peptide monomers (bottom) to fully dimeric states (top).
The x-axis denotes the degree of foldedness, increasing from a mostly
disordered structure (left) to a highly ordered, fully folded structure
(right). The representative conformations highlight monomers and
dimers as the principal oligomeric states observed across most
parameter regimes (see Figure S2), despite higher-order oligomeriza-
tion interfaces being in principle permitted by our model. (C)
Mapping of the 15 conformational variants onto the two-dimensional
conformational space defined by the averaged interfacial (y-axis) and
intramolecular (x-axis) contacts measured throughout the simula-
tions. (D) Classification of the 15 PA conformations into four groups
based on the degrees to which they are oligomerized and folded:
ordered monomers (monoOrd), disordered monomers (monoDis),
ordered dimers (dimerOrd), and disordered dimers (dimerDis).
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All simulations were conducted in OpenMM40 and run in a
30 nm cubic box with periodic boundaries that contained
(unless stated otherwise) 120 peptides and four 100-nt polyU
molecules. Following energy minimization and an equilibration
phase sufficient to allow condensate formation (Figure S10), a
1 μs production run was performed with a 10 fs time step.
Three independent simulations were performed for each
system, yielding a total aggregate simulation time of 3 μs.
Further details regarding the model, simulation setup, phase
diagrams, calculation of the diffusion coefficient, and structural
and energetical analysis are provided in the Supporting
Information.
To study how the degree of protein foldedness and the

degree of oligomerization influence the properties of protein
condensates, we designed a set of 15 PA peptide variants that
differed in terms of both monomer folding (i.e., degree of
foldedness, quantified by QMonomer) and oligomerization
propensity (i.e., degree of dimerization, quantified by QDimer).
The 15 designed PA systems span a continuum from fully
folded, dimeric PA (i.e., QMonomer = QDimer = 1) to fully
disordered, monomeric PA (i.e., QMonomer = QDimer = 0),
enabling a systematic investigation of how gradual changes
along the foldedness and oligomerization axes affect the
properties of PA condensates (Figure 1B).
Although our model allows in principle each peptide to

interact with multiple peptides, QDimer as well as the
intermolecular interaction energy cutoff analyses indicate that
the preferred oligomeric states emerging within the condensed
phase of most system is predominantly either monomeric or
dimeric states (Figure S2). Accordingly, we first classified the
15 PA systems into four groups: folded (i.e., highly ordered)
monomers (MonoOrd), disordered monomers (MonoDis),
folded dimers (DimerOrd), and disordered dimer (DimerDis)
(see Figure 1D). A PA is classified as ordered (i.e., folded) if it
satisfies QMonomer > 0.35 when simulated in the context of the
condensate. Similarly, a PA is classified as dimeric if it satisfies
QDimer > 0.3 when simulated in the condensate. It should be
noted that due to the gradual approach adopted in this work,
some systems fall near the midpoint of the range of QDimer and
QMonomer parameters, particularly the two systems at QDimer = ∼
0.4. To avoid classification threshold bias, we tested a stricter
criterion of QDimer > 0.5. This reclassified the two intermediate
systems as monomers rather than dimers, without altering the
observed trends (Figure S14).
Following these definitions, the 15 designed PA systems

comprise six monomeric and nine dimeric variants of PA. The
monomeric PA variants include three disordered and three
ordered variants. The dimeric PA variants include four
disordered and five ordered dimeric PAs. The degree of
monomer foldedness (which is correlated with the proportion
of monomers adopting a helical conformation) (Figure S8B) is
visually represented throughout this work using a green color
gradient. Lighter tones correspond to low helical content,
indicating predominantly disordered conformations within the
condensate, whereas darker tones reflect a higher helical
content within the condensate, indicating predominantly
ordered conformations (Figure 1C).
To construct the phase diagram of each of the 15 PA

variants, each variant was simulated in the presence of RNA
molecules across a range of temperatures (Figure 2A-B). For
consistency and to allow comparison between condensates
with comparable properties, all systems were analyzed at
different absolute temperatures but at a similar relative stability

(T/TC ≈ 0.9). This regime was chosen because all systems
exhibit phase separation under these conditions (Figure S3).
Interestingly, we found that increases in foldedness (or in

QMono) correlate positively with condensate density, with a
maximal density increase of ∼ 50% when comparing
disordered (lighter green) monomers with ordered (darker
green) monomers (see Figure 2C), indicating a link between
condensate density and intramolecular interactions. In
contrast, increase in QDimer (a proxy for oligomerization
propensity) does not necessarily result in increase in
condensate density (Figure S9A), as might be expected if
condensate density was simply a byproduct of systems with
more favorable specific intermolecular interactions. This
suggests that condensates formed by more disordered
constituents are less efficiently packed than those formed by
more ordered ones. A likely explanation is that disordered PA
peptides adopt, on average, more extended conformations
within the condensate, as indicated by their larger radii of
gyration (Rg) (Figure 2D), which may reduce their packing
efficiency. Nonetheless, the relationship among the degree of
foldedness, Rg, and condensate packing seems to be more
complex. For example, disordered dimeric PA variants (Figure
2D, light green circles) exhibit large Rg values yet form a tightly
packed condensate likely due to a unique mode of interaction
with RNA, as discussed below. Moreover, RNA conformations
themselves are influenced by condensate density, with the
average Rg of RNA molecules decreasing in denser condensates
(Figure S9C). Both monomerization and folding, which were
shown to enhance peptide−RNA interactions (Figure 3), were
also found to promote more compact RNA conformations
inside of the condensate (Figure S9C).

Figure 2. Phase diagrams for the (A) dimeric and (B) monomeric
systems. Each curve is colored according to the degree of foldedness
at T/Tc = 0.9, with darker tones indicating higher foldedness (i.e.,
more monomers adopting a highly ordered folded conformation).
The critical temperature obtained from the fitting for each system is
indicated by dashed markers. (C) Condensate averaged density
plotted against the fraction of intramolecular interactions, with the
linear fits showing positive correlations for both monomers (dashed
line) and dimers (dotted line). (D) Radius of gyration (Rg) of
peptides within the condensate plotted against the fraction of
intramolecular interactions, with the linear fits showing negative
correlations. Larger Rg values correspond to extended conformations
in disordered systems. In all panels, darker tones represent higher
foldedness (greater helical content), whereas lighter tones indicate
decreased foldedness. Values represent the mean of replicate averages,
and error bars denote the standard deviation of these averages.
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To investigate how oligomerization and foldedness influence
condensate properties, we calculated the critical temperature
(Tc) and the average peptide diffusivity within the condensate
(i.e., diffusion coefficient D) for each of the 15 simulated PA
variants. These properties were then correlated with the
average peptide-RNA and peptide−peptide interaction en-
ergies (VPEP−RNA and VPEP−PEP, respectively) measured within
the condensate. In both cases, interaction energies were
computed as the sum of electrostatic and hydrophobic
contributions while excluding intramolecular contributions
(i.e., internal interactions within a peptide or an RNA). Thus,
VPEP−PEP includes only peptide−peptide interactions, and
VPEP−RNA only peptide−RNA interactions. The relationship
between intra- and intermolecular peptide interaction energies
is provided in the Supporting Information (Figure S9B).
Protein diffusion within the condensates was found to follow

a normal diffusivity regime, as indicated by the diffusion
exponent (α) of ∼ 1 (Figure S5A), and to depend on the
preferred oligomeric state of the system. Monomeric variants
of the PA peptides were found to exhibit higher diffusivities
within the condensate compared to their dimeric counterparts,
as indicated by their upward shift in diffusion coefficient values
(Figure 3C−D) (Figure 3A−B). This difference in diffusion
coefficients can be traced to distinct intermolecular inter-
actions profiles, in which peptide−peptide and peptide−RNA
interactions exert opposing effects on diffusivity. In particular,
monomeric PA variants tend to interact more strongly with

RNA than dimeric variants, as evidenced by the leftward shift
in their measured averaged peptide−RNA energies (Figure
3A), while simultaneously forming weaker peptide−peptide
interactions, as indicated by a rightward shift in their measured
peptide−peptide interaction energies (Figure 3B). Dimeric PA
variants, on the other hand, display the exact opposite trend,
tending to interact more strongly with other peptides (Figure
3B), but more weakly with RNA (Figure 3A). These opposing
trends suggest that more favorable peptide−peptide inter-
actions are consistently associated with reduced diffusivity
within the condensate (Figure 3B), and that the oligomeric
state of the system affects the diffusivity by balancing
intermolecular versus intramolecular interactions.
Looking at the effect of foldedness on diffusivity, we found

that increased foldedness correlates strongly with decreased
diffusivity for the monomeric PA variants (R2 = 0.94), whereas
it shows only a weak positive correlation with diffusivity in
dimeric variants (R2 = 0.17) (Figure 3A-B and Figure S8F).
These differences reflect the distinct ways in which foldedness
shifts the balance of intermolecular preferences toward
peptide−peptide versus peptide−RNA interactions. Systems
with a greater degree of foldedness interact more strongly with
RNA, as evidenced by the leftward shift in their measured
peptide−RNA interaction energies (Figure 3A, darker green
shades). Indeed, peptide−RNA interactions are negatively
correlated with foldedness, with R2 values of ∼ 0.8 for
monomeric and ∼0.4 for dimeric PA variants (Figure S8C).
Peptide−peptide interactions energies differently correlate
with foldedness for monomeric and dimeric PA. Monomeric
PA variants show a strong negative correlation (R2 = 0.96),
whereas dimeric variants show a positive correlation (R2 ≈ 0.7)
(Figure S8D). Consequently, decreased foldedness results in
tighter peptide−peptide interactions for dimeric PA but
weaker peptide−peptide interactions for monomeric PA.
Together, these findings indicate that foldedness and

oligomerization differentially tune the balance of interactions
within the condensate. Foldedness and monomerization bias
the system toward peptide−RNA interactions, whereas
dimerization shifts the balance toward peptide−peptide
interactions. Moreover, diffusivity is consistently negatively
correlated with peptide−peptide interactions (Figure 3F),
underscoring how a shift in one specific intermolecular
interaction can directly reshape the diffusive properties of the
condensates.
RNA diffusion within the condensates followed an

anomalous regime, with α values ranging between ∼ 0.5−0.6
(Figure S5B), consistent with subdiffusive behavior and likely
arising from interactions with peptides within the condensate.
Systems in which PA variants preferred monomeric con-
formations exhibited slightly lower α values (∼0.5) compared
to systems with preferred dimeric conformations (∼0.6)
(Figure S5B). Notably, the folded monomeric PA variants
also tend to interact more strongly with RNA than disordered
monomeric PA (Figure 3A) and consequently RNA Rg is
smaller (Figure S9C). These observations suggest that stronger
peptide−RNA interactions promote more compact RNA
conformations, likely because the electrostatic repulsion
between the RNA molecules is more effectively screened,
thereby slightly reducing the degree of RNA subdiffusion
(slightly raising α).
Regarding condensate stability, as estimated by Tc, dimeric

conformations were found to exhibit greater condensate
stability, compared to their monomeric counterparts, as

Figure 3. Average diffusion coefficient (D) of peptides within the
condensate, plotted as a function of the mean interaction energy for
(A) peptide−RNA interactions and (B) peptide−peptide interactions.
Critical temperature (Tc) of phase separation is plotted as a function
of the mean interaction energy for (C) peptides−RNA interactions
and (D) peptide−peptide interactions. (E) A schematic illustration
linking the strength of peptide-RNA intermolecular interactions to the
condensate stability. (F) Schematic illustration linking the strength of
peptide−peptide intermolecular interactions to the peptide diffusion
within the condensate. In (E) and (F), an increase in interaction
strength or in condensate property is denoted by “+”, while a decrease
is denoted by “−”. In all plots, darker green color indicates higher
degrees of foldedness. Values represent the mean of replicate averages,
and error bars denote the standard deviation of these averages.
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indicated by their upward shift in Tc values (Figure 3C−D). As
with diffusivity, this difference can be explained by the distinct
contributions of peptide−peptide and peptide−RNA inter-
actions. In particular, stronger peptide−RNA interactions are
correlated with decreased condensate stability in both
monomeric and dimeric PA variants (Figure 3C). The
relationship between stability and peptide−peptide interac-
tions is more complex. Stronger peptide−peptide interactions
are correlated with decreased stability in monomeric PA
variants but improved stability in dimeric variants (Figure 3D).
Condensate stability is also affected, albeit more subtly, by

the degree of peptide foldedness. An increase in foldedness
tends to be weakly correlated with reduced condensate stability
(Figures 3C−D) with a R2 of ∼ 0.3 for both monomeric and
dimeric PA variants (Figure S8E). Figure 4 shows

representative structures of the condensate for each of the
four categories of PA states. These snapshots illustrate the
interaction between different PA peptides and their organ-
ization around the RNA.
Overall, this analysis reveals how peptide−peptide and

peptide−RNA interactions each regulate distinct condensate
properties (Figure 3E−F). More favorable peptide−peptide
interactions are linked to reduced peptide mobility within the
condensate (Figure 3A−B and 3F). While in contrast,
peptide−RNA interactions are associated with lower Tc values
(Figure 3C−D and 3E). Notably, diffusivity and stability tend
to behave differently for different preferred oligomeric states.
Systems with preferred monomeric conformations tend to
exhibit higher diffusivity but lower stability, whereas systems
with preferred dimeric conformations tend to display lower
diffusivity alongside greater stability (Figure 3). This suggests
that the balance between the two molecular interactions is
tuned by the structural characteristics of the system (i.e.,
oligomeric state and degree of foldedness). Systems with a
higher degree of foldedness and systems with preferred
monomeric conformations shifted the balance toward pep-
tide−RNA interactions, while systems with preferred dimeric
conformations shifted toward peptide−peptide interactions.
This illustrates how structural changes can reshape how similar
residue-level hydrophobic and electrostatic interactions are
displayed in intermolecular interactions, ultimately resulting in
distinct properties of the condensates.

Of the four condensate groups defined above, DimerDis

exhibits a particularly distinct behavior. Disordered dimeric
PA peptides form the least diffusive and most stable
condensates (Figure 3A−B), while also forming condensates
with a higher-than-expected density (Figure 2C). They also
undergo the largest increase in Rg upon entering the
condensate (Figure S9D). These characteristics, which are
also reflected in the unique structural organization of the
DimerDis group (see Figure 4, top left corner), prompted us to
investigate what sets DimerDis apart from the other groups.
Notably, peptides in the DimerDis group transition from an
isotropic phase (in which the same peptide properties are
obtained from all directions of measurement) to a nematic
phase (in which the long axes of the peptides tend to align
parallel to each other along a common axis), as revealed by the
average value of the nematic order parameter (S ≈ 0.6), which
is substantially higher than the value (S ≈ 0.4) observed for all
other groups (see Figure 5A). Inside this nematic phase, the
peptides self-assemble into elongated and highly ordered
structures, in contrast to their disordered monomer counter-
parts (MonoDis; Figure 4, bottom left corner). Structural
analysis suggests that RNA primarily engages in electrostatic
interactions with the positively charged N-terminal regions of
the peptides (Figure 4). This results in a preferred orientation,
with N-termini facing outward toward the RNA-rich interface
and C-termini pointing inward (Figure 5A, right panel).
Removing RNA from the simulations resulted in a decrease in
nematic order for these PA variants (Figure S10), further
highlighting the role of RNA in stabilizing the nematic phase.
Given the outlier behavior of this group, we assessed whether
their inclusion biased the observed correlations. Excluding
them did not affect the key relationships reported above
(Figure S13).

Figure 4. Representative snapshots of the condensate formed by
dimers (upper panel) and monomers (lower panel). Foldedness
increases from left to right, showing condensates formed by
disordered peptides (left panels) and ordered peptides (right panels).
RNA is represented in red, dimers are represented in two shades of
greens, and monomers are represented in a spectrum of green shades.

Figure 5. (A) Averaged nematic order parameters for each group of
protein condensates in the presence of RNA (left). Conformation
showing the nematic structure formed by the dimerDis group, with
RNA molecules represented in red, the positively charged N-termini
of the PA peptides shown in blue, and the remaining peptide dimers
shown in shades of green (right). (B) Phase diagrams in the absence
of RNA (top) and with all arginine residues mutated to lysine residues
(R to K) (bottom). The critical temperature is indicated by dashed
markers. (C) Change in stability (as measured by TC, top panels) and
peptide−peptide interactions (ΔVPEP−PEP, bottom panels), repre-
sented by the relative error between the mean Tc and VPEP−PEP of each
representative condensate group. Shown in the absence of RNA (left)
and following the R to K substitutions (right).
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Having shown that diffusivity within PA condensates and
their stability are modulated by the strength of peptide−
peptide and peptide−RNA interactions, we sought to
investigate how perturbing these intermolecular interactions
affects phase separation and condensate properties. To do so,
we focused on four representative PA systems, one from each
subtype group, and simulated them in the absence of RNA or
after mutating all arginine residues to lysines (R to K). Lysine
was chosen to maintain the overall charge of the peptide, while
reducing hydrophobic interactions. Each representative system
was then simulated across a range of temperatures to construct
a phase diagram and determine its Tc (Figure 5B). Systems
were compared at the same relative stability (T/TC ≈ 0.9),
since under these conditions all systems exhibited phase
separation (Figure S4).
Consistent with previous observations for PA conden-

sates,32,41 we showed that RNA overall enhances PA
condensate formation, as evidenced by reduced stability
upon RNA removal (Figure 5C). Condensate stability is
more affected by the removal of RNA when the condensate is
formed by monomeric rather than dimeric PA (Figure 5C).
Both disordered and ordered monomeric PA show a decrease
of approximately 20% in their respective Tc values upon RNA
removal (Figure 5C). Interestingly, in the presence of RNA,
monomeric PAs generally interact with RNA more favorably
(Figure 3). This seems to indicate that while stronger
interactions with RNA tend to generally have a negative
impact on stability of the condensate (Figure 3C), the
observed decrease in stability upon RNA removal suggests
that RNA nonetheless plays a crucial role at the molecular scale
in promoting condensate formation by monomers. A possible
explanation is that RNA serves to screen repulsive electrostatic
forces thereby serving as a scaffold that enhances peptide
connectivity. Supporting this view, we showed that systems
with preferred monomeric conformations exhibit more
compact RNA conformations (Figure S9C) and argued that
peptide−RNA interactions screen electrostatic repulsion with-
in the RNA molecules, thereby allowing their ends to approach
one another. Therefore, RNA may have dual effects on peptide
interactions, on the one hand, destabilizing condensates by
competing with peptide−peptide interactions, while on the
other hand, promoting peptide connectivity through electro-
static screening, as supported by the decrease in peptide−
peptide interactions upon RNA removal (Figure 5C), and
increase in interactions with increasing RNA length in
isothermal conditions (Figure S12). This view is conceptually
consistent with recent study showing that RNA can act either
as a surfactant-like destabilizer or as a scaffold-like stabilizer of
condensates, depending on its length.42 In our studied system,
the competitive effect dominates, leading to an overall
reduction in condensate stability. Upon RNA removal,
however, the scaffolding contribution is also lost; thus,
although competition is relieved, so too is RNA’s ability to
promote peptide connectivity. The net effect is a reduction in
stability, which is especially pronounced for monomeric
variants that possess a lower baseline propensity for
peptide−peptide interaction (Figure S12), making them
more dependent on RNA than the dimeric variants.
The R to K substitutions also exert a strong effect on the

condensate properties, as evidenced by the decrease in stability
(Figure 5C). While the substitutions conserve the electrostatic
contribution of intermolecular interactions, it weakens the
hydrophobic contribution. The reduction in stability is more

pronounced for monomers (∼40% decrease in Tc) than for
dimers (∼20% decrease in the ordered variant and negligible
effect in the disordered variant). Interestingly, this reduction in
stability also coincides with an increase in the number of
peptide−peptide interactions (Figure 5C). This can likely be
explained by the reduced ability of lysine, compared to
arginine, to interact with RNA, consistent with previous work
showing that arginine binds polyU more strongly than lysine in
biomolecular condensate.43 A weaker propensity for peptide−
RNA interactions is expected to reduce competition for both
peptide binding and RNA-mediated screening and scaffolding.
The reduced peptide−RNA interactions also increase the
availability of the peptide for self-interaction, accounting for
the observed rise in peptide−peptide interactions.
By contrast, DimerDis showed increases in peptide−peptide

interactions, and only minor changes in stability for both
perturbations (namely, without RNA and following the
mutation of R to K residues) (Figure 5C). Notably, this
group was also unique in displaying nematic behavior (Figure
5A). In this system, RNA is located mostly outside of the
assembly and interacts via electrostatic interactions with the
positively charged N-terminal regions of the outward-pointing
peptides. Because the two chains in each dimer form strong
dimeric interface, the dimers adopt an elongated, rod-like
shape with heightened rigidity, consistent with the high Rg
values observed (Figure 2D). In the absence of RNA, this
ordering becomes less favorable, as indicated by a reduced
nematic order parameter (Figure S10), suggesting that removal
of RNA results in increase in peptide−peptide interactions
(Figure 5C) due to the weaker ordering of peptides. In the
case of the R to K mutation, RNA is still present and capable of
concentrating peptides, though less effectively than with
arginine residues. The substitution increases the probability
for peptide self-interaction, producing a stronger rise in
peptide−peptide interactions than that observed upon RNA
removal (Figure 5C).
Erwin Schrödinger famously described two fundamental

ways of producing order, ‘order from disorder’ and ‘order from
order’.44 The former arises from statistical principles, where
predictable macroscopic behavior emerges from the collective
stochastic motion of large numbers of atoms. The latter refers
to systems in which each component is precisely arranged, by
engineering design or evolution, to sustain a specific function.
In a similar manner, phase separation of a biomolecular
condensate, in itself a form of emergent order, can be driven by
both disordered and ordered molecular constituents. Proteins,
as the primary constituents of most biomolecular condensates,
are often classified dichotomously as either adopting a
disordered or ordered state.45 Although disordered states
lack a stable three−dimensional structure and remain highly
flexible, sampling a heterogeneous ensemble of flexible
conformations, they are believed to promote multiple transient,
weak multivalent interactions that act as a driver for phase
separation.46,47 In contrast, ordered states adopt well-defined
structures and interact through precisely positioned inter-
molecular interfaces. However, the extent to which con-
densates assembled from ordered versus disordered constitu-
ents exhibit fundamentally distinct properties remains an open
question. Addressing this question requires a model system in
which the degree of protein structure can be systematically
tuned while maintaining the ability of the proteins to undergo
phase separation.
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Here, we addressed this question by using the PA peptide as
a model system. This peptide was chosen because it has been
previously shown experimentally to reversibly form α−helical
dimers and undergo phase separation in the presence of
RNA.32 Moreover, it was previously shown in a study
combining both EPR spectroscopy and all-atom simulations
that even a heterochiral variant of the PA peptide (composed
of alternating D- and L-amino acids) remains capable of both
partial dimerization and RNA-driven phase separation.41

Atomistic simulations suggested important differences at the
molecular scale in terms of folding and oligomerization
propensities between the homochiral and heterochiral variants;
nonetheless, the extent to which variations along these
structural axes influence condensate properties remained
unresolved. Experimentally probing such subtle modulation
remains highly challenging, making computational approaches
uniquely valuable.48 Coarse-grained molecular dynamics, in
particular, can capture the essential physical interactions that
drive phase separation while enabling the efficient sampling of
large systems over extended time scales required for resolving
emergent condensate properties. Therefore, to address this
gap, we developed a hybrid coarse-grained model, informed by
these experimental observations, that combines nonspecific
contributions (hydrophobic and electrostatic interactions)
with system-specific intra- and intermolecular interactions.
Within this framework, we were able to independently tune
two parameters that control the degree of peptide foldedness
and the degree of oligomerization while keeping the residue-
level hydrophobicity and electrostatic interactions unchanged.
This approach allowed us to simulate condensate formation
across the full parameter space, encompassing all combinations
of states from complete disorder to full helicity and from
purely monomeric to entirely dimeric peptides.
Several experimental studies have demonstrated that

variations at the molecular scale can influence condensate
properties.49−51 For example, in the case of superoxide
dismutase 1 (SOD1), condensation biases an immature form
of SOD1 toward unfolded states that are susceptible to
aggregation, while a more mature form of the protein is much
less affected.52 In the case of the PA, both folded and
disordered variants were capable of undergoing phase
separation in the presence of RNA, despite notable differences
in their critical temperatures (Figure A-B). Furthermore, we
observed that foldedness modulates the balance of intermo-
lecular interactions within the condensate, on one hand,
tending to increase the ability of peptides to interact with
RNA, and on the other hand, constraining peptide−peptide
interactions to a narrower interaction interface. These
differences in molecular interactions preferences translate
into different condensate properties such as convergence in
diffusivity and density (Figure 3B and 2C) and decrease in
stability (Figures 3C).
Reciprocally, several studies have demonstrated that the

formation of condensates can actively reshape the foldedness
of the protein constituents. For example, helical conformations
in condensates formed by poly−lysine peptides,53 increased
helicity inside droplets of human serum albumin protein,54 and
extended or β-like structures induced by RNA interactions in
the SARS-CoV-2 nucleocapsid protein.55 Similarly, higher−
order assemblies rich in β-sheet content have been observed in
FUS condensates driven by RNA binding.56 Protein-RNA
interactions within condensate was also shown to regulate
phase separation and influence protein structure, for instance

RNA was shown to not only regulates condensate formation
through electrostatic interactions with arginine-rich motifs,57

through sequence-dependent base stacking and pairing
interactions,58 or through chemically specific interactions
with diverse amino acid residues that govern the intricate
interplay of peptide−RNA and peptide−peptide interac-
tions,59,60 but to also modulates the conformational dynamics
of proteins upon binding.61,62 Taken together, this suggests
that the condensate microenvironment, and particularly RNA−
mediated interactions, can shift protein foldedness along the
disordered−ordered continuum. Therefore, if folding can
shape condensate properties, and condensates can in turn
reshape folding, then specific sequences may have evolved to
fine−tune their condensate microenvironment and hereby
produce condensates with distinct material properties, tailored
for specific functions.
Previous work has emphasized the central role of disorder in

LLPS across diverse protein systems of varying complexity,
including FUS, hnRNPA1, and DDX4, which phase separate
via multivalent, low-affinity interactions often modulated by
RNA binding.63−65 Growing evidence indicates that folded
structures can also drive phase separation, either through
oligomerization via discrete interfaces12,66 or via conforma-
tional rearrangements that expose interaction surfaces that
promote multimerization upon phase separation.67 Addition-
ally, folded domains, such as the folded RNA recognition
motifs of hnRNPA1, can modulate the salt dependence of the
hnRNPA1 phase behavior through their interactions with
disordered regions. Specifically, interdomain interactions
enhance hnRNPA1 phase separation under low salt conditions
whereas screening of such of interactions under high salt
conditions increases protein solubility and abolishes phase
separation.68 Even predominantly disordered proteins might
contain subregions with transiently folded alpha-helices,69

which are capable of acting as multivalent ‘hotspots’.70 For
instance, Efg1, which is an important fungal transcription
factor, was shown to act as a hub for both protein−protein and
protein−RNA interactions.71 Moreover, a partially helical
region in the disorder C-terminal domain of TDP43 was
shown to mediate TDP43 phase separation by acting as an
essential multivalent hub for dimerization or higher order
oligomerization,13,14,72 whereas phosphomimetic substitutions
in both the transiently helical region of the C-terminal73 and in
the highly conserved folded N-terminal domain of TDP43
suppress or decrease phase separation.74 Interestingly,
increasing partial helicity does not always result in an increased
phase separation propensity. In the fungal RNA−binding
protein Whi3, formation of a transient alpha−helix prohibits
dimerization and therefore phase separation.75 Taken together,
these findings highlight oligomerization as an increasingly
recognized driver of LLPS, distinct from the typical disordered
protein driver. Whereas disorder-driven LLPS emerges from
numerous weak and transient interactions, oligomerization
relies on precise interaction interfaces.
Our results suggest that the oligomeric state of the protein

or peptide constituents influences condensate properties, by
tuning the balance between peptide−peptide and peptide−
RNA interactions. Indeed, condensates composed of mono-
meric PA variants were shown to preferentially engage with
RNA, whereas dimeric variants favor interactions with
neighboring peptides. These distinct preferences map onto
different condensate properties, where stronger peptide−
peptide interactions reduce diffusivity within the condensate,
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while stronger peptide−RNA interactions are associated with
reduced stability. As a result, monomeric systems tend to form
condensates that are more dynamic but less stable, whereas
dimeric systems produce more stable but less dynamic
condensates. These differences also intersect with the dual
role of RNA in shaping the condensate stability. Since
predominantly dimeric PA systems intrinsically possess strong
peptide−peptide networks, the main role of RNA in those
systems is competitive, leading to a largely monotonic
dependence of condensate stability on RNA concentration.
By contrast, monomeric systems, with weaker intrinsic
connectivity, are expected to display a nonmonotonic trend,
where RNA can initially favor peptide−peptide networks, but
at higher concentrations this effect reverses as competition for
peptide binding dominates. This echoes the experimental
demonstration of RNA-modulated re-entrant phase behavior76

and may reflect a broader feature of systems governed by
electrostatics.77 It is also consistent with experimental phase
diagrams of the PA peptide where the predominantly dimeric
homochiral form is broadly stable while the weakly dimeric
heterochiral form shows a narrow, bell-shaped stability profile
upon increasing RNA concentration.41 Together, these
observations suggest that oligomerization redirects the balance
of molecular interactions in ways that selectively modulate the
condensate properties. More broadly, this illustrates how
conformational plasticity, arising from the shifting interplay
between oligomerization and foldedness, reshapes how the
same residue-level hydrophobic and electrostatic interactions
can be differently deployed at the intermolecular scale,
ultimately giving rise to distinct condensate material proper-
ties. We therefore hypothesize that evolution may have
capitalized on these principles, selecting sequences with
specific levels of conformational plasticity to endow con-
densates with functional properties suited to primordial or
cellular needs. Such changes in the condensate microenviron-
ment may, in turn, influence the structure of the same protein
constituents or possibly other client proteins.
The case of disordered dimers is particularly intriguing, as it

pushes the system to an extreme regime where stable dimers
are formed between disordered peptides.78 At this edge of
parameter space, we observe the emergence of a nematic
phase, characterized by peptide alignment along a shared axis,
with their charged C-termini oriented toward the RNA-
enriched periphery (Figure 5A). The breaking of symmetry
arises from the combination of extended peptide conforma-
tions and strong interpeptide interactions. This phenomenon
recalls liquid−liquid crystalline phase separation seen in
systems of anisotropic biopolymers, such as amyloid fibrils,
where orientational ordering arises from rodlike interactions
under crowded conditions.79,80 The emergence of an ordered
phase from disordered components also resonates with prior
work highlighting the role of transient ordered structures such
as labile cross-β interactions in regulating disordered protein
assembly,81 and bears some resemblance to the disorder-to-
order transitions observed in more complex biological systems,
where such transitions have been associated with condensate
aging and pathological states.82,83 While the peptide model
investigated here is highly simplified, reflecting its primordial
origin, and lacks the compositional and sequence complexity of
biological IDRs, which are typically longer and enriched in
aromatic and polar residues,84 it nonetheless raises the
possibility that similar physical principles may be at play.
Specifically, aromatic and polar motifs may serve as molecular

tethers for protein−protein interactions and, when coupled to
extended conformations, could facilitate disorder-to-order
transitions within condensates. Resonating with proposals
that evolutionarily primitive RNA-binding proteins, lacking
structured binding domains, may have relied on basic side
chains interaction to engage RNA electrostatically on one side
and backbone-mediated interaction with neighboring peptides
on the other, to promote formation of protective granules.85

Together, our results illustrate how structural features such
as foldedness and oligomerization shape the emergent
properties of biomolecular condensates by balancing the
intricate interplay of peptide−peptide and peptide−RNA
interactions. Using a minimal, coarse-grained model grounded
in experimental observations, we demonstrate that phase
separation is not enabled solely by protein disorder but is also
finely tuned by the degree of protein foldedness. From an
evolutionary perspective, our results provide insights into how
transitions from disordered to more ordered peptides, through
a spectrum of intermediate states, may have shaped the
material properties of early condensates, offering a functional
context for the emergence of structural complexity. They also
suggest that even subtle changes in structure can act as levers
to tune condensate properties, providing a potential mecha-
nism by which cells, or evolution, might regulate condensate
material properties, without altering the sequence. More
broadly, this work highlights the functional potential of the
disorder−order continuum as a design space for biological
regulation and points toward new directions for engineering
synthetic condensates with programmable properties.
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