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ABSTRACT: FUS and TDP-43, two RNA-binding proteins from the heterogeneous nuclear ribonucleoprotein 

family, have gained significant attention in the field of neurodegenerative diseases due to their association with 

amyotrophic lateral sclerosis (ALS) and frontotemporal degeneration (FTD). They possess folded domains for 

binding ATP and various nucleic acids including DNA and RNA, as well as substantial intrinsically disordered 

regions (IDRs) including prion-like domains (PLDs) and RG-/RGG-rich regions. They play vital roles in various 

cellular processes, including transcription, splicing, microRNA maturation, RNA stability and transport and 

DNA repair. In particular, they are key components for forming ribonucleoprotein granules and stress granules 

(SGs) through homotypic or heterotypic liquid-liquid phase separation (LLPS). Strikingly, liquid-like droplets 

formed by FUS and TDP-43 may undergo aging to transform into less dynamic assemblies such as hydrogels, 

inclusions, and amyloid fibrils, which are the pathological hallmarks of ALS and FTD. This review aims to 

synthesize and consolidate the biophysical knowledge of the sequences, structures, stability, dynamics, and inter-

domain interactions of FUS and TDP-43 domains, so as to shed light on the molecular mechanisms underlying 

their liquid-liquid phase separation (LLPS) and amyloidosis. The review further delves into the mechanisms 

through which ALS-causing mutants of the well-folded hPFN1 disrupt the dynamics of LLPS of FUS prion-like 

domain, providing key insights into a potential mechanism for misfolding/aggregation-prone proteins to cause 

neurodegenerative diseases and aging by gain of functions. With better understanding of different biophysical 

aspects of FUS and TDP-43, the ultimate goal is to develop drugs targeting LLPS and amyloidosis, which could 

mediate protein homeostasis within cells and lead to new treatments for currently intractable diseases, 

particularly neurodegenerative diseases such as ALS, FTD and aging. However, the study of membrane-less 

organelles and condensates is still in its infancy and therefore the review also highlights key questions that 

require future investigation. 
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1. Introduction 

 

Liquid-liquid phase separation (LLPS) is now recognized 

as a common principle governing the assembly of various 

membraneless organelles and cellular condensates. These 

membraneless organelles include nucleoli, Cajal bodies, 

nuclear speckles, paraspeckles, histone-locus bodies, 

nuclear gems, and promyelocytic leukemia (PML) bodies 

within the nucleus, along with P-bodies, stress granules 

(SGs), and germ granules in the cytoplasm [1-6]. 

Previously, extensive research focused on the phase 

separation of well-folded proteins, such as lysozyme, 

revealing its occurrence only at high concentrations 

(>mM) [6-8]. In contrast, proteins that play a vital role in 

the formation of membraneless organelles possess large 

intrinsically-disordered regions (IDRs), enabling phase 

separation at considerably lower concentrations (~μM). 

Fundamentally, the multivalency of binding sites within 
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an IDR-rich protein facilitates simultaneous interactions 

with multiple copies of itself (homotypic phase 

separation) or other biomolecules (heterotypic phase 

separation). Consequently, LLPS occurs, resulting in the 

division of a well-mixed homogeneous solution into two 

coexisting phases: a dense phase and a dilute phase [1-16]. 

LLPS is a dynamic and reversible phenomenon, 

characterized by the continuous exchange of molecules 

between the dense and diluted phases. Despite this 

exchange, the concentration within the dense phase 

significantly exceeds that of the dilute phase, often by 

more than 50 times [15]. This may lead to the aging of 

dynamic droplets, transitioning from a liquid-like state to 

a more solid-like state, ultimately resulting in the 

formation of cytoplasmic inclusions or amyloid fibrils, 

which are characteristic of various diseases. In the past 

decade, exponential studies have not only revealed the 

crucial role of LLPS in cellular functions but also shed 

light on its involvement in disease processes. 

Proteinopathies, ranging from well-structured cross-β 

amyloid fibrils and less organized amorphous inclusions, 

represent a universal hallmark for an increasing spectrum 

of human diseases. These diseases include all 

neurodegenerative disorders such as amyotrophic lateral 

sclerosis (ALS) and frontotemporal dementia (FTD) [16-

23], and even extend to aging processes, affecting 

organisms down to E. coli cells [24]. Despite extensive 

research, the mechanisms by which misfolding-

/aggregation-prone proteins gain toxicity and initiate 

disease and aging processes remain a great mystery. ALS 

is the most prevalent motor neuron disease, which was 

initially described in 1869, but its underlying mechanism 

largely remains enigmatic. On the other hand, FTD is a 

neurodegenerative disorder characterized by progressive 

deterioration of behavior, language, and executive 

functions. It is the second most common cause of early-

onset dementia after Alzheimer's disease. ALS and FTD 

not only have a significant overlap in the aggregation-

prone proteins, but also share overlapping clinical and 

pathological features, suggesting a close relationship and 

potential common mechanisms between the two 

disorders. Similar to other neurodegenerative diseases, 

ALS/FTD are marked by proteinopathies both in vivo and 

in vitro [16-22,25]. ALS-associated proteins can be 

classified into two main groups. The first group consists 

of proteins like human Cu/Zn superoxide dismutase 

(hSOD1) (26-28) and profilin-1 (hPFN1) [29-32], 

wherein the wild-type proteins possess well-folded 

functional structures and high solubility. However, their 

ALS-causing mutants are prone to misfolding and 

aggregation, acquiring additional cytotoxicity [26-32]. 

The second group including FUS and TDP-43, which are 

also associated with FTD, is inherently aggregation-prone 

and toxic even in their wild-type forms [16,33-36].  

Recent discoveries have unveiled that proteins prone 

to misfolding/aggregation share a common tendency to 

accumulate and aggregate within stress granules (SGs) 

[4,37-40]. SGs are membrane-less organelles which are 

formed through LLPS of RNA-binding proteins (RBPs) 

containing prion-like domains like FUS and TDP-43 [33-

40]. Intriguingly, the accumulation of misfolding/ 

aggregation-prone proteins disrupts the dynamics of SGs, 

offering a potential mechanism by which these proteins 

acquire toxicity, triggering diseases and aging. SGs have 

also been proposed to be a novel protein quality control 

(PQC) machinery that non-classically manages 

misfolded/aggregation-prone proteins, making them a 

central target in various diseases, including ALS and FTD 

[4,37-39]. Notably, the ALS-causing C71G mutant of 

hPFN1 has been observed to induce seed-dependent co-

aggregation with FUS/TDP-43, thus manifesting a prion-

like propagation [41,42].  

FUS and TDP-43 are members of the RNA-binding 

protein (RBP) family, which exhibit a modular 

architecture similar to heterogeneous nuclear 

ribonucleoproteins (hnRNPs). Notably, FUS and TDP-43 

possess a distinctive domain structure marked by the 

presence of significant intrinsically disordered regions 

(IDRs), including prion-like domains (PLDs), which are 

prone to aggregation, posing toxicity to cells [43,44]. 

Additionally, both proteins feature structured domains 

responsible for binding various nucleic acids, such as 

DNA and RNA. The folded domains comprise RNA-

recognition motifs (RRMs) in both FUS and TDP-43, 

Zinc finger (ZnF) in FUS, and the N-terminal domain 

(NTD) in TDP-43. They perform vital roles in various 

cellular processes, such as transcription, splicing, 

microRNA maturation, RNA stability and transport and 

DNA repair, as well as stress granule (SG) formation. 

Unlike most other RBPs, which are typically confined 

to the nucleus or cytoplasm without shuttling between the 

two, TDP-43 and FUS exhibit the ability to shuttle 

between the nucleus and cytoplasm in response to 

different stimuli. While primarily nuclear in glial cells and 

neurons, both FUS and TDP-43 can translocate to the 

cytoplasm during environmental stresses, participating in 

stress granules (SGs) formed through homotypic and 

heterotypic phase separation driven by nucleic acid 

interactions. Interestingly, FUS and TDP-43, along with 

their mutants, can undergo mislocalization and 

aggregation, implicated in various neurodegenerative 

diseases beyond ALS and FTD. For example, TDP-43 and 

FUS are extensively associated with Alzheimer's disease 

(AD), Parkinson's disease (PD), and Huntington's disease 

(HD) [16,25,33,36,43-50]. 

In this context, decoding molecular mechanisms of 

LLPS and amyloid formation of TDP-43 and FUS is 

pivotal for unraveling the mystery of the associated 
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neurodegenerative diseases and also bears critical clinical 

implications. This includes developing new diagnostic 

tools and prognostic markers. For instance, creating 

imaging techniques to visualize LLPS and protein 

aggregates in the brain in vivo, as well as identifying 

blood-based biomarkers, could diagnose 

neurodegenerative diseases earlier and more accurately 

[45,51-54]. Ultimately, this knowledge will establish 

therapeutic targets for developing drugs that target 

proteins involved in LLPS and protein aggregation, as 

well as drugs that modulate the cell environment to 

promote normal LLPS droplet formation and prevent 

pathological protein aggregate formation [55,56]. 

Understanding LLPS and protein aggregation in 

neurodegenerative diseases is still in its early stages, yet 

it is a rapidly growing research field with the potential to 

transform disease diagnosis, prognosis, and treatment. 

The literature reviewed here extensively employs 

three major biophysical methods: X-ray crystallography, 

cryo-electron microscopy (Cryo-EM), and NMR 

spectroscopy. X-ray crystallography is a classic technique 

for determining the atomic structure of proteins, as well 

as amyloid fibrils. However, to determine the crystal 

structure of a protein or amyloid fibril, researchers first 

need to grow high-quality single crystals of the protein or 

amyloid fibril. This can be an extremely challenging 

process, as it requires the protein or amyloid fibril to be in 

a very pure and ordered state. On the other hand, cryo-

electron microscopy (Cryo-EM) determined three-

dimensional structures of biological molecules by 

freezing a sample of the protein or amyloid fibril in a thin 

layer of water, which is then bombarded with electrons. 

The electrons interact with the protein or amyloid fibril, 

creating images that can be analyzed to determine the 

structure of the molecule. Cryo-EM has several 

advantages over X-ray crystallography: crystals are not 

required, and proteins can be studied in solution, which is 

more representative of their natural environment. Cryo-

EM can be used to study large proteins, intricate protein 

complexes, and challenging structures like membrane 

proteins and amyloid fibrils that are hard to crystallize. In 

this context, despite Cryo-EM being a less well-

established method with lower resolution and more 

complex data analysis, it represents a rising technique 

used to determine the structures of amyloid fibrils 

associated with various diseases, including Amyotrophic 

lateral sclerosis, Alzheimer's disease, Parkinson's disease, 

and Huntington's disease [57-59]. 

X-ray crystallography is not well-suited for studying 

LLPS, as it necessitates the formation of a single crystal. 

Additionally, while Cryo-EM can capture the dynamic 

behavior of the system in real time, to obtain high-

resolution insights into LLPS still remains challenging for 

Cryo-EM at present. On the other hand, NMR 

spectroscopy is a powerful tool for directly studying the 

structure, dynamics, and interactions of proteins in 

solution, which include intrinsically disordered proteins 

(IDPs) as well as their phase separation [60-62]. Briefly, 

Several NMR parameters may be particularly suitable for 

characterizing IDPs and their phase separation. These 

include chemical shifts, nuclear Overhauser effects 

(NOEs) and relaxation rates. Chemical shifts provide 

information about the secondary structures of proteins, the 

local chemical environment of each atom and its 

interactions. NOEs provide information about the 

distance between different atoms in the protein. 

Relaxation rates provide information about the dynamics 

of the protein. By measuring these parameters, scientists 

can gain high-resolution knowledge for the structure, 

dynamics, and interactions of IDPs and their phase 

separation.  

Currently, there are numerous excellent reviews 

available on FUS and TDP-43. Therefore, this review 

aims to offer a cohesive and comprehensive overview of 

the biophysical understanding of the structures, stability, 

dynamics, and inter-domain interactions of FUS and 

TDP-43 domains, as well as their mechanisms underlying 

LLPS and amyloidosis, with a particular focus on how 

these processes are modulated by ATP and nucleic acids. 

Additionally, this review delves into the biophysical 

mechanism through which ALS-causing mutants of the 

well-folded hPFN1 disrupt the dynamics of LLPS of FUS 

NTD. By integrating these diverse pieces of information, 

the review strives to offer an up-to-date biophysical 

understanding of FUS and TDP-43, shedding light on 

their crucial roles in disease pathogenesis. Finally, the 

review also raises open questions in this rapidly evolving 

field. 

 

2. Fused in sarcoma (FUS) 

 

2.1. Amino acid composition, structure and stability of 

FUS domains 

 

FUS, also known as Fused in sarcoma (FUS) or 

Translocated in Sarcoma (TLS), belongs to the FUS/TLS, 

EWS, and TAF15 (FET) protein family. It is a multi-

functional heterogeneous nuclear ribonucleoprotein 

(hnRNP) that plays a pivotal role in regulating various 

cellular processes through its binding to large array of 

nucleic acids, such as DNA and RNA to control 

transcription, RNA processing, cytoplasmic fates of 

mRNAs, and DNA damage responses [63-65]. FUS also 

acts as a component of cellular granules, specifically 

stress granules (SGs), which are formed with mRNA in 

response to environmental stresses. However, the 

mislocalization and inclusions of FUS and its mutant 

forms in the cytoplasm have been associated with various 
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neurodegenerative disorders, particularly ALS and FTD. 

The abnormalities disrupt normal cellular processes, 

including RNA metabolism, leading to impaired neuronal 

function and eventual cell death [43,44,66-69]. 

Furthermore, FUS abnormalities have also been 

implicated in other diseases such as essential tremor, 

myotonic dystrophy, and certain types of cancer [70]. 

The 526-residue FUS consists of three main domains 

(Fig 1A): the N-terminal domain (NTD) comprising the 

QGSY-rich prion-like domain (PLD) from 1 to 165 with 

high sequence identity to the N-terminal yeast prion 

domain of Sup35 [71-73], an RG/RGG-rich region 1 

(RGG1) spanning 166 to 267, a middle RNA-recognition 

motif (RRM) domain from 282 to 371, and the C-terminal 

domain (CTD) from 371 to 526, which includes RGG2, a 

zinc finger (ZnF), and RGG3. Notably, more than 70% of 

the FUS sequence comprises IDRs, characterized by the 

absence of any bulky hydrophobic residues Leu, Ile, and 

Val. Intriguingly, these IDRs can be classified into two 

distinct types: the polar/aromatic residue-rich PLD (1-

165), which contains 24 Tyr but lacks any Arg/Lys, and 

the RG-/RGG-rich regions from 166 to 267 and the CTD 

(371-526), which are abundant in Gly and Arg/Lys (I of 

Fig. 1B). 

 

 
Figure 1. Domain organization, sequence and structure of FUS. (A) Domain organization of 527-residue human FUS protein. (B) 

(I) Amino acid compositions of intrinsically-disordered NTD consisting of the prion-like domain (1-165) and RGG1 (166-267), as well 

as CTD (371-526). Three-dimensional structures of RRM in complex with snRNA (II), and Zinc-finger (ZnF) in complex with RNA 

(UGGUG) (III). (C) NMR HSQC and 1D spectra of FUS RRM domain at different temperatures. Green arrows are used to indicate 

several very up-field peaks characteristic of the folded RRM domain. 

FUS consists of two folded domains: an RNA-

recognition motif (RRM) domain (II of Fig. 1B), and a 

zinc finger (ZnF) within the C-terminal domain (CTD) 

(III of Fig. 1B). These domains have the ability to bind 

nucleic acids in both sequence-specific and sequence-

independent manners [74-78]. The RRM domain, which 

carries the conserved RNP1 and RNP2 sequence 

stretches, is one of the most abundant domains in 

eukaryotes. Most heterogeneous nuclear ribonucleo-

proteins (hnRNP) contain one or several RRM domains 

that mediate the direct interaction with nucleic acids.  

Notably, despite significant sequence variation from other 

RRMs, the NMR structures of FUS RRM have been found 

to adopt a similar overall fold to other RRMs in its free 

state [75] or in complex with RNA [76,77]. This fold is 

characterized by a four-stranded β-sheet and two 

perpendicular α-helices. However, the FUS RRM does 

possess distinct features, including an elongated and 

positively charged "KK" loop. Moreover, its nucleic acid 

binding pocket is structurally distorted, with the absence 

of several key aromatic residues. Interestingly, the "KK" 

loop plays a key role in binding RNA and DNA, and the 

binding affinity falls within the micromolar range (II of 

Fig. 1B). 
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The FUS ZnF spanning residues 418-454 belongs to 

the C4 subfamily of the zinc finger superfamily [76,79]. 

Interestingly, its folding is primarily dependent on zinc 

coordination, as it lacks large hydrophobic residues such 

as Val, Ile, or Leu. Consequently, in the absence of 

nucleic acid binding, the FUS ZnF exhibits a relatively 

loose tertiary packing, despite showing a well-dispersed 

HSQC spectrum [79]. This behavior is reminiscent of a 

previous discovery where a small protein consisting of 

only 37 residues, constrained by disulfide bridges, 

maintained well-dispersed NMR spectra even when its 

tightly packed sidechains were disrupted by acid 

unfolding [80-82]. Nevertheless, upon forming a complex 

with the UGGUG RNA fragment, the FUS ZnF adopted a 

well-structured conformation, and its NMR structure was 

determined [76]. The structure of the FUS ZnF includes 

zinc ribbon-like domains characterized by two crossed β-

hairpins, with a zinc atom coordinated by four cysteines 

(III of Fig. 1B). 

Protein misfolding, aggregation, and amyloidosis are 

strongly dependent on both thermodynamic and kinetic 

stability [78,83,84]. Biophysical investigations utilizing 

circular dichroism (CD) and fluorescence spectroscopy 

have revealed that the FUS RRM exhibits relatively low 

thermodynamic stability, characterized by a melting 

temperature of only 52 °C. Interestingly, despite the 

absence of any cysteine (Cys) residues in the FUS RRM, 

unfolding of this domain is irreversible. As illustrated in 

Figure 1C, FUS RRM exhibits a well-folded 

conformation at 20 °C, as evidenced by a well-dispersed 

HSQC spectrum. However, upon raising the temperature 

to 45 °C, significant denaturation occurs, leading to the 

disappearance of most HSQC peaks. Moreover, at 80 °C, 

the RRM domain undergoes extensive denaturation, 

causing all up-field NMR peaks to completely vanish. 

Interestingly, upon cooling the sample back to 20 °C, the 

majority of HSQC peaks remain undetectable, and 1D 

peaks do not fully align with those of the initial RRM 

sample at 20 °C. This observation clearly demonstrates 

the irreversibility of the unfolding process, suggesting that 

the unfolded FUS RRM may undergo irreversible self-

association, thereby hindering its refolding into the 

original structure [78]. 

 

2.2. LLPS of FUS domains 

 

FUS is primarily localized in the nucleus in most cell 

types. It is known, however, to shuttle between the 

nucleus and the cytoplasm, participating in various 

cellular processes. Within the nucleus, FUS can be found 

associated with chromatin, contributing to transcriptional 

regulation and RNA processing. It is also a key 

component of nuclear bodies, including the Cajal bodies 

and the nucleolus, where it plays roles in RNA 

metabolism and ribosome biogenesis. In the cytoplasm, 

FUS is abundantly present in SGs, which harbor mRNA 

and various RNA-binding proteins for mRNA storage and 

translational repression. FUS has been extensively 

demonstrated to establish high-order functional 

assemblies with nucleic acids through the process of 

phase separation [85-87]. 

Systematic dissection studies in vitro have revealed 

that in the absence of nucleic acids, only FUS NTD 

possesses the ability to phase separate autonomously. 

Conversely, its RRM and CTD lack this inherent capacity 

[78, 79]. FUS NTD (1-267) contains PLD (1–165), which 

is rich in serine, tyrosine, glycine, and glutamine (QGSY-

rich) residues, but lacks Arg/Lys and large hydrophobic 

residues (I of Fig. 2A). This domain has been shown to 

play a crucial role in facilitating self-assembly into liquid-

like granules, which could mature into hydrogels and solid 

aggregates [86,87]. In hydrogels, FUS NTD became non-

covalently polymerized, forming morphologically 

homogeneous amyloid-like fibrils. Analysis using X-ray 

fiber diffraction and electron microscopy decoded the 

presence of cross-β structures in these fibrils, resembling 

those found in pathogenic amyloid and prion fibrils. 

However, unlike pathogenic fibrils, FUS NTD fibrils 

exhibit lability and reversibility, which can be easily 

disassembled through dilution, temperature changes, or 

mild detergent treatment [86].  

FUS PLD consists of 24 tyrosine residues arranged in 

repetitive patterns, usually with a consensus sequence of 

[S/G]Y [S/G], followed by one to three glutamine or 

proline residues. Mutations of Tyr residues decreased the 

ability to phase separate, depending on the number rather 

than the position of these substitutions. Substituting all 

Tyr residues with nonaromatic residues nearly eradicated 

this capability, highlighting the importance of π-π 

interactions involving aromatic residues [88]. Residue-

specific NMR studies have revealed that FUS PLD adopts 

solution conformations lacking any classic secondary 

structures, both in its free state and within phase-separated 

droplets. Moreover, the stabilization of LLPS of FUS 

PLD is attributed to a combination of hydrogen bonding, 

π/sp2 interactions, and hydrophobic interactions. Notably, 

in addition to tyrosine residues, glutamine residues also 

engage in interactions that drive LLPS of FUS PLD [89, 

90]. Indeed, the atomic structures have been determined 

for three FUS NTD segments: 37SYSGYS42, 

54SYSSYGQS61, and 77STGGYG82 (I-III of Fig. 2A). 

These structures exhibit a shared characteristic: the 

arrangement of segments into kinked β-sheets that form 

protofilaments. However, unlike steric zippers found in 

amyloid fibrils, the interaction between the kinked sheets 

is weak due to the engagement of polar atoms and 

aromatic side chains, thus termed as low-complexity 

aromatic-rich kinked segments (LARKS) [91]. 
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Figure 2. LLPS of FUS and its modulation by ATP and ssDNA. (A) Structures of three low-complexity aromatic-rich kinked 

segments (LARKS) of FUS PLD. Speculative models to illustrate ATP and nucleic acids to interplay to modulate LLPS of FUS NTD 

(B); and FUS CTD (C). (D) (I) Normalized HSQC peak intensity of the 15N-labeled FUS in the presence of TssDNA at molar ratios of 

1: 0.1 (blue) and 1:0.5 (red) as divided by that of FUS in the free state. (II) Normalized HSQC peak intensity of the 15N-labeled FUS in 

the presence of TssDNA at molar ratios of 1: 0.1 (blue) and 1:10 (purple) as divided by that of FUS in the free state. (E) A speculative 

model to rationalize the specific binding of ATP and ssDNA to Arg/Lys residues as well as RRM and ZnF of FUS to enhance LLPS at 

low concentrations but to dissolve at high concentrations.  

On the other hand, in vitro and in vivo studies have 

also demonstrated the indispensability of both PLD and 

RGG regions in the phase separation of full-length FUS 

[11,78,79,92-94]. Indeed, FUS PLD phase separated only 

at high concentrations or in the presence of dextran, a 

molecular crowding agent [11, 89] (I of Fig. 2B). 

Intriguingly, NMR investigations uncovered that FUS 

NTD with the inclusion of RGG1, which lacks 

autonomous phase separation capability, could phase 

separate at remarkably low concentrations (~1 μM) to 

form large droplets [78] (II of Fig. 2B). Furthermore, it 

was observed that FUS PLD also underwent phase 

separation at low concentrations when the isolated RGG3 

region was added [95]. These findings strongly support 

the notion that in the full-length FUS, π-π or/and π-cation 

interactions involving aromatic amino acids and Arg/Lys 

residues significantly contribute to driving LLPS of FUS 

[78-79,92-95]. 

From a physiological perspective, FUS functions 

within cellular environments that contain diverse nucleic 

acids including RNA and DNA [96]. Interestingly, ATP 

also exists in all living cells with high concentrations, 

ranging from 1 to 12 mM depending on the cell type, 

despite ATP-dependent proteins and enzymes requiring 

only micromolar concentrations of ATP for their 

functioning [97-101]. Intriguingly, in vitro investigations 

have unveiled that ATP >6 mM serves as a biological 

hydrotrope, effectively dissolving LLPS of RNA-binding 

proteins (RBPs) including FUS [98, 99]. Furthermore, 

ATP exhibits a dual role in the LLPS of FUS by acting as 

a bivalent binder: it induces phase separation at low 

concentrations but dissolves it at high concentrations [79, 

101]. Consequently, a pivotal question of fundamental 

and therapeutic relevance arises regarding the effects and 

mechanisms of ATP and nucleic acids to modulate LLPS 

of FUS. 

To address this question, a systematic study aimed to 

elucidate the molecular interactions driving LLPS of FUS 

and its dissected domains as well as its modulation by 

ATP, RNA, and ssDNA of specific and non-specific 

sequences [79]. The FUS domains analyzed include PLD 

(1-165), NTD (1-267) and CTD (371-526). The RNA 

sequence used was UAGUUUGGUGAU, while the 

ssDNAs employed were telomeric ssDNA (TssDNA) 
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with the sequence (TTAGGG)4, which forms a G-

quadruplex tertiary structure, and (TTTTTT)4 (T24) 

without any secondary or tertiary structures. Intriguingly, 

for FUS PLD, at concentrations where it lacks the ability 

to undergo phase separation, ATP, RNA, and ssDNA 

were also unable to induce its phase separation. 

Furthermore, NMR studies have demonstrated that these 

molecules do not exhibit significant interactions with FUS 

PLD. In contrast, for FUS NTD (1-267) which has the 

inherent phase separation at very low concentrations, 

ATP, RNA, and two ssDNA molecules have been found 

to exert a monotonic dissolution of its LLPS. The extent 

of dissolution varies depending on the length of the 

nucleic acids. Subsequent NMR studies elucidated the 

underlying mechanism, revealing that ATP and the 

nucleic acids achieve this dissolution by binding to the 

same set of residues within the RGG1 region. As depicted 

in II of Figure 2B, LLPS of FUS NTD appears to be 

primarily driven by π-π or/and π-cation interactions 

between aromatic amino acids in PLD and Arg/Lys 

residues in RGG1. In this context, nucleic acids with 

multiple base aromatic rings can also establish π-π or/and 

π-cation interactions with the Arg/Lys residues in RGG1, 

with the binding affinity depending on the binding 

multivalency [79,102]. Consequently, the base aromatic 

rings of the nucleic acids competitively displace the 

aromatic rings of PLD aromatic residues from binding to 

Arg/Lys residues in RGG1, leading to the dissolution of 

LLPS of FUS NTD (III of Fig. 2B). 

By a similar mechanism, ATP can also utilize the 

adenine aromatic ring to establish π-π or/and π-cation 

interactions with the Arg/Lys residues in RGG1, albeit 

with much lower affinity compared to nucleic acids. 

Under this context, only when the concentration of ATP 

is sufficiently high, the adenine aromatic ring of ATP 

clusters around the Arg/Lys residues in RGG1, 

competitively disrupting their interactions with aromatic 

residues within PLD and causing the dissolution of FUS 

NTD's LLPS. However, unlike nucleic acids, the 

triphosphate group of ATP appears to strongly interact 

with water molecules. As a result, the NTD molecules 

bound with ATP self-assemble into large and dynamic 

oligomers, involving the aromatic/hydrophobic PLD 

residues, despite the absence of strong binding with ATP 

(III' of Fig. 2B). Due to the size and dynamics of the ATP-

NTD oligomers, most NMR signals become too broad to 

detect [79,101]. However, upon introducing ssDNA 

molecules, which have a much higher affinity for Arg/Lys 

residues, the ATP molecules are competitively displaced 

from being clustered around these residues, leading to the 

disassembly of ATP-NTD oligomers (IV of Fig. 2B). 

Consequently, the NTD molecules were shifted to be 

bound with ssDNA, and most NMR HSQC peaks become 

detectable [79,101]. 

On the other hand, FUS CTD (371-526) does not 

exhibit the capacity in phase separation under various 

conditions (I of Fig. 2C). However, the introduction of 

ATP, RNA, TssDNA, or T24 all induces its phase 

separation, followed by subsequent dissolution. Briefly, at 

low concentrations, ATP acts as a bivalent binder, 

utilizing the aromatic ring of its adenine group to bind to 

the side chains of Arg/Lys and its triphosphate chain to 

bind Arg/Lys. This binding leads to the formation of large 

and dynamic ATP-CTD complexes, manifesting as liquid 

droplets (II of Fig. 2C). However, at high concentrations, 

the excess binding of ATP disrupts these complexes, 

resulting in the dissolution of the droplets (III of Fig. 2C). 

Interestingly, unlike FUS NTD, FUS CTD lacks 

aromatic-residue-rich regions that can further self-

assemble into large oligomers when over-bound with 

ATP (III' of Fig. 2B). Therefore, HSQC peaks of ATP-

bound FUS CTD molecules remain detectable. Similarly, 

nucleic acids also bind to Arg/Lys residues to induce and 

dissolve phase separation, similar to ATP, but with a 

higher affinity due to their ability to establish multivalent 

binding to FUS CTD (II’ and III’ of Fig. 2C). 

Indeed, detailed analysis of NMR data on CTD 

revealed remarkably similar patterns of chemical shift 

differences (CSD) induced by ATP, TssDNA, and T24 

(79). Notably, a significant number of residues, including 

25 Arg and 4 Lys residues, exhibited noticeable shifts in 

their HSQC peaks. This observation strongly suggests 

specific binding of ATP and ssDNA to these Arg/Lys 

residues [79]. Interestingly, the binding of ATP and 

ssDNA to Arg/Lys residues is not highly dependent on the 

specific sequence hosting these Arg/Lys residues, as long 

as the region remains disordered. These findings provide 

compelling evidence that Arg/Lys residues are crucial for 

ATP and nucleic acids to induce and dissolve phase 

separation in FUS CTD [79,100]. 

For the full-length FUS, as exemplified by TssDNA, 

its addition at low molar ratios led to no significant shift 

of HSQC peaks but only changes in peak intensity. 

However, upon addition of TssDNA at a ratio of 1:1, 

under which LLPS was significantly enhanced, all HSQC 

peaks disappeared. Unexpectedly, when the ratio reached 

1:5, some HSQC peaks started to reappear, and the 

reappearance was completed at 1:10. Further addition of 

TssDNA up to 1:50 showed no further changes. 

Interestingly, the HSQC spectrum of FUS in the presence 

of TssDNA at 1:10 is highly superimposable to that of the 

FUS NTD in the presence of ssDNA alone at 1:5. 

Therefore, the intensity of HSQC peaks of FUS without 

significant overlap was analyzed in the absence and in the 

presence of TssDNA at different ratios. Very 

interestingly, the PLD residues have their intensity 

slightly increased at a ratio of 1:0.1 and further increased 

at 1:0.5 (I of Fig. 2D). By contrast, the peak intensity of 
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the RGG1, RRM, RGG2, ZnF, and RGG3 regions 

uniformly decreased. Most strikingly, at 1:10, almost all 

peaks of RRM, RGG2, ZnF, and RGG3 residues remained 

undetectable, but the peaks of PLD and some RGG1 

residues reappeared. The intensity of most PLD residues 

in the presence of ssDNA at 1:10 is even slightly higher 

than that in the free state (II of Fig. 2D). To assess whether 

ATP and nucleic acids also share the same binding sites 

in the context of full-length FUS, ATP was added into an 

FUS sample to 3 mM, where the HSQC peak intensity was 

significantly reduced. Subsequently, TssDNA or T24 was 

gradually added. Upon adding TssDNA at a ratio of 1:10, 

corresponding to 0.2 mM of TssDNA, many HSQC peaks 

reappeared, and the reappearance became complete at 

1:15 (0.3 mM). Further addition up to 1:50 showed no 

significant changes. Noticeably, the HSQC spectra of 

FUS in the presence of both ATP at 3mM and TssDNA at 

0.3 mM are highly superimposable to that of the FUS 

NTD in the presence of TssDNA alone at 1:5. This 

observation implies that: 1) the residues of full-length 

FUS binding to ATP and TssDNA are the same or at least 

highly overlapped; and 2) the binding affinity of TssDNA 

to these residues is much higher than that of ATP, and 

consequently, TssDNA at 0.3 mM could displace ATP at 

3 mM from binding with FUS. 

Hence, through their binding to similar residues, ATP 

and nucleic acids modulate LLPS of the full-length FUS 

molecule (I of Fig. 2E) in the same manner: enhancement 

at low concentrations and dissolution at high 

concentrations (Fig. 2E). ATP achieves this modulation 

through bivalent binding, utilizing its adenine aromatic 

rings to establish π-π and π-cation interactions with Arg 

residues and π-cation interaction with Lys residues. 

Additionally, the phosphate oxyanion of the triphosphate 

group establishes electrostatic interactions with Arg/Lys 

residues (II and III of Fig. 2E). Similarly, nucleic acids 

achieve the same biphasic modulation by utilizing their 

base aromatic rings and phosphate oxyanion to establish 

the multivalent binding to Arg/Lys residues (II' and III' of 

Fig. 2E). 

 

 
 
Figure 3. Amyloidosis of intrinsically-disordered regions and RRM of FUS. (A) EM images of the amyloid fibrils formed by FUS 

PLD (1-165) and NTD (1-267). (B) (I) Solid-state NMR structure of residues 37–97, viewed down the fibril growth axis, illustrating the 

overall fold; (II) Cryo-EM structures of amyloid fibrils formed over residues 112-150. (III) Cryo-EM structures of amyloid fibrils formed 

over residues 34-124. (C) EM images of the amyloid fibrils formed by FUS RRM. (D) Generalized squared order parameter (S2) of the 

FUS RRM domain. Light blue bars indicate residues with S2 > 0.77 while red bars for residues with S2 < 0.77 (average value as displayed 

as red line). (E) NMR structure of the FUS RRM domain (pdb ID of 2LCW) with residues having S2 < 0.77 colored in red. (F) FUS 

RRM domain in complex with ATP. (G) A proposed diagram to illustrate that the specific ATP binding kinetically inhibit the self-

assembly of FUS RRM into amyloid fibrils without detectable alteration of its thermodynamic stability.  

2.3. Amyloidosis of FUS domains 

 

A systematic screening revealed that FUS NTD and RRM 

spontaneously formed amyloid fibrils in vitro at room 

temperature, whereas CTD showed no such ability even 

with prolonged incubation [78,79]. Interestingly, FUS 

PLD (1-165) had a requirement for high concentrations 

(>50 μM) in order to undergo phase separation and form 

liquid droplets, which could subsequently transform into 

a hydrogel state containing amyloid-like fibrils following 
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a long incubation [86,87]. Conversely, FUS NTD (1-267) 

exhibited the ability to undergo phase separation at low 

concentrations (~1 μM), with a rapid transition into fibrils 

(Fig. 3A). Solid-state NMR analysis revealed that within 

the self-assembling fibrils formed by FUS (1-214), only a 

segment of 57 residues (39–95) constituted the fibril core, 

while other regions remained dynamically disordered 

[91]. Within the fibrils, residues 44–46, 52–54, 62–64, 

67–70, 85–90, and 93–95 formed β-strands that adopted a 

cross-β motif, characterized by the alignment of backbone 

carbonyl groups with the fibril growth axis (I of Fig. 3B). 

In contrast to the tightly packed steric zippers found in 

amyloid fibrils (103-105), the interaction between these 

kinked sheets was weak, primarily involving polar atoms 

and aromatic side chains. These unique properties were 

further revealed in the crystal structures of several short 

segments of FUS NTD (Fig. 2A) [91]. Moreover, a cryo-

EM structure of FUS NTD residues 112-150 revealed the 

adoption of U-shaped conformations, forming two 

subunits with in-register, parallel cross-β structures (II of 

Fig. 3B) [106]. The fibril core was found to be stabilized 

through a multitude of hydrogen bonds involving 

sidechains of Gln, Asn, Ser, and Tyr residues, both along 

and transverse to the direction of fibril growth. These 

interactions included diverse sidechain-to-backbone, 

sidechain-to-sidechain, and sidechain-to-water 

interactions. NMR measurements further demonstrated 

that portions of the disordered residues 151-214 exhibited 

high dynamics within the fibrils [91]. Very recently, a 

cryo-EM structure revealed a novel serpentine fold 

assumed by FUS NTD (34-124). This fold comprised 

three motifs that came together through a Tyr triad, 

resulting in the formation of an enlarged and stable fibril 

core (III of Fig. 3B). The stabilization of this fibril core 

was achieved through hydrophilic interactions and 

hydrogen bonds [107], which distinguished it from the 

commonly observed hydrophobic interaction-stabilized 

fibrils in previous studies [103-105]. 

Intriguingly, in vivo studies have shown that FUS 

cytotoxicity requires the presence of RRM [108], 

suggesting a crucial role for RRM domain fibrillation in 

the observed "gain-of-toxicity" in FUS. Spontaneous 

assembly of FUS RRM into amyloid fibrils has been 

observed under native conditions at room temperature 

(Fig. 3C) [78]. These findings imply that the amyloid 

fibrils formed by FUS PLD, lacking significant 

hydrophobic residues and relying primarily on 

interactions among polar residues, are relatively less toxic 

compared to the fibrils formed by FUS RRM, which 

contains numerous large hydrophobic residues. 

To understand the biophysical basis for amyloidosis 

of FUS RRM, 15N NMR backbone dynamics of FUS 

RRM were obtained which exhibit substantial 

conformational dynamics on ps-ns time scale. Briefly, the 

squared generalized order parameters, S2, displayed in 

Fig. 3D, depict the ps-ns conformational dynamics. S2 

values vary between 0, indicating significant internal 

motion, and 1, signifying complete motion restriction 

within a molecular reference frame. The average S2 value 

for FUS RRM is 0.77, significantly lower than that of 

EphA4 (0.86), a typical well-folded protein [109]. 

Specifically, the N- and C-terminal residues, along with 

the majority of residues over loops/turns, notably the 

unique KK-loop, exhibit S2 values below the average. 

Remarkably, even several residues situated within the β1, 

β2, and β3 strands display S2 values lower than the 

average. All C-terminal residues starting from Phe359, 

including the entire β4 strand, also demonstrate S2 values 

smaller than the average (Fig. 3E). 

To gain insights into the biophysical basis of FUS 

RRM amyloidosis, 15N NMR measurements were utilized 

to investigate the backbone dynamics of FUS RRM. The 

obtained results revealed significant conformational 

dynamics of FUS RRM on the ps-ns timescale. The 

squared generalized order parameters, S2, depicted in 

Figure 3D, were employed to illustrate the ps-ns 

conformational dynamics. S2 values range from 0, 

indicating unrestricted internal motion, to 1, indicating 

complete motion restriction within a molecular reference 

frame. The average S2 value for FUS RRM was found to 

be 0.77, which is notably lower than that of EphA4 (0.86), 

a representative well-folded protein [109]. Notably, the N- 

and C-terminal residues, as well as the majority of 

residues located in loops/turns, particularly the unique 

KK-loop, exhibited S2 values below the average. 

Interestingly, even several residues within the β1, β2, and 

β3 strands displayed S2 values lower than the average. 

Additionally, all C-terminal residues starting from 

Phe359, including the entire β4 strand, exhibited S2 

values smaller than the average (Fig. 3E).  

Considering the high concentrations of ATP in living 

cells, a question arises regarding whether ATP can 

interact specifically with FUS RRM and influence its 

amyloid fibril formation. In a recent study [110], the 

interactions between FUS RRM and ATP, AMP, and 

triphosphate (PPP) were investigated using NMR. 

Interestingly, ATP was found to bind specifically to a 

pocket located on the nucleic-acid-binding surface of FUS 

FFM, with a Kd value of 3.77 ± 0.49 mM. This pocket 

comprises 10 residues situated across the N- and C-

termini and loops, except for Val289 within the first β-

strand and Thr338 within the third β-strand (I of Fig. 3F). 

Both the adenine aromatic ring and the triphosphate chain 

of ATP were observed to contribute to the interaction with 

FUS RRM residues. The aromatic ring of ATP is 

positioned within a relatively hydrophobic pocket, while 

the triphosphate chain is embedded in a pocket of FUS 

RRM with a negatively charged surface. Specifically, the 
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aromatic ring of ATP directly contacts the side chain of 

Arg328, likely through π-π and π-cation interactions 

[111], while the oxygen atoms of the triphosphate chain 

form hydrogen bonds with the side chain protons of 

Asn323 and Thr338, respectively (II of Fig. 3F). 

Surprisingly, despite not significantly affecting the 

thermodynamic stability of FUS RRM, the presence of 

ATP at a concentration of 3 mM was found to inhibit the 

formation of amyloid fibrils. This inhibition was 

demonstrated by multiple biophysical probes, including 

ThT-binding induced fluorescence and electron 

microscopy [110].  

Therefore, it appears that ATP binding inhibits 

amyloidosis by increasing the kinetic barrier (Fig. 3G). In 

brief, FUS RRM consists of a central four-stranded β-

sheet flanked by two α-helices on one side and the N- and 

C-termini along with loops on the other side. Previous 

studies have shown that FUS RRM exhibits relatively 

high backbone dynamics even on the ps-ns timescale (Fig. 

3D and 3E). Consequently, the self-assembly of FUS 

RRM into amyloid fibrils is likely initiated by the 

dynamic opening of the structure, allowing for 

intermolecular oligomerization driven by the central β-

sheets. Thus, the fibrillation process of the free FUS RRM 

domain has a relatively low kinetic barrier. Interestingly, 

the ATP-binding pocket of the RRM domain is 

predominantly formed by the N- and C-termini and loops. 

Therefore, the binding of ATP into this pocket is expected 

to partially restrict the structure opening, leading to an 

increase in the kinetic barrier for fibrillation [110]. These 

studies offer a potential explanation for the requirement 

of RRM in FUS cytotoxicity [108]. The fibrils formed by 

FUS PLD, being primarily stabilized by weaker polar 

interactions, are reversible in nature. In contrast, RRM 

fibrillization is driven by hydrophobic interactions, which 

are irreversible and associated with higher toxicity. This 

distinction suggests that the irreversible and highly toxic 

nature of RRM fibrils contributes to the observed 

cytotoxic effects of FUS. 

 

 
Figure 4. Domain organization, sequence and structures of TDP-43. (A) Domain organization of 419-residue human TDP-43 

protein. (B) (I) Three-dimensional structures of NTD which can oligomerize into the helical filament with single molecules arranged 

in head-to-tail fashion particularly enhanced by binding ATP. (II) linked RRM1 and RRM2 showing the correlated residues between 

two RRM domains identified by NMR. (III) Amino acid compositions of intrinsically-disordered PLD (265-414) and NMR structure 

of the hydrophobic fragment 307-347 in the membrane-mimicking environment. (C) Superimposition of HSQC spectra of the 15N-

labeled TDP-43 RRM12 in the presence of the unlabelled PLD at molar ratio (PLD/RRMs) of 0 (blue), 0.5 (red) and 2.0 (green). 

Assignments of some significantly shifted peaks are labeled in red if within RRM1 or blue within RRM2. The shift tracings are indicated 

by arrows for 9 significantly shifted peaks. Inlets: the shift tracings of Gly141, Gly170 and Gly252 in the presence of the unlabelled 

TDP-43 PLD at 1:0 (blue), 1:0.5 (red), 1:1 (black), 1:1.5 (cyan), 1:2.0 (green) and 1:2.5 (purple). (D) NMR structure of TDP-43 RRM12 

in complex with RNA (PDB ID: 4BS2) in which spheres are used to represent 9 residues with significantly shifted HSQC peaks as well 

as Trp113. D169G mutant is the only ALS-causing mutant identified so far on RRMs. (E) Diagram for illustrating the inter-domain 

interaction of TDP-43 and the exchange between the closed and open states. 
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3. TAR-DNA-binding protein-43 (TDP-43) 

 

3.1. Domain organization, amino acid composition and 

structures of TDP-43. 

 

TAR-DNA-binding protein-43 (TDP-43) was initially 

identified to bind TAR DNA in HIV to inhibit its 

transcription [112]. TDP-43 is a multifunctional protein 

from the hnRNP family, which is involved in various 

cellular processes. It primarily localizes in the nucleus but 

can shuttle between the nucleus and cytoplasm. Within the 

nucleus, TDP-43 binds to DNA and RNA, particularly 

with a high affinity for single-stranded DNA and RNA, 

encompassing over 6000 RNA species. It plays a crucial 

role in regulating RNA metabolism, including 

transcription, splicing, and mRNA stability [113]. 

Additionally, TDP-43 can undergo liquid-liquid phase 

separation, contributing to the formation of stress granules 

(SGs) and other membraneless organelles, which are vital 

for cellular stress response and RNA metabolism. 

Misfolding/inclusion of TDP-43 in the cytoplasm is a 

hallmark characteristic of neurodegenerative diseases 

such as ALS and FTD, leading to loss of normal nuclear 

function and acquisition of toxic properties that contribute 

to neuronal dysfunction and cell death [114-117]. The 

exact mechanisms underlying TDP-43 pathology involve 

impaired RNA processing and disruption of protein 

homeostasis. TDP43 has emerged as one of the most 

extensively studied proteins in neurodegenerative 

diseases and is also implicated in cancer, making it a 

crucial target for drug design in both fields [117,118]. 

The 414-residue TDP-43 is composed of distinct 

domains: the N-terminal domain (NTD) over residues 1-

80, two RNA recognition motif (RRM) domains over 

residues 104-262, and a C-terminal PLD domain rich in 

Gln/Asn/Ser/Gly over residues 265-414 (Fig. 4A). 

Initially, due to its propensity for aggregation and lack of 

sequence homology with other proteins, TDP-43 NTD 

was widely believed to lack a structured domain. 

However, through the discovery that insoluble proteins 

can be solubilized in unsalted water [119] and the 

utilization of the CS-Rosetta method with sparse NMR 

data [120], the structure of TDP-43 NTD spanning 

residues 1-80 was first determined to adopt a fold similar 

to ubiquitin (I of Fig. 4B), which possesses the ability to 

bind RNA and single-stranded DNA [121]. So far, four 

more structures have been reported, including three NMR 

structures [122-124] and one crystal structure [125]. The 

first NMR structure exhibits the highest similarity to the 

crystal structure (PDB ID 5MDI), with a backbone RMSD 

value of only 1.42 Å (I of Fig. 4B). Intriguingly, further 

investigations have revealed that the structures of TDP-43 

NTD are more akin to several proteins in the ubiquitin 

superfamily, such as aXin-1 and Dishevelled (DIX) 

domains, rather than ubiquitin itself [122-125]. Strikingly, 

TDP-43 NTD forms head-to-tail oligomers arranged as a 

tubular super-helical filament (I of Fig. 4B), representing 

its physiological and functional state in vivo [125]. This 

NTD-driven oligomerization of TDP-43 was proposed to 

serve to spatially separate the C-terminal PLD, which 

prone to aggregation and amyloid fibrillation, thereby 

reducing the intermolecular interactions between PLD 

monomers and counteracting the formation of 

pathological aggregates [125,126]. 

TDP-43 is also composed of two tandemly-tethered 

RNA recognition motif (RRM) domains (II of Fig. 4B), 

which play a crucial role in binding various nucleic acids, 

including single- or double-stranded DNA/RNA, and 

contribute to a range of functions such as transcriptional 

repression, pre-mRNA splicing, translational regulation 

[127-129], and even muscle regeneration [130]. The 

crystal structures of the individual RRM1 and RRM2 

domains have been determined separately [127, 128], 

while the tandem RRM1 and RRM2 domains in complex 

with RNA were elucidated using NMR techniques [129]. 

Structurally, both RRM domains of TDP-43 adopt the 

characteristic fold observed in all RRM domains, 

consisting of a four-stranded β-sheet and two 

perpendicular α-helices. However, unlike the RRM 

domain of FUS, the RRM domains of TDP-43 do not 

possess the "KK-loop," distinguishing them structurally 

from other members of the RRM family [127,129]. 

Interestingly, the tethered RRM1-RRM2 in TDP-43 

exhibits a notable propensity for aggregation, while the 

isolated domains have remarkable stability and solubility 

[131, 132]. Moreover, the tethered RRM1-RRM2 

experiences significant destabilization, as indicated by a 

reduced melting temperature (Tm) of only 49 °C, whereas 

the isolated RRM1 and RRM2 domains have higher Tm 

values of 57 °C and 59 °C, respectively [131-133]. 

Surprisingly, under the same experimental conditions, the 

tethered RRM1-RRM2 can form amyloid fibrils within a 

few days, whereas the isolated domains fail to fibrillate 

even after a month [133]. Recent studies employing NMR 

and molecular dynamics (MD) simulations have revealed 

that the inter-domain correlation motions exist between 

two TDP-43 RRM domains which are strongly coupled 

(II of Fig. 4B), providing a rational explanation for these 

observations [131]. 

TDP-43 PLD plays a crucial role in both driving 

phase separation and associating with ALS pathogenesis. 

This connection is particularly evident due to the fact that 

TDP-43 PLD harbors nearly all known ALS-caused 

mutations and has been found to be responsible for the 

prion-like propagation of ALS. Intriguingly, unlike 

prototypic PLD domains such as FUS PLD (1-165) which 

is rich in aromatic residues (I of Fig. 1B), the TDP43 PLD 

is distinguished by the inclusion of 10 methionine 
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residues and a 25-residue region which are evolutionarily 

ultra-conserved in vertebrates (III of Fig. 4B) [134-136]. 

However, due to the inherent tendency of the full-length 

PLD to aggregate, NMR investigations have primarily 

focused on its dissected fragments [137,138]. Recent 

NMR studies have revealed that the full-length TDP-43 

PLD is intrinsically disordered [22,139], with only a 

nascent helical conformation observed in a hydrophobic 

region from Ser403 to Met414 at acidic pH which, 

however, could transform into -like conformation at 

neutral pH [22]. Interestingly, a membrane-interacting 

subdomain spanning residues Met311 to Gln343 has been 

identified, which is essential for TDP-43 neurotoxicity. 

This subdomain undergoes a conformational 

transformation into a well-folded Ω-loop-helix structure 

(III of Fig. 4B) when embedded in membrane 

environments [22]. 

A crucial question arises as whether the inter-domain 

interactions exist in TDP-43 [140]. Understanding these 

interactions is vital in utilizing the structural information 

acquired from isolated domains to comprehend the 

properties of full-length TDP-43. The presence of inter-

domain interactions, if existent, could significantly impact 

the aggregation mechanism and biochemical 

characteristics of TDP-43, including its interaction with 

nucleic acids. Furthermore, this knowledge is highly 

critical for gaining insights into the physiology and 

proteinopathy of TDP-43 within cells, as the modulation 

of inter-domain interactions might be tightly regulated by 

cellular processes. Notably, serine phosphorylation has 

been implicated in TDP-43 pathogenesis, yet the 

underlying molecular mechanism remains elusive [140-

142]. 

In contrast to the full-length FUS, which exhibited 

detectable HSQC peaks for most residues of all domains, 

an unexpected observation was made with full-length 

TDP-43. Not only were the HSQC peaks of the N-domain 

and two RRMs undetectable, but the majority of HSQC 

peaks from the prion-like domain also vanished [140]. 

Consequently, the interactions between domains were 

further characterized using NMR with differentially 

dissected domains. For instance, 15N-labeled RRM1-

RRM2, connected together, was titrated with unlabeled 

PLD (Fig. 4C). Nine residues in RRM1 and RRM2 were 

identified to interact with PLD, including Thr115, 

Asp119, Gly141, Arg151, Asp169, Gly170, and Arg171 

in RRM1, as well as Met202 and Gly252 in RRM2 (Fig. 

4D), with estimated Kd values of approximately 5 μM. It 

is possible that the binding affinity might be higher and/or 

the interacting interface may be larger when the RRMs 

and prion-like domain are covalently linked, as in the case 

of TDP-43 (102-414), where all HSQC peaks of the 

RRMs disappeared. Interestingly, in the full-length TDP-

43, only HSQC peaks corresponding to a limited region 

preceding the hydrophobic fragment were observable 

[140]. This region includes residues Gly277, Gly278, 

Gly281, G282, Gly284, Gly287, Gly288, Gly290, 

Gly294, Gly295, and Gly298. These observations suggest 

that the prion-like domain interacts with both the N-

domain and RRMs. Furthermore, residues within the 

prion-like domain, in addition to the N-terminal region 

spanning Gly277-Gly298, are involved in interactions 

with the RRMs and N-Domain. These interactions induce 

microsecond-millisecond dynamics, ultimately leading to 

the loss of HSQC peaks for a significant portion of TDP-

43 residues, similar to what has been extensively observed 

on the interactions involved in intrinsically-disordered 

proteins [143]. 

Therefore, inter-domain interactions do exist in TDP-

43 but have relatively low affinity (in the micromolar 

range), resulting in conformational exchange between 

"closed" and "open" states on a microsecond to 

millisecond timescale (Fig. 4E). These conformational 

dynamics appear to be essential for TDP-43 to fulfill its 

functions. On one hand, these interactions can help 

prevent excessive exposure of the N-domain and prion-

like domain, thereby minimizing their aggregation and 

toxicity, as recently discovered. On the other hand, if 

needed, the conformational equilibrium can be shifted 

towards the open state, which is favorable for binding its 

ligands such as partner proteins, phase separation, and 

reversible self-assembly into functional oligomers. Due to 

the presence of inter-domain interactions, the full-length 

TDP-43 is expected to exhibit distinct features compared 

to individual domains. Indeed, under pathological 

conditions, inter-domain interactions can be disrupted, for 

example, through ALS-causing cleavage of RRM2. This 

disruption dramatically facilitates the formation of 

inclusions and amyloid fibrils characteristic of ALS 

pathogenesis [144]. 

 

3.2. LLPS of TDP-43. 

 

LLPS of the full-length TDP-43 has been shown to be 

driven by multivalent interactions involving different 

domains, including the folded NTD and intrinsically 

disordered PLD. NTD oligomerization is proposed to play 

a critical role in the assembly of TDP-43 into head-to-tail 

linear chains responsible for LLPS [125,126]. However, 

the existence of dynamic inter-domain interactions makes 

it extremely challenging to characterize the full-length 

TDP-43 LLPS using high-resolution NMR methods 

[140]. Consequently, NMR studies have mostly focused 

on dissected TDP-43 domains. In the absence of 

molecular crowding agents such as polyethyleneglycol 

(PEG), only the isolated TDP-43 PLD demonstrates the 

ability to undergo LLPS [22,134-136,139,145-150]. On 

the other hand, the isolated NTD (1-102), linked RRM12 
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(102-269), and NTD-RRM12 (1-269) lack the capability 

to phase separate individually. However, the addition of 

10% w/v PEG-3350 induces LLPS of TDP-43 RBDs (1-

273) at 50 μM, which was proposed to primarily rely on 

the oligomerization of the N-terminal domain (NTD) 

[151]. 

 

 
 

Figure 5. LLPS and its modulation by ATP and nucleic acids of TDP-43 Domains. (A) Two proposed 

mechanisms for LLPS of TDP-43 PLD. (B) ssDNA biphasically modulates LLPS of TDP-43 NTD (1-102) 

consisting of well-folded domain over 1-80 and intrinsically-disordered region 81-102. (C) A speculative 

model to rationalize the specific binding of ssDNA to induce and subsequently dissolve LLPS of NTD. 

(D) Chemical shift differences (CSDs) of HSQC peaks of WT-PLD upon addition of ATP and A6 (I); A6, 

Tar32 and T32 (II). (E) CSDs of HSQC peaks of (311-343)-PLD upon addition of ATP and A6 (I); A6, 

Tar32 and T32 (II). (f) A speculative model for ATP and ssDNA to modulate LLPS of TDP-43 PLD. 
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With regard to TDP-43 PLD, extensive studies 

revealed that the evolutionarily conserved hydrophobic 

region over residues 311-343 with the nascent helical 

conformation plays a key role in driving LLPS [134-

136,139,145-150]. Indeed, TDP-43 PLD with residues 

311-343 deleted loses the ability to phase separate under 

various solution conditions in vitro [149,150]. 

Interestingly, one residue-specific NMR study at pH 6.1 

[139] suggested that LLPS of TDP-43 PLD primarily 

occurs through intermolecular self-interaction of residues 

321–340 to promote the helical propensity (I of Fig. 5A). 

Additionally, the spacing of hydrophobic ‘sticker’ 

residues interspersed by flexible linkers, electrostatic 

interaction and aromatic residues adjacent to Gly or Ser 

have also been proposed to be important [146-148]. 

Interestingly, other studies suggested that at pH 6.8 the 

nascent helical conformation of residues 321–340 

undergoes transformation into the labile cross-β oligomer 

(II of Fig. 5A), which facilitate biologically-relevant 

LLPS and amyloidosis [134-136,152]. Evidently, 

oxidation of methionine residues, which enhances the 

helical conformation, hinders the cross-β assembly as well 

as LLPS [134,135]. In this context, the variation in pH 

values among these studies appears to critically account 

for the conformational differences observed on this 

evolutionarily-conserved region. Indeed, acidic pH values 

below pH 6.5 were found to largely inhibit the α-to-β 

transformation as well as LLPS and further amyloidosis 

of TDP-43 PLD [22, 134-136, 152].The cellular 

environments where TDP-43 exists is rich in ATP and 

nucleic acids [153-156]. A recent in vivo study revealed 

distinct pathways by which LLPS of TDP-43 is regulated 

through its oligomerization and interactions with RNA 

and ATP [126]. TDP-43 appears to undergo alternation 

between NTD- and PLD-mediated LLPS, determined by 

the presence or absence of RNA and ATP. NTD-mediated 

oligomerization and RNA binding maintain TDP-43's 

localization, LLPS, and physiological function. 

Disruption results in nuclear and cytoplasmic aggregation 

observed in ALS and FTLD. As the direct binding of ATP 

to TDP-43 NTD promotes its functional oligomerization 

[156], reduced cellular ATP levels with age [157] might 

induce monomerization, causing TDP-43 to exit the 

nucleus into the cytoplasm, where aberrant LLPS and 

aggregation may occur. Additionally, even in the absence 

of specific RRM-RNA interactions, high RNA 

concentrations within the nucleus inhibit or dissolve 

LLPS of RNA-binding proteins like TDP-43 [96], thus 

acting as a protective measure against abnormal LLPS and 

aggregation. Consequently, an important question arises: 

do ATP and nucleic acids provide additional driving 

forces for the LLPS of TDP-43 domains? 

A study using 10 ssDNA sequences, including 

functional ligands Tar32 and non-specific sequences of 

various lengths, revealed that ssDNA can biphasically 

modulate LLPS of the NTD (1-102) of TDP-43 consisting 

of well-folded residues 1-80 and an intrinsically 

disordered region 81-102. At low concentrations of 

ssDNA, NTD was induced to phase separate, while at high 

concentrations, LLPS was dissolved (Fig. 5B). In 

contrast, no LLPS was induced when ssDNA was added 

to NTD (1-80) [153]. Further studies [156] found that 

ATP could bind NTD (1-102) over both well-folded 

residues 1-80 and intrinsically disordered region 81-102 

but induced no LLPS. Based on these findings, a model 

was proposed for the ssDNA-induced LLPS of NTD (1-

102) (Fig. 5C). Briefly, the folded TDP-43 NTD has been 

shown to weakly bind both RNA and ssDNA using a large 

positively-charged surface [121]. Additionally, two 

Arg/Lys-rich regions within the disordered region 81-102, 

could also weakly interact with ssDNA [122]. Thus, the 

TDP-43 NTD (1-102) contains multiple sites for weak 

interactions with nucleic acids. As such, in the absence of 

ssDNA, the TDP-43 NTD (1-102) exists as a 

homogeneous solution (I of Fig. 5C). However, upon 

adding ssDNA, dynamic heterotypic assemblies of 

ssDNA-NTD (1-102) can form through weak and 

multivalent interactions, manifesting as liquid droplets (II 

of Fig. 5C). The formation of these liquid droplets 

depends on the number of binding sites on the ssDNA, 

making the capacity of ssDNA to induce LLPS length-

dependent. Furthermore, if the molar ratio between 

ssDNA and NTD (1-102) is too high, each ssDNA 

molecule can only bind one or a small number of NTD (1-

102) molecules, as well as the ssDNA-NTD complex 

become highly negatively-charged and thus repulsive (III 

of Fig. 5C). As a result, the large and dynamic heterotypic 

assemblies is restricted, leading to the reduction or 

dissolution of the liquid droplets. Moreover, Poly(ADP-

Ribose) (PAR), which structurally resembles nucleic 

acids, has also been shown to induce LLPS of TDP-43 

NTD (1-102), likely through similar binding to the folded 

NTD (1-80) and two PAR-binding motifs (PBMs) 

containing Arg/Lys residues within the disordered region 

[154]. 

As shown in Fig. 2C, for FUS CTD which is 

intrinsically-disordered and rich in RG-/RGG-motifs, its 

LLPS was shown to be biphasically modulated through 

the binding of ATP and nucleic acids to CTD Arg/Lys 

residues. However, the high abundance of Arg/Lys 

residues within FUS CTD (25 Arg and 4 Lys) makes it 

challenging to determine, through NMR and site-directed 

mutagenesis, the high-resolution mechanism for ATP and 

RNA/DNA specifically to bind these Arg/Lys residues for 

modulating LLPS. In this context, TDP-43 PLD (265-

414) only has a small number of Arg and Lys residues, 

specifically Arg268, Arg272, Arg275, Arg293, Arg361, 

and Lys408 (I of Fig. 5D), providing an excellent model 
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to explore whether LLPS of TDP-43 PLD can be 

modulated by ATP and nucleic acids. If such modulation 

occurs, does it happen through non-specific 

electrostatic/salt effects or specific binding of ATP and 

nucleic acids to Arg/Lys residues? 

Recently, two studies have systematically 

investigated the effects of ATP and ssDNA on LLPS of 

TDP-43 PLD as well as the residue-specific interactions 

by DIC and NMR [149,150]. Briefly, these investigations 

focused on effects of ATP, ssDNA including Tar32, A32, 

and A6 on LLPS as well as their molecular interactions 

with WT (Fig. 5D) and mutant PLDs including PLD 

Δ(311-343) with residues 311-343 deleted but pI 

unaltered (Fig. 5E), as well as All-K PLD with all five Arg 

residues replaced by Lys and pI of 9.6. Strikingly, ATP 

could biphasically modulate LLPS of TDP-43 PLD: 

induction at low ATP concentrations followed by 

dissolution at high concentrations [149]. Very 

unexpectedly, ATP only induces the shift of a small set of 

HSQC peaks upon addition even up to 1:1000. Briefly, 

except for the last residue Met414, the residues with 

significant shifts are clustered around N-terminal three 

Arg residues, which include Arg268-Gln269-L270-

Glu271-Arg272-Ser273 and Arg275-Phe276 (I of Fig. 

5D). Furthermore, for a PLD mutant with Arg268, 

Arg272, and Arg275 mutated to Ala, ATP was still able 

to induce LLPS but with much less droplet number. NMR 

characterization revealed that the residues clustered over 

three N-terminal Arg residues no longer showed large 

shifts, indicating that the observed shift resulted from 

specific binding of ATP to three Arg [149]. For PLD 

(311-343) without the ability to phase separate under 

various solution conditions, the addition of ATP even 

upon to 1:1500 also failed to induce its LLPS or 

aggregation [149]. Nevertheless, ATP still induced 

significant shifts of N-terminal residues (I of Fig. 5E) 

whose pattern is very similar to that of the WT PLD (I of 

Fig. 5D). For All-K PLD, the addition of ATP could only 

slightly induce LLPS while further addition of ATP only 

led to a slow dissolution of the droplets. On the other 

hand, upon adding ATP, All-K PLD has an overall shift 

pattern of HSQC peaks very similar to that of WT. 

Nevertheless, for WT PLD, the shift of HSQC peaks was 

saturated at 1:100 (PLD:ATP), while for All-K PLD, the 

shifts remained unsaturated even at 1:500 [149]. The 

results unambiguously unveiled that ATP specifically 

binds Arg residues regardless of the sequence contexts of 

different TDP-43 PLD mutants, with the binding affinity 

much higher than that of Lys, consistent with previous 

NMR studies [158]. Furthermore, unlike FUS CTD 

abundant in Arg/Lys residues whose LLPS was solely 

modulated by ATP, for TDP-43 PLD, whether ATP 

induces LLPS further depends on the presence of the 

unique region 311–343, although ATP bind the same set 

of residues of WT and Δ(311-343) PLD.  

Therefore, due to its weak binding affinity, the exact 

mechanisms for the ATP binding to modulate LLPS 

appear to be highly context-dependent. For 156-residue 

FUS CTD with 25 Arg and 4 Lys residues, the bivalent 

binding of ATP to Arg and Lys is sufficient to directly 

induce LLPS by forming large and dynamic complexes at 

low ATP ratios followed by dissolution at high ATP ratios 

due to the exceedingly binding (Fig. 2C). By contrast, for 

150-residue TDP-43 PLD with only 5 Arg and 1 Lys 

residues, the ATP binding is insufficient to solely drive 

LLPS, and thus needs to coordinate other driving forces, 

particularly the oligomerization of the unique 

hydrophobic region to induce LLPS (Fig. 5F). 

In another study [150], three ssDNA have been shown 

to biphasically modulate LLPS of TDP-43 WT PLD. For 

A6, LLPS reached the highest at a molar ratio of 1:3, 

whereas the dissolution was completed at 1:5. On the 

other hand, upon stepwise addition of Tar32, LLPS 

reached the highest at 1:0.25. Further addition of Tar32 

led to dissolution of LLPS at 1:1. A32 also induced and 

then dissolved LLPS with a pattern very similar to that of 

Tar32. NMR characterization revealed that the addition of 

A6 triggered the shift of only a small set of HSQC peaks, 

whose pattern is very similar to that induced by ATP (I of 

Fig. 5D). By contrast, the addition of Tar32 induced the 

shift of a large set of HSQC peaks from the residues over 

the whole PLD sequence, while the addition of A32 led to 

a shift pattern very similar to that of Tar32 (II of Fig. 5D).  

Noticeably, for PLD Δ(311-343), A6 could trigger the 

shift of a small set of HSQC peaks very similar to that 

induced by ATP (I of Fig. 5E), but was unable to induce 

LLPS with the ratio even up to 1:5. By contrast, Tar32 

induced LLPS and reached the highest at 1:0.25, while at 

1:1 LLPS was completely dissolved. Interestingly, A32 

modulated LLPS with a pattern very similar to that by 

Tar32. Further NMR studies indicated that the residues 

significantly perturbed by Tar32 and A32 are very similar 

(II of Fig. 5E). The results indicate that the existence of 

the hydrophobic region 311–343 appears to have no 

detectable impact on the binding affinity of A6, A32, and 

Tar32 to Arg/Lys residues. Nevertheless, it has a key 

contribution to the strength of the driving force for LLPS. 

For ATP and A6 with the low binding affinity, although 

they still bind the similar set of residues of Del-PLD at 

similar affinity, they failed to induce LLPS because of the 

absence of the intrinsic driving force from the 

oligomerization of residues 311–343. Nevertheless, for 

Tar32/A32 with a strong binding affinity, their 

multivalent binding is sufficient to drive and then dissolve 

LLPS of Del-PLD even without the intrinsic driving force.  

The results together reveal that: 1) ATP, A6, Tar32, and 

A32 appear to biphasically modulate LLPS through 
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commonly binding Arg/Lys residues because they are all 

composed of the same building unit: nucleotide. As such, 

they are all able to establish electrostatic interactions 

between the phosphate group of nucleotide and side chain 

cations of Arg/Lys as well as π–π/π–cation interactions 

between base aromatic rings and Arg/Lys side chains. 2) 

The results that Tar32 containing all four bases but A32 

consisting of only adenine have highly similar modulating 

capacity suggest that four bases have a highly similar 

affinity in establishing π–π/π–cation interactions with side 

chains of Arg/Lys residues within IDRs. 3) Tar32 and 

A32 have the binding affinity much higher than those of 

ATP and A6, because ATP, A6, Tar32/A32 have different 

numbers of covalently linked nucleotides, and they are 

expected to have length-dependent affinities. It is well 

established that for a multivalent binder, its dissociation 

constant (Kd) value is the time of Kd values of the 

individual binding events if assuming these binding 

events are independent [102]. 4) The binding affinity of 

ATP and ssDNA to Arg is much higher than that to Lys 

because the base aromatic rings can establish π–π/π–

cation interactions with Arg side chains, but only π–cation 

interaction with Lys side chains. 

 

 
Figure 6. Amyloidosis of RRM1-RRM2 and PLD of TDP-43. (A) Amyloid formation of the linked 

RRM1-RRM2 domains without and with ATP at 3 mM. (B) Structure of RRM1-RRM2 with the RRM2 

fragment 247-257 colored in purple. (C) Three different crystal structures of the amyloid fibrils formed by 

the RRM2 fragment 247-257. (D) Structures of RRM1 in complex with ATP. (E) Structures of RRM2 in 

complex with ATP. (F) Comparison of structures of RRM1-RRM2 in complex with ATP and with RNA 

in ribbon (I) and electrostatic surfaces (II). (G) DSF melting curves of thermal unfolding of the TDP-43 

RRM1-RRM2 in the presence of ATP and Tar32 ssDNA at different concentrations, as well as with the 

pre-existence of 3 mM ATP and further addition of Tar32 ssDNA, by plotting the first derivative of the 

fluorescence emission as a function of temperature (dF/dT). Here, the Tm is represented as the lowest point 

of the curve. (H) Amyloid fibrils formed by WT PLD (265-414) and its three ALS-causing mutants A315E, 

Q331K and M337V. (i) Cryo-EM structures of various TDP-43 PLD fragments. 
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3.3. Amyloidosis of TDP-43 domains 

 

Abnormal aggregation/amyloidosis of TDP-43 is a 

hallmark of ALS and FTD. In particular, TDP-43 was 

identified to undergo cleavages, resulting in different 

pathological fragments, out of which are two major 

groups: approximately 35 and 25 kDa fragments with 

elevated aggregation and cytotoxicity. The 25-kDa 

fragment, which is cleaved at Arg208, consists of the 

truncated RRM2 and CTD [125,140]. Extensive research 

has demonstrated that in addition to PLD, the two RRM 

domains of TDP-43 also play a crucial role in binding 

various nucleic acids, and contribute to disease-associated 

aggregation and fibrillation, especially when ALS-

causing cleavage occurs [159-164]. Notably, recent 

discoveries have identified small molecules that target the 

RRM domains of TDP-43 and alleviate locomotor defects 

in a drosophila model of ALS [165]. 

Interestingly, the linked RRM1 and RRM2 became 

destabilized and was shown to form amyloid fibrils even 

under the native conditions at room temperature (Fig. 6A). 

The atomic structures of a fragment derived from residues 

247-257 of RRM2 (Fig. 6B) have been determined. 

Strikingly, this fragment could form multiple amyloid 

polymorphs, with seven distinct interfaces involving five 

symmetry classes of steric zippers [166]. In particular, the 

fragment could adopt three distinct backbone 

conformations (Fig. 6C), showcasing the ability of an 

amyloid protein to generate diverse fibril structures at the 

molecular level [166]. 

As amyloid fibrillation of FUS RRM domain highly 

depends on its thermodynamic stability [78] and was 

modulated by binding to ATP [110], the binding of ATP 

to the linked TDP-43 RRM1 and RRM2 were 

characterized by NMR [131-133]. Both RRM1 and 

RRM2 could bind to ATP with the average dissociation 

constant (Kd) values of 2.58 ± 0.31 mM for RRM1 (Fig. 

6D) and 13.85 ± 0.86 mM for RRM2 (Fig. 6E). This result 

indicates that although ATP is capable of specifically 

binding both RRM domains of TDP-43, it has 

significantly diverse affinities. As shown in Fig. 5F, the 

RRM1 and RRM2 structures in complex with ATP are 

very similar to those in complex with RNA. On the other 

hand, although ATP occupies the conserved pockets of 

RRM1 and RRM2 for binding nucleic acids, ATP and 

RNA binding sites are not completely overlapped (Fig. 

6F). In the ATP-RRM1 complex, the triphosphate chain 

of ATP has close contacts with the side chains of K145 

and K114 residues (Fig. 6D), while the aromatic ring of 

ATP inserts into a positively charged pocket constituted 

by K136, K137, K176 and K181. A close examination 

further reveals that the aromatic ring of ATP has close 

contacts with the side chains of both K176 and K181 by 

establishing -cation interactions. Furthermore, three 

phosphate oxyanions of ATP form five hydrogen bonds 

with the backbone atoms of S144 and K145. By contrast, 

in the ATP-RRM2 complex, the aromatic ring of ATP has 

close contacts with the aromatic rings of F194 and F231 

by establishing - interactions (Fig. 6E). Very different 

from that of the ATP-RRM1 complex, the ATP binding 

pocket on RRM2 appears to be even slightly negatively 

charged (II of Fig. 6F). Only one hydrogen bond is formed 

between the b phosphate oxyanions of ATP and the 

backbone atom of V195 (Fig. 6E). The very distinctive 

properties of the ATP-binding pockets of RRM1 and 

RRM2 thus explain their different binding affinities to 

ATP, and further reveal the general binding determinants 

for ATP-protein interactions at concentrations > mM: 1) 

-cation interaction appears to be stronger than - 

interaction even in the well-folded RRM domains; 2) the 

number of the hydrogen bonds formed with the 

triphosphate chain appears to be also critical for the 

binding affinity because previously in the ATP-RRM 

complex of FUS, only one hydrogen bond is formed with 

the triphosphate chain. Consequently, its binding affinity 

(Kd of 3.77 mM) is slightly lower than the current ATP-

RRM1 complex of TDP-43 (Kd of 2.58 mM), although 

the aromatic ring of ATP also established -cation 

interactions with the FUS Arg residue with both - and 

-cation interactions. 

Very different from what was observed on FUS RRM 

domain [110], ATP can increase Tm of the linked TDP-

43 RRM12 domains from 49 °C to 54 °C (I of Fig. 6G). 

Subsequently, Tar32, a functional ssDNA ligand of TDP-

43 RRM domains significantly increase Tm of the linked 

RRM domains from 49 °C to 58 °C (II of Fig. 6g). Very 

interestingly, if with the preexistence of ATP at 3 mM 

which mimic ATP concentrations in neurons, Tar32 

significantly increases Tm from 49 °C to 62 °C (III of Fig. 

6G). Noticeably, ATP and Tar32 have additive effects in 

stabilizing the TDP-43 RRM domains, implying that 

Tar32 might not displace ATP from binding RRM 

domains, but instead Tar32 and ATP can synchronize in 

enhancing the stability, consistent with the observation 

that the binding pockets of RRM1 and RRM2 to ATP and 

RNA are only partly overlapped, and a close examination 

further reveals that ATP appears to insert into the binding 

cavity deeper than RNA due to its small size (Fig. 6F). 

While during the incubation, the sample without ATP 

became cloudy and had HSQC peaks gradually 

disappeared, characteristic of a gradual increase in the 

fluorescence induced by ThT binding and formation of 

fibrils [133]. By contrast, the presence of ATP at 3 mM 

was sufficient to suppress the formation of fibrils even up 

to 15 days (Fig. 6A), thus implying that ATP at 3 mM is 

sufficient to inhibit amyloid fibrillation of TDP-43 

RRM12 domains. Together with previous results with 

FUS [110], it appears that the binding of ATP to the RRM 
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domains might represent a general safeguard mechanism 

to prevent “gain-of-toxicity” of RRM-containing proteins 

including, but not just limited to, TDP-43 and FUS. As 

such, the fact that neurons have relatively low ATP 

concentrations (~3 mM) may explain why TDP-43, FUS 

and other RRM-containing proteins are particularly prone 

to aggregation in the cytoplasm of neurons. Furthermore, 

it is well known that upon becoming aged, ATP 

concentrations in human cells including neurons become 

gradually reduced. The reduction of ATP concentrations 

might at least partly account for the long-standing 

observation that the risk of neurodegenerative diseases 

including ALS/ FTD and AD significantly increases upon 

becoming aged. Strikingly, ATP can also serve as a 

promising starting molecule for further design of small 

molecules which are generally capable of inhibiting 

aggregation/fibrillation of proteins associated with an 

increasing spectrum of human diseases and ageing. 

It is well-recognized that TDP-43 PLD is prone to 

forming amyloid fibrils and ALS-causing mutants 

enhance the fibrillation (Fig. 6H) [22]. Extensive efforts 

have attempted to determine the atomic-resolution 

structure of amyloid fibrils of various PLD fragments. In 

one study, bioinformatic approach was utilized to identify 

segments of the TDP-43 PLD responsible for TDP-43 

aggregation and consequently 15 fragments were selected 

for determining their crystal structures [167]. Out of them, 

six formed steric zippers, including 300GNNQGSN306, 

321AMMAAA326, 328AALQSS333, 333SWGMMGMLAS 

Q343, 370GNNSYS375, and 396GFNGGFG402, which 

demonstrated tight side chain interdigitation, similar to 

previously reported zippers in other amyloidogenic 

proteins, such as β -amyloid [168]. All six structures are 

composed of in-register sheets. While 321AMMAAA326 

and 333SWGMMGMLASQ343 form antiparallel sheets, the 

other four form parallel sheets. On the other hand, four 

segments such as 312NFGAFS317 form a kinked β-sheet 

structure like LARKS, which forms labile aggregates. 

Two familial variants within this segment, A315T and 

A315E, together with phosphorylation, appeared to 

strengthen the reference sequence assembly, making it 

irreversible by creating a more stable structure with 

stronger interaction between each of the sheets [167,168]. 

Furthermore, cryo-EM structures of two long 

segments of the pathogenic cores of human TDP-43 

aggregation have been reported [169]: namely SegA 

(residues 311–360), which forms three polymorphs, all 

with dagger-shaped folds (I-III of Fig. 6I). On the other 

hand, SegB (residues 286–331 containing ALS-causing 

mutation A315E) forms R-shaped folds (IV of Fig. 6I). 

Energetic analysis suggests that the dagger-shaped 

polymorphs represent irreversible fibril structures, 

whereas the SegB polymorph may participate in both 

reversible and irreversible fibrils. These structures again 

highlight the polymorphic nature of amyloid fibrils 

formed by TDP-43 PLD, and showed how the A315E 

mutation converts the R-shaped polymorph to an 

irreversible form that enhances pathology. 

The cryo-EM structure of amyloid has also been 

determined for the entire TDP-43 PLD (276-414) [170]. 

This structure reveals single protofilament fibrils 

containing a large (139-residue), tightly packed core (V of 

Fig. 6I). While the C-terminal part of this core region is 

largely planar and characterized by a small proportion of 

hydrophobic amino acids, the N-terminal region contains 

numerous hydrophobic residues and has a non-planar 

backbone conformation, resulting in rugged surfaces of 

fibril ends (V of Fig. 5I). The structural features found in 

these fibrils differ from those previously found for fibrils 

generated from short protein fragments.  

Recently, the cry-EM structures have been 

determined for aggregated TDP-43 in the frontal and 

motor cortices of two individuals who had ALS with 

FTLD [171]. An identical amyloid-like filament structure 

comprising a single protofilament was found in both brain 

regions and individuals. The ordered filament core 

spanning residues 282–360 of TDP-43 PLD adopts a 

previously undescribed double-spiral-shaped fold (VI of 

Fig. 6I), which shows no similarity to those of TDP-43 

filaments formed in vitro. An abundance of glycine and 

neutral polar residues facilitates numerous turns and 

restricts β-strand length, which results in an absence of β-

sheet stacking that is associated with cross-β amyloid 

structure. An uneven distribution of residues gives rise to 

structurally and chemically distinct surfaces that face 

external densities and suggest possible ligand-binding 

sites. The nucleus of the double-spiral fold is formed by 

the hydrophobic region. Two hydrophobic clusters are 

located on either side of the main chain. The glycine-rich 

region towards the N terminus and the Q/N-rich region 

towards the C terminus form spiral branches that wrap 

around the hydrophobic nucleus and bury the remaining 

hydrophobic residues, with the exception of M359 at the 

C terminus. The ten β-strands within the fold (β1–β10) are 

short compared to those of amyloid structures, with only 

two (β6 in the hydrophobic nucleus and β9 in the Q/N-

rich spiral branch) being longer than three residues. 

Stacking of TDP-43 molecules with this fold gives rise to 

parallel in-register inter-molecular β-sheets that extend 

along the helical axis, similar to amyloid structures. The 

inter-strand segments consist mainly of turns introduced 

by glycine residues and hydrogen bonds between buried 

polar side chains, main chain peptide groups and ordered 

solvent molecules. Between β4 and β5, there is a peculiar 

structural motif of three conjugated β-turns that was 

previously observed in the β-helix domain of glutamate 

synthase and related structures23. The brain-derived 

TDP-43 filaments are structurally different from filaments 
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assembled in vitro from its LC domain or fragments 

thereof. They have opposite chirality and differ both in 

protein fold and secondary structure. The structure of 

TDP-43 filaments from ALS with FTLD establishes the 

structural characterization of aggregated TDP-43 from 

human brain. It revealed the formation of filaments that 

are structurally distinct from amyloid filaments in other 

neurodegenerative diseases. The conserved filament fold 

of pathological TDP-43 in ALS with FTLD guides the 

development of accurate disease models, as well as 

diagnostic and therapeutic agents. 

 

 

 

 

 

4. Misfolding/aggregation-prone proteins disrupt the 

dynamics of LLPS. 

 

Emerging experimental evidence indicates that proteins 

prone to misfolding and aggregation have a general ability 

to accumulate in phase separated droplets, disrupting their 

dynamics and fostering their solidification. For example, 

extensive observations unraveled that the accumulation of 

aggregation-prone proteins into SGs resulted in their 

abnormal dynamics, which has been proposed as a 

potential mechanism of gain of toxicity for aggregation-

prone proteins to cause diseases and aging [37-39,172-

174]. Nevertheless, the underlying biophysical basis 

remains largely unknown for the interactions between 

aggregation-prone proteins and phase separated 

assemblies. 

 

 
 
Figure 7. ALS-causing hPFN1 mutants differentially disrupt LLPS of FUS prion-like domain. (A) Structure of hPFN1 with 

residues Cys71, Glu117 and G118 displayed in spheres. (B) DIC microscopy images of liquid droplets of FUS PLD (I); and in the 

presence of WT-hPFN1 (II); C71G (III); G118V IV); E117G (V); TDP-43 (10-102) (VI). (C) Superimposition of HSQC spectra of 15N-

labeled C71G-hPFN1 in the presence of unlabeled FUS PLD at different molar ratios. (D) (I) Chemical shift difference (CSD) of HSQC 

peaks of 15N-labeled C71G-hPFN1 in the absence and in the presence of unlabeled FUS PLD at molar ratio of 1:1 (C71G:FUS) for the 

folded (blue) and unfolded (purple) states. Normalized residue-specific ratios of HSQC peak intensity of the folded (II) and unfolded 

(III) states of C71G-hPFN1 in the presence of FUS PLD at 1:0.1 (blue) and 1:1 (purple). 

Human profilin-1 (hPFN1) is a 140-residue protein 

that plays a crucial role in regulating actin polymerization 

and other cellular functions [175]. It possesses a globular 

fold consisting of a seven-stranded antiparallel β-sheet 

flanked by N- and C-terminal α-helices on one side, while 

three small helical segments are located on the opposite 

side of the sheet (Fig. 7A). Several mutations in hPFN1 

including C71G, E117G, and G118V have been identified 

as causative factors in ALS. Among them, C71G-hPFN1 

exhibits the highest proneness to aggregation and toxicity, 

leading to ALS phenotypes in mice through a gain of 

toxicity mechanism [29-32,176]. Interestingly, previous 

research has demonstrated that C71G-hPFN1 can induce 

seed-dependent co-aggregation with FUS/TDP-43, 

leading to prion-like propagation. However, the 

underlying mechanism of this phenomenon remains 

largely unexplored [42]. 

Very recently, an in vitro biophysical study focused 

on examining the impact of three ALS-causing hPFN1 

mutants on the dynamics of phase-separated droplets of 

FUS NTD (1-267), followed by further high-resolution 

NMR characterization of the conformations and dynamics 

of both the hPFN1 mutants and FUS NTD [41]. As shown 

in I of Fig. 7B, FUS NTD could undergo phase separation, 

resulting in the formation of liquid droplets, with some 

reaching a diameter of approximately 10 m. Despite 
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their large size, these droplets maintain their dynamic 

nature and exhibit Brownian motion, as observed through 

DIC imaging [41]. The addition of WT-hPFN1 to the 

phase-separated FUS PLD sample does not elicit any 

large alteration in the dynamics of the liquid droplets even 

with a molar ratio of up to a molar ratio of 1:4 (II of Fig. 

7B). In stark contrast, the addition of C71G-hPFN1 at 

only 1:0.5 noticeably decreased the dynamics of the 

droplets and seemed to induce their clustering and 

coalescence. When C71G-hPFN1 was added at 1:1, it 

completely suppressed the Brownian motion of the large 

droplets (III of Fig. 7B). Moreover, further addition of 

C71G-hPFN1 at 1:1.5 resulted in the formation of a gel-

like state with significantly increased viscosity [41]. 

It is worth noting that the addition of G118V-hPFN1, 

which exhibits lower ALS-causing toxicity compared to 

C71G-hPFN1, at 1:1, resulted in only a slight increase in 

the coalescence of small droplets to merge into larger 

droplets. However, when G118V-hPFN1 was added at 

1:2, it deformed the round shape of the droplets and 

disrupted their Brownian motion (IV of Fig. 7B). 

Furthermore, upon further addition to 1:3, G118V-hPFN1 

also induced the formation of a gel-like state. When 

E117G-hPFN1, which exhibits the weakest ALS-causing 

toxicity, was added even at 1:3, it appeared to primarily 

enhance the coalescence of small droplets into larger ones 

without causing any significant alteration in the dynamics 

of the liquid droplets (V of Fig. 7B). It was only upon 

further addition at a ratio of 1:4 that the formation of a gel-

like state was observed. 

In order to investigate whether other aggregation-

prone proteins have similar effects on liquid droplets of 

FUS NTD as observed with hPFN1 mutants, the impact 

was examined using TDP-43 (10-102), which is 

completely unfolded due to the deletion of the first 9 

residues that form the initial β-strand (I of Fig. 4B). 

Remarkably, even at 1:0.1, the addition of TDP-43 (10-

102) was sufficient to disrupt the large droplets to 

fragmentize into smaller ones. Notably, many droplets 

were connected in a "beads-in-a-string" arrangement. 

With further addition to 1:0.5, visible aggregates were 

also formed (VI of Fig. 7B), and at 1:1, the sample 

transitioned into a gel-like state mixed with aggregates. 

To obtain detailed insights, a step-wise titration of 
15N-labeled C71G-hPFN1 was conducted by adding 

unlabeled FUS PLD, and the process was monitored using 

NMR HSQC spectra (Fig. 7C). As previously 

characterized, C71G-hPFN1 exists in equilibrium 

between the folded and unfolded states [32,176]. 

Interestingly, as FUS PLD was gradually added, the 

chemical shifts (I of Fig. 7D) and intensities (II of Fig. 

7D) of HSQC peaks corresponding to the folded state of 

C71G-hPFN1 remained largely unaffected. In contrast, 

the unfolded state of C71G-hPFN1 displayed significant 

shifts in almost all HSQC peaks (Fig. 7C), such as Leu110 

with a chemical shift difference (CSD) of 0.33 ppm (I of 

Fig. 7D). Notably, these shifted HSQC peaks were 

distributed throughout the entire sequence of C71G-

hPFN1, indicating that the shifts may be a result of weak 

but multivalent interactions between the unfolded state of 

C71G-hPFN1 and FUS PLD. 

Likely, when C71G-hPFN1 is unfolded, its 

previously buried residues become exposed and 

accessible for interactions with the residues of FUS PLD 

lacking of any large hydrophobic residues. These 

interactions can be complex and may involve various 

mechanisms such as π-π interactions between aromatic 

residues, π-cation interactions between aromatic residues 

and Arg/Lys residues, as well as electrostatic and 

hydrophobic interactions. Furthermore, the accumulation 

of the unfolded state of C71G-hPFN1 within the liquid 

droplets of FUS PLD may induce self-association or/and 

dynamic aggregation of the unfolded state, which could 

contribute to the observed shifts in HSQC peaks. 

Consistent with the notion of weak and multivalent 

interactions, the intensity of most HSQC peaks was 

significantly reduced even at a ratio of 1:0.1, and at a ratio 

of 1:1, the intensity of most HSQC peaks decreased by an 

average of approximately 50% (III of Fig. 7D). This 

strongly indicates that the folded state of C71G-hPFN1 

was not substantially affected in the presence of FUS 

PLD. In contrast, the unfolded state exhibited weak but 

multivalent interactions with FUS PLD and/or induced 

self-association. As a result, NMR peaks corresponding to 

most residues in the unfolded state of C71G-hPFN1 

became significantly broadened, and their peak intensities 

were considerably reduced. 

Strikingly, very recently a study was dedicated to 

understanding how the unfolded states of the intrinsically 

foldable proteins (IFPs) drive phase separation and the 

formation of unfolded protein deposits (UPODs) [177]. 

IFPs have been shown to exhibit a diverse spectrum of 

thermodynamic stabilities determined by sequences and 

fold types [178]. Disease-related proteins such as hPFN1 

belong to the sub-proteome with the least thermally stable 

IFPs. These proteins can readily sample the unfolded 

states even under physiological conditions and are more 

vulnerable to mutations. Here, for example, the C71G 

mutation even destabilized hPFN1 into the co-existence 

of both folded and unfolded states [176]. This study 

showed that the unfolded states of these proteins may 

undergo aggregation-mediated phase separation which is 

driven by homotypic interactions predominantly involved 

in aromatic and large hydrophobic residues [177].  

The findings from ALS-causing hPFN1 mutants 

further extend the conclusion [177], demonstrating that 

the unfolded state, rather than the folded state, of IFPs like 

C71G-hPFN1 can also interfere in phase separation of 
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intrinsically disordered proteins like FUS NTD through 

heterotypic interactions. In the specific case of C71G-

hPFN1 and FUS NTD, these heterotypic interactions may 

primarily involve aromatic and Arg/Lys residues due to 

the absence of large hydrophobic residues in FUS NTD. 

Moreover, co-phase separation of C71G-hPFN1 and FUS 

NTD is to significantly increase their local concentrations 

and enhance association, thus disrupting the dynamics of 

phase separation and leading to eventual aggregation. 

 

 

 
 
Figure 8. Interplay of IDR-rich proteins and mutants of folded proteins in LLPS and amyloid fibrillation, which 

is universally mediated by ATP and nucleic acids. 

5. Summary, open questions and limitations 

 

Eukaryotic cells house a variety of subcellular organelles, 

such as nuclei, mitochondria, lysozomes, peroxisomes, 

chloroplasts, and the endoplasmic reticulum/Golgi 

apparatus, each enclosed by specialized phospholipid 

membranes of integral importance to their functions 

[179]. On the other hand, while the presence of other 

cellular puncta lacking phospholipid bilayer membranes 

has been long recognized, it has only been recently 

established that these membrane-less organelles and 

condensates are commonly formed through LLPS. 

Consequently, the study of membrane-less organelles and 

condensates is still in its infancy and numerous 

fundamental questions remain unanswered. 

This review focuses on LLPS, aggregation, and 

amyloid fibrillation of two ALS-causing protein 

categories: IDR-rich FUS and TDP-43, alongside ALS-

causing mutants of the well-folded hPFN1. FUS and TDP-

43 are composed of folded domains and IDRs, each 

contributing uniquely to their LLPS and amyloidosis. 

Briefly, FUS contains over 70% of IDRs, which can be 

grouped into two types: a Tyr-abundant prion-like domain 

and three RG-/RGG-rich regions. The isolated prion-like 

domain can phase separate independently only at high 

concentrations and readily transition into labile hydrogel 

and amyloid fibrils, whereas the RG-/RGG-rich regions 

are incapable of phase separation or undergoing amyloid 

fibrillation. However, LLPS of the FUS prion-like domain 

can be significantly enhanced to occur at low 

concentrations either by covalently linking it to RGG1 or 

by simply adding the isolated RGG3. This implies that in 

the full-length FUS, LLPS may occur with different 

pathways driven by distinct forces. Notably, ATP, RNA 

and DNA all can biphasically modulate LLPS of FUS. 

Most importantly, despite having much lower binding 

affinity than RNA and DNA, ATP can bivalently bind to 

Arg/Lys residues like RNA and DNA. Consequently, it 
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has the ability to displace RNA and DNA from their 

binding sites on FUS, leading to the dissolution of 

nucleic-acid-induced LLPS of FUS. Intriguingly, FUS 

RRM appears to have relatively low thermodynamic and 

kinetic stability, making it vulnerable to amyloidosis. 

However, ATP can bind to the specific pocket on FUS 

RRM, kinetcally inhibiting the amyloidosis of FUS RRM. 

TDP-43 comprises a unique N-terminal domain 

(NTD), two RRM domains, and a C-terminal prion-like 

domain (PLD). This PLD contains an evolutionarily-

conserved hydrophobic region that interacts with 

membranes and undergoes a pH-dependent alpha-to-beta 

conformational transformation essential for LLPS. 

Importantly, TDP-43 exhibits dynamic inter-domain 

interactions, thus likely adopting the open and closed 

states exchanging on s-ms time scale. TDP-43 appears 

to have two distinct pathways of LLPS: one is mediated 

by NTD-oligomerization, and the other is PLD-mediated 

through the alpha-to-beta conformational transition. 

Recent in vivo studies have revealed that these two 

distinctive LLPS pathways lead to differential functional 

and pathological consequences. Notably, two TDP-43 

RRM domains also have relatively low thermodynamic 

stability, thus susceptible to amyloidosis. ATP also can 

bind to specific pockets on RRM1 and RRM2, effectively 

inhibiting their amyloidosis. Again, ATP and nucleic 

acids can biphascially modulate LLPS of FUS by binding 

to the specific sites on the folded domains including NTD 

and RRMs as well as Arg/Lys residues within IDRs. 

LLPS appears to emerge as a crucial convergence for 

IDR-rich and misfolded proteins to initiate human 

diseases (Fig. 8). While well-folded globular proteins like 

hSOD1 and hPFN1 only undergo phase separation at 

exceptionally high concentrations, the disease-causing 

mutations render them to be either misfolded or 

completely disordered, thus gaining the characteristics of 

IDR-rich proteins [19,28,32,42,119,180,181]. These 

mutants may become capable of undergoing homotypic 

phase separation [177], or/and act to disrupt the dynamics 

of phase separation of IDR-rich proteins [32], thereby 

promoting the co-aggregation and amyloid fibrillation. 

Most strikingly, ATP appears to be capable of influencing 

all these processes through specific binding or/and 

nonspecific salt/electrostatic effects in the context-

dependent manner (Fig. 8). In particular, ATP has been 

recently decoded to energy-independently induce folding 

of ALS-causing C71G-hPFN1 and hSOD1 by mediating 

protein hydration at the highest efficiency known so far 

[100,176].  

Nevertheless, many important questions still remain 

to be addressed, including but not limited to: 1) Why do 

the folded domains of FUS and TDP-43 have relatively 

low thermodynamic stability and high dynamics. Is this 

feature needed for their functions? 2) Both FUS and TDP-

43 have multiple domains or regions that can 

independently undergo phase separation. So, what is the 

interplay among these independent capacities in LLPS? 

How does the interplay modulate the overall LLPS 

behaviors? Whether does FUS also have distinct 

pathways of phase separation for different functions, such 

as found for TDP-43? 3) What is the relationship between 

their LLPS in the absence and presence of nucleic acids in 

the context of their functions? 4) What is the interplay of 

ATP's roles, as a general competitor with nucleic acids for 

LLPS, and its specific role, such as enhancing NTD-

mediated LLPS of TDP-43? 5) Is the transition of LLPS 

into aggregation or amyloid fibrillation an unavoidable 

exaggeration, or does it serve specific functional roles? 6) 

Does the interference of the unfolded states of disease-

associated mutants of folded proteins in LLPS of IDRs 

represent a general mechanism for misfolding/ 

aggregation-prone proteins to gain toxicity?  

One central goal of biophysical studies is to 

ultimately facilitate design of drugs targeting LLPS and 

amyloidosis, which could mediate protein homeostasis 

within cells and lead to new treatments for currently 

intractable diseases, particularly neurodegenerative 

diseases such as ALS, FTD and aging. For example, 

current therapeutic approaches for neurodegenerative 

diseases often focus on alleviating symptoms rather than 

addressing the underlying causes. In this context, 

understanding the molecular mechanisms governing 

phase separation can aid in identifying targets for 

disrupting harmful condensate formation and restoring 

normal cellular function. Elucidating the factors that 

promote aggregation and amyloid formation can facilitate 

the development of strategies to prevent or disaggregate 

these toxic protein aggregates. In this context, ATP, a 

universal regulator of protein folding, stability, dynamics, 

interactions, LLPS, and aggregation/fibrillation, thus 

represents a key starting point for design of small 

molecule drugs to treat human disease and aging.  

On the other hand, in vitro studies have several major 

limitations: 1) they typically use purified proteins under 

controlled conditions, which does not accurately reflect 

the complex cellular environment. Within cells, the 

dynamic environments involve a complex interplay of 

factors like pH, temperature, and ionic strength, all 

capable of influencing the behavior and even structures of 

proteins. Indeed, an elegant example is the hydrophobic 

region of TDP-43 PLD, which can adopt pH-dependent 

secondary structures with different functional roles. 

Moreover, cellular components like lipids, RNA, and 

proteins interact with one another, influencing and 

modifying their respective behaviors. 2) In vitro studies 

often do not take into account the spatial organization of 

cells. However, the specific locations of phase-separated 

condensates or amyloid aggregates might determine their 
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functionalities. For instance, methionine oxidation within 

the membrane-interacting helix of TDP-43 PLD appears 

to alter the functional role of TDP-43 by relocalizing it 

onto mitochondria [135]. 3) In vitro studies fail to 

recapitulate the dynamic nature of cells, where constant 

changes can significantly impact protein behaviors. For 

example, changes in gene expression can alter the levels 

of proteins. Therefore, it is crucial to complement in vitro 

studies with in vivo investigations to gain a 

comprehensive understanding within the context of 

complex cellular environments. Ultimately, a challenging 

yet pivotal direction lies in developing novel techniques 

to visualize LLPS, aggregation, and amyloid fibrillation 

within living cells [182,183]. 

 

Acknowledgements  

 

This study is supported by Ministry of Education of 

Singapore MOE Tier 1 A-8000711-00-00 Grant to 

Jianxing Song. 

 

Competing interests 

 

The authors declare no competing interests. 

 

References 

 
[1]  Brangwynne CP, Eckmann CR, Courson DS, Rybarska 

A, Hoege C, Gharakhani J, et al. (2009). Germline 

Pgranules are liquid droplets that localize by controlled 

dissolution/condensation. Science, 324:1729–1732. 

[2]  Hyman AA, Weber CA, Julicher F (2014). Liquid-

liquid phase separation in biology. Annu Rev Cell Dev 

Biol, 30:39–58.  

[3]  Shin Y, Brangwynne CP (2017). Liquid phase 

condensation in cell physiology and disease. Science, 

357:6357. 

[4]  Alberti S, Hyman AA (2021). Biomolecular 

condensates at the nexus of cellular stress, protein 

aggregation disease and ageing. Nat Rev Mol Cell Biol, 

22:196-213.   

[5]  Lyon AS, Peeples WB, Rosen MK (2021). A 

framework for understanding the functions of 

biomolecular condensates across scales. Nat Rev Mol 

Cell Biol, 22:215-235. 

[6]  Berry J, Brangwynne CP, Haataja M (2018). Physical 

principles of intracellular organization via active and 

passive phase transitions. Rep Prog Phys, 81:046601. 

[7]  Overbeek JTG, Voorn MJ (1957). Phase separation in 

polyelectrolyte solutions. Theory of complex 

coacervation J. Cell. Comparative Physiol, 49:7–26. 

[8]  Taratuta VG, Holschbach A, Thurston GM, 

Blankschtein D, Benedek GB (1990) Liquid–liquid 

phase separation of aqueous lysozyme solutions: effects 

of pH and salt identity. J. Phys. Chem, 94:2140–472. 

[9]  Feric M, Vaidya N, Harmon TS, Mitrea DM, Zhu L, 

Richardson TM, et al. (2016). Coexisting liquid phases 

underlie nucleolar subcompartments. Cell, 165:1686–

1697. 

[10]  Toretsky JA, Wright PE (2014). Assemblages: 

functional units formed by cellular phase separation. J 

Cell Biol, 206:579–588. 

[11]  Wang J, Choi JM, Holehouse AS, Lee HO, Zhang X, 

Jahnel M, et al. (2018). Molecular grammar underlying 

the driving forces for phase separation of prion-like 

RNA binding proteins. Cell, 174:688–699. e16. 

[12]  Brangwynne CP, Tompa P, Pappu RV (2015). Polymer 

physics of intracellular phase transitions. Nat. Phys, 

11:899–904. 

[13]  Alberti S, Gladfelter A, Mittag T (2019). 

Considerations and challenges in studying liquid-liquid 

phase separation and biomolecular condensates. Cell, 

176:419–434. 

[14]  Li P, Banjade S, Cheng HC, Kim S, Chen B, Guo L, et 

al. (2012). Phase transitions in the assembly of 

multivalent signalling proteins. Nature, 483:336–340. 

[15]  Brady JP, Farber PJ, Sekhar A, Lin YH, Huang R, Bah 

A, et al. (2017). Structural and hydrodynamic properties 

of an intrinsically disordered region of a germ cell-

specific protein on phase separation. Proc Natl Acad Sci 

U S A, 114: E8194–E8203 

[16]  Taylor JP, Brown RH Jr, Cleveland DW (2016). 

Decoding ALS: from genes to mechanism. Nature, 

539:197–206. 

[17]  Chiti F, Dobson CM (2006). Protein misfolding, 

functional amyloid, and human disease. Annu Rev 

Biochem, 75:333–366. 

[18]  Hartl FU (2016). Cellular homeostasis and aging, Annu 

Rev Biochem, 85:e4. 

[19]  Song J (2018). Environment-transformable sequence-

structure relationship: A general mechanism for 

proteotoxicity. Biophys Rev, 10:503–516.  

[20]  Iadanza MG, Jackson MP, Hewitt EW, Ranson NA, 

Radford SE (2018). A new era for understanding 

amyloid structures and disease. Nat Rev Mol Cell Biol, 

19:755-773. 

[21]  Karran E, De Strooper B (2022). The amyloid 

hypothesis in Alzheimer disease: new insights from 

new therapeutics. Nat Rev Drug Discov, 21:306-318. 

[22]  Lim L, Wei Y, Lu Y, Song J (2016). ALS-causing 

mutations significantly perturb the self-assembly and 

interaction with nucleic acid of the intrinsically 

disordered prion-like domain of TDP-43. PLoS Biol, 

14:e1002338. 

[23]  Bohnert KA, Kenyon C (2017). A lysosomal switch 

triggers proteostasis renewal in the immortal C. elegans 

germ lineage. Nature, 551:629-633. 

[24]  Lindner AB, Madden R, Demarez A, Stewart EJ, 

Taddei F (2008). Asymmetric segregation of protein 

aggregates is associated with cellular aging and 

rejuvenation. Proc Natl Acad Sci U S A, 105:3076-

3081. 

[25]  Ling SC, Polymenidou M, Cleveland DW (2013). 

Converging mechanisms in ALS and FTD: disrupted 

RNA and protein homeostasis. Neuron, 79:416–438. 

[26]  Rosen DR, Siddique T, Patterson D, Figlewicz DA, 

Sapp P, Hentati A, et al. (1993). Mutations in Cu/Zn 



 Song J.                                                                                 LLPS and amyloidosis of FUS and TDP-43   

Aging and Disease • Volume 15, Number 5, October 2024                                                                            2107 

 

superoxide dismutase gene are associated with familial 

amyotrophic lateral sclerosis. Nature, 362:59-62. 

[27]  Valentine JS, Doucette PA, Zittin Potter S (2005). 

Copper-zinc superoxide dismutase and amyotrophic 

lateral sclerosis. Annu Rev Biochem, 74:563-593. 

[28]  Lim L, Song J (2016). SALS-linked WT-SOD1 adopts 

a highly similar helical conformation as FALS-causing 

L126Z-SOD1 in a membrane environment. Biochim 

Biophys Acta, 1858:2223-2230. 

[29]  Wu CH, Fallini C, Ticozzi N, Keagle PJ, Sapp PC, 

Piotrowska K, et al. (2012). Mutations in the profilin 1 

gene cause familial amyotrophic lateral sclerosis. 

Nature, 488:499-503. 

[30]  Yang C, Danielson EW, Tao Q, Metterville J, Brown Jr 

RH, Landers JE, et al. (2016). Mutant PFN1 causes 

ALS phenotypes and progressive motor neuron 

degeneration in mice by a gain of toxicity. Proc Natl 

Acad Sci U S A, 113:E6209-E6218. 

[31]  Del Poggetto E, Bemporad F, Tatini F, Chiti F (2015). 

Mutations of profilin-1 associated with amyotrophic 

lateral sclerosis promote aggregation due to structural 

changes of its native state. ACS Chem Biol, 10:2553-

2563. 

[32]  Lim L, Kang J, Song J (2017). ALS-causing profilin-1-

mutant forms a non-native helical structure in 

membrane environments. Biochim Biophys Acta, 

1859:2161-2170. 

[33]  Da Cruz S, Cleveland DW (2011). Understanding the 

role of TDP-43 and FUS/TLS in ALS and beyond. Curr 

Opin Neurobiol, 21:904-919.  

[34]  Kawaguchi T, Rollins MG, Mahta M, Morera AA, 

Ebmeier CC, Old WM, et al. (2020). Changes to the 

TDP-43 and FUS Interactomes Induced by DNA 

Damage. J Proteome Res, 19:360-370. 

[35]  Patel A, Lee HO, Jawerth L, Maharana S, Jahnel M, 

Hein MY, et al. (2015). A liquid-to-solid phase 

transition of the ALS protein FUS accelerated by 

disease mutation. Cell, 162:1066–1077. 

[36]  Murakami T, Qamar S, Lin JQ, Schierle GSK, Rees E, 

Miyashita A, et al. (2015). ALS/FTD mutation-induced 

phase transition of FUS liquid droplets and reversible 

hydrogels into irreversible hydrogels impairs RNP 

granule function. Neuron, 88:678–690. 

[37]  Mateju D, Franzmann TM, Patel A, Kopach A, Boczek 

EE, Maharana S, et al. (2017). An aberrant phase 

transition of stress granules triggered by misfolded 

protein and prevented by chaperone function. EMBO J, 

36:1669-1687. 

[38]  Alberti S, Mateju D, Mediani L, Carra S (2017). 

Granulostasis: protein quality control of RNP granules. 

Front Mol Neurosci, 10:84. 

[39]  Alberti S, Hyman AA (2016). Are aberrant phase 

transitions a driver of cellular aging? Bioessays, 

38:959–968. 

[40]  Li YR, King OD, Shorter J, Gitler AD (2013). Stress 

granules as crucibles of ALS pathogenesis. J Cell Biol, 

201:361–372. 

[41]  Tanaka Y, Nonaka T, Suzuki G, Kametani F, Hasegawa 

M (2016). Gain-of-function profilin 1 mutations linked 

to familial amyotrophic lateral sclerosis cause seed-

dependent intracellular TDP-43 aggregation. Hum Mol 

Genet, 25:1420-1433. 

[42]  Kang J, Lim L, Song J (2023). ALS-causing hPFN1 

mutants differentially disrupt LLPS of FUS prion-like 

domain. Biochem Biophys Res Commun, 664:35-42.   

[43]  Harrison AF, Shorter J (2017). RNA-binding proteins 

With Prion-Like domains in health and disease. 

Biochem J, 474:1417–1438. 

[44]  Portz B, Lee BL, Shorter J (2021). FUS and TDP-43 

Phases in Health and Disease. Trends Biochem Sci, 

46:550-563. 

[45]  Carey JL, Guo L (2022). Liquid-Liquid Phase 

Separation of TDP-43 and FUS in Physiology and 

Pathology of Neurodegenerative Diseases. Front Mol 

Biosci, 9:826719. 

[46]  Meneses A, Koga S, O'Leary J, Dickson DW, Bu G, 

Zhao N (2021). TDP-43 Pathology in Alzheimer's 

Disease. Mol Neurodegener, 16:84. 

[47]  Wilson AC, Dugger BN, Dickson DW, Wang DS 

(2011). TDP-43 in aging and Alzheimer's disease - a 

review. Int J Clin Exp Pathol, 4:147-55. 

[48]  Nonaka T, Hasegawa M (2018). TDP-43 Prions. Cold 

Spring Harb Perspect Med, 8:a024463. 

[49]  Tauffenberger A, Chitramuthu BP, Bateman A, Bennett 

HP, Parker JA (2013). Reduction of polyglutamine 

toxicity by TDP-43, FUS and progranulin in 

Huntington's disease models. Hum Mol Genet, 22:782-

94. 

[50]  Grese ZR, Bastos AC, Mamede LD, French RL, Miller 

TM, Ayala YM (2021). Specific RNA interactions 

promote TDP-43 multivalent phase separation and 

maintain liquid properties. EMBO Rep, 22:e53632. 

[51]  Guerrero EN, Wang H, Mitra J, Hegde PM, Stowell SE, 

Liachko NF, et al. (2016). TDP-43/FUS in motor 

neuron disease: Complexity and challenges. Prog 

Neurobiol, 145-146:78-97. 

[52]  Pakravan D, Orlando G, Bercier V, Van Den Bosch L 

(2021). Role and therapeutic potential of liquid-liquid 

phase separation in amyotrophic lateral sclerosis. J Mol 

Cell Biol, 13:15-28. 

[53]  Mahaman YAR, Embaye KS, Huang F, Li L, Zhu F, 

Wang JZ, et al. (2022). Biomarkers used in Alzheimer's 

disease diagnosis, treatment, and prevention. Ageing 

Res Rev, 74:101544. 

[54]  Davey DA (2014). Alzheimer's disease and vascular 

dementia: one potentially preventable and modifiable 

disease. Part I: Pathology, diagnosis and screening. 

Neurodegener Dis Manag, 4:253-9. 

[55]  Biesaga M, Frigolé-Vivas M, Salvatella X (2021). 

Intrinsically disordered proteins and biomolecular 

condensates as drug targets. Curr Opin Chem Biol, 

62:90-100. 

[56]  Brown DG, Shorter J, Wobst HJ (2020). Emerging 

small-molecule therapeutic approaches for 

amyotrophic lateral sclerosis and frontotemporal 

dementia. Bioorg Med Chem Lett, 30:126942. 

[57]  Eisenberg D, Nelson R, Sawaya MR, Balbirnie M, 

Sambashivan S, Ivanova MI, et al. (2006). The 

structural biology of protein aggregation diseases: 



 Song J.                                                                                 LLPS and amyloidosis of FUS and TDP-43   

Aging and Disease • Volume 15, Number 5, October 2024                                                                            2108 

 

Fundamental questions and some answers. Acc Chem 

Res, 39:568-75. 

[58]  Toyama BH, Weissman JS (2011). Amyloid structure: 

conformational diversity and consequences. Annu Rev 

Biochem, 80:557-85. 

[59]  Creekmore BC, Chang YW, Lee EB (2021). The Cryo-

EM Effect: Structural Biology of Neurodegenerative 

Disease Aggregates. J Neuropathol Exp Neurol, 

80:514-529. 

[60]  Oldfield CJ, Dunker AK (2014). Intrinsically 

disordered proteins and intrinsically disordered protein 

regions. Annu Rev Biochem, 83:553-584. 

[61]  Gibbs EB, Cook EC, Showalter SA (2017). Application 

of NMR to studies of intrinsically disordered proteins. 

Arch Biochem Biophys, 628:57-70. 

[62]  Emmanouilidis L, Esteban-Hofer L, Jeschke G, Allain 

FHT (2021). Structural biology of RNA-binding 

proteins in the context of phase separation: What NMR 

and EPR can bring? Curr Opin Struct Biol, 70:132–138. 

[63]  Crozat A, Aman P, Mandahl N, Ron D (1993). Fusion 

of CHOP to a novel RNA-binding protein in human 

myxoid liposarcoma. Nature, 363:640–644. 

[64]  Tan AY, Manley JL (2009). The TET family of 

proteins: functions and roles in disease. J Mol Cell Biol 

1:82–92. 

[65]  Schwartz JC, Cech TR, Parker RR (2015). Biochemical 

Properties and Biological Functions of FET Proteins. 

Annu Rev Biochem, 84:355–379.  

[66]  Neumann M, Roeber S, Kretzschmar HA, Rademakers 

R, Baker M, Mackenzie IR (2009). Abundant FUS-

immunoreactive pathology in neuronal intermediate 

filament inclusion disease. Acta Neuropathol, 118:605–

616. 

[67]  Vance C, Rogelj B, Hortobágyi T, De Vos KJ, 

Nishimura AL, Sreedharan J, et al. (2009). Mutations in 

FUS, an RNA processing protein, cause familial 

amyotrophic lateral sclerosis type 6. Science, 

323:1208–1211. 

[68]  Han TW, Kato M, Xie S, Wu LC, Mirzaei H, Pei J, et 

al. (2012). Cell-free formation of RNA granules: bound 

RNAs identify features and components of cellular 

assemblies. Cell, 149:768–779. 

[69]  Deng H, Gao K, Jankovic J (2014). The role of FUS 

gene variants in neurodegenerative diseases. Nat Rev 

Neurol, 10:337–348. 

[70]  Nacev BA, Jones KB, Intlekofer AM, Yu JSE, Allis 

CD, Tap WD, et al. (2020). The epigenomics of 

sarcoma. Nat Rev Cancer, 20:608-623. 

[71]  Michelitsch MD, Weissman JS (2000). A census of 

glutamine/asparagine-rich regions: implications for 

their conserved function and the prediction of novel 

prions. Proc Natl Acad Sci USA, 97:11910–11915. 

[72]  Albert S, Halfmann R, King O, Kapila A, Lindquist S 

(2009). A systematic survey identifies prions and 

illuminates sequence features of prionogenic proteins. 

Cell, 137:146–158. 

[73]  Iko Y, Kodama TS, Kasai N, Oyama T, Morita EH, 

Muto T, et al. (2004). Domain architectures and 

characterization of an RNA-binding protein, TLS. J. 

Biol. Chem, 279:44834-44840. 

[74]  Cléry A, Blatter M, Allain FH (2008). RNA recognition 

motifs: boring? Not quite. Curr Opin Struct Biol, 

18:290–298. 

[75]  Liu X, Niu C, Ren J, Zhang J, Xie X, Zhu H, et al. 

(2013). The RRM domain of human fused in sarcoma 

protein reveals a non-canonical nucleic acid binding 

site. Biochim Biophys Acta, 1832:375–385. 

[76]  Loughlin FE, Lukavsky PJ, Kazeeva T, Reber S, Hock 

EM, Colombo M, et al. (2019). The Solution Structure 

of FUS Bound to RNA Reveals a Bipartite Mode of 

RNA Recognition with Both Sequence and Shape 

Specificity. Mol Cell, 73:490-504.e6.  

[77]  Jutzi D, Campagne S, Schmidt R, Reber S, 

Mechtersheimer J, Gypas F, et al. (2020). Aberrant 

interaction of FUS with the U1 snRNA provides a 

molecular mechanism of FUS induced amyotrophic 

lateral sclerosis. Nat Commun, 11:6341.   

[78]  Lu Y, Lim L, Song J. (2017). RRM domain of 

ALS/FTD-causing FUS characteristic of irreversible 

unfolding spontaneously self-assembles into amyloid 

fibrils. Sci Rep, 7:1043. 

[79]  Kang J, Lim L, Lu Y, Song J (2019). A unified 

mechanism for LLPS of ALS/FTLD-causing FUS as 

well as its modulation by ATP and oligonucleic acids. 

PLoS Biol, 17: e3000327.  

[80]  Song J, Gilquin B, Jamin N, Drakopoulou E, 

Guenneugues M, Dauplais M, et al. (1997). NMR 

solution structure of a two-disulfide derivative of 

charybdotoxin: structural evidence for conservation of 

scorpion toxin alpha/beta motif and its hydrophobic 

side chain packing. Biochemistry, 36:3760–3766. 

[81]  Song J, Jamin N, Gilquin B, Vita C, Menez A (1999). 

A gradual disruption of tight side-chain packing: 2D 

1HNMR characterization of acid-induced unfolding of 

CHABII. Nat Struct Biol, 6:129–134. 

[82]  Wei Z, Song J (2005). Molecular mechanism 

underlying the thermal stability and pH-Induced 

unfolding of CHABII. J Mol Biol, 348:205–218. 

[83]  Kuhlman B, Bradley P (2019). Advances in protein 

structure prediction and design. Nat Rev Mol Cell Biol, 

20:681-697. 

[84]  Colón W, Church J, Sen J, Thibeault J, Trasatti H, Xia 

K (2017). Biological Roles of Protein Kinetic Stability. 

Biochemistry, 56:6179-6186. 

[85]  Schwartz JC, Wang X, Podell ER, Cech TR (2013). 

RNA seeds higher-order assembly of FUS protein. Cell 

Rep, 5:918–925. 

[86]  Murray DT, Kato M, Lin Y, Thurber KR, Hung I, 

McKnight SL, et al. (2017). Structure of FUS Protein 

Fibrils and Its Relevance to Self-Assembly and Phase 

Separation of Low Complexity Domains. Cell, 

171:615-627.e16. 

[87]  Kato M, McKnight SL (2021). The low-complexity 

domain of the FUS RNA binding protein self-assembles 

via the mutually exclusive use of two distinct cross-β 

cores. Proc Natl Acad Sci U S A, 118:e2114412118. 

[88]  Lin Y, Currie SL, Rosen MK (2017). Intrinsically 

disordered sequences enable modulation of protein 

phase separation through distributed tyrosine motifs. J. 

Biol. Chem, 292:19110–19120.  



 Song J.                                                                                 LLPS and amyloidosis of FUS and TDP-43   

Aging and Disease • Volume 15, Number 5, October 2024                                                                            2109 

 

[89]  Burke KA, Janke AM, Rhine CL, Fawzi NL (2015). 

Residue-by-residue view of in vitro FUS granules that 

bind the C-terminal domain of RNA polymerase II. Mol 

Cell, 60:231–241. 

[90]  Murthy AC. Dignon GL, Kan Y, Zerze GH, Parekh SH, 

Mittal J, et al. (2019). Molecular interactions 

underlying liquid−liquid phase separation of the FUS 

low-complexity domain. Nat Struct Mol Biol, 26:637–

648. 

[91]  Hughes MP, Sawaya MR, Boyer DR, Goldschmidt L, 

Rodriguez JA, Cascio D, et al. (2018). Atomic 

structures of low-complexity protein segments reveal 

kinked beta sheets that assemble networks. Science, 

359:698-701. 

[92]  Qamar S, Wang GZ, Randle SJ, Ruggeri FS, Varela JA, 

Lin JQ, et al. (2018). FUS phase separation is 

modulated by a molecular chaperone and methylation 

of arginine cation–π interactions. Cell, 173:720–

734.e15. 

[93]  Hofweber M, Hutten S, Bourgeois B, Spreitzer E, 

Niedner-Boblenz A, Schifferer M, et al. (2018). Phase 

separation of FUS is suppressed by its nuclear import 

receptor and arginine methylation. Cell, 173:706–

719.e13. 

[94]  Murthy AC, Tang WS, Jovic N, Janke AM, Seo DH, 

Perdikari TM, et al. (2021). Molecular interactions 

contributing to FUS SYGQ LC-RGG phase separation 

and co-partitioning with RNA polymerase II heptads. 

Nat Struct Mol Biol, 28:923–935. 

[95]  Emmanouilidis L, Esteban-Hofer L, Damberger FF, de 

Vries T, Nguyen CKX, Ibáñez LF, et al. (2021). NMR 

and EPR reveal a compaction of the RNA-binding 

protein FUS upon droplet formation. Nat Chem Biol, 

17:608-614. 

[96]  Maharana S, Wang J, Papadopoulos DK, Richter D, 

Pozniakovsky A, Poser I, et al. (2018). RNA buffers the 

phase separation behavior of prion-like RNA binding 

proteins. Science, 360:918–921. 

[97]  Leningher A. Principles of Biochemistry (W. H. 

Freeman and Company, 2005). 

[98]  Patel A, Malinovska L, Saha S, Wang J, Alberti S, 

Krishnan Y, et al. (2017). ATP as a biological 

hydrotrope. Science, 356:753–756. 

[99]  Rice AM, Rosen MK (2017). ATP controls the crowd. 

Science, 356:701–702. 

[100]  Song J (2021). ATP energy-independently controls 

protein homeostasis with unique structure and diverse 

mechanisms. Protein Sci, 30:1277–1293. 

[101]  Kang J, Lim L, & Song J (2018). ATP enhances at low 

concentrations but dissolves at high concentrations 

liquid-liquid phase separation (LLPS) of ALS/FTD-

causing FUS. Biochem Biophys Res Commun, 

504:545–551. 

[102]  Song J, Ni F (1998). NMR for the design of functional 

mimetics of protein-protein interactions: one key is in 

the building of bridges. Biochem Cell Biol, 76:177–88. 

[103]  Nelson R, Sawaya MR, Balbirnie M, Madsen AØ, 

Riekel C, Grothe R, et al. (2005). Structure of the cross-

beta spine of amyloid-like fibrils. Nature, 435:773–778. 

[104]  Sawaya MR, Sambashivan S, Nelson R, Ivanova MI, 

Sievers SA, Apostol MI, et al. (2007). Atomic 

structures of amyloid cross-β spines reveal varied steric 

zippers. Nature, 447:453–457. 

[105]  Patel HR, Pithadia AS, Brender JR, Fierke CA, 

Ramamoorthy A (2014). In search of aggregation 

pathways of IAPP and other amyloidogenic proteins: 

finding answers through NMR spectroscopy. J Phys 

Chem Lett, 5:1864–1870. 

[106]  Lee M, Ghosh U, Thurber KR, Kato M, Tycko R 

(2020). Molecular structure and interactions within 

amyloid-like fibrils formed by a low-complexity 

protein sequence from FUS. Nat Commun, 11:5735-

5735. 

[107]  Sun Y, Zhang S, Hu J, Tao Y, Xia W, Gu J, et al. (2022). 

Molecular structure of an amyloid fibril formed by FUS 

low-complexity domain. iScience, 25:103701-103701. 

[108]  Sun Z, Diaz Z, Fang X, Hart MP, Chesi A, Shorter J, et 

al. (2011). Molecular determinants and genetic 

modifiers of aggregation and toxicity for the ALS 

disease protein FUS/TLS. PLoS Biol, 9:e1000614. 

[109]  Qin H, Lim LZ, Song J (2015). Dynamic principle for 

designing antagonistic/agonistic molecules for EphA4 

receptor, the only known ALS modifier. ACS Chem 

Biol, 10:372–378. 

[110]  Kang J, Lim LZ, Song J (2019). ATP binds and inhibits 

the neurodegeneration-associated fibrillization of the 

FUS RRM domain. Commun Biol, 2:223. 

[111]  Salonen LM, Ellermann M, Diederich F (2011). 

Aromatic rings in chemical and biological recognition: 

energetics and structures. Angew Chem Int Ed Engl, 

50:4808-4842. 

[112]  Ou SH, Wu F, Harrich D, García-Martínez LF, Gaynor 

RB (1995). Cloning and characterization of a novel 

cellular protein, TDP-43, that binds to human 

immunodeficiency virus type 1 TAR DNA sequence 

motifs. J Virol, 69:3584-3596. 

[113]  Ayala YM, Zago P, D’Ambrogio A, Xu YF, Petrucelli 

L, Buratti EE, et al. (2008). Structural Determinants of 

the Cellular Localization and Shuttling of TDP-43. J 

Cell Sci, 121:3778-3785. 

[114]  Neumann M, Sampathu DM, Kwong LK, Truax AC, 

Micsenyi MC, et al. (2006). Ubiquitinated TDP- 43 in 

Frontotemporal Lobar Degeneration and Amyotrophic 

Lateral Sclerosis. Science, 314:130–133. 

[115]  Prasad A, Bharathi V, Sivalingam V, Girdhar A, Patel 

BK (2019). Molecular Mechanisms of TDP-43 

Misfolding and Pathology in Amyotrophic Lateral 

Sclerosis. Front Mol Neurosci, 12:25. 

[116]  Zbinden A, Pérez-Berlanga M, De Rossi P, 

Polymenidou M (2020). Phase Separation and 

Neurodegenerative Diseases: A Disturbance in the 

Force. Dev Cell, 55:45-68. 

[117]  Francois-Moutal L, Scottab DD, Khanna M (2021). 

Direct targeting of TDP-43, from small molecules to 

biologics: the therapeutic landscape. RSC Chem Biol, 

2:1158. 

[118]  Lee SC, Abdel-Wahab O (2016). Therapeutic Targeting 

of Splicing in Cancer. Nat Med, 22:976–86.  



 Song J.                                                                                 LLPS and amyloidosis of FUS and TDP-43   

Aging and Disease • Volume 15, Number 5, October 2024                                                                            2110 

 

[119]  Song J (2013). Why do proteins aggregate? 

“Intrinsically insoluble proteins” and “dark mediators” 

revealed by studies on “insoluble proteins” solubilized 

in pure water. F1000Research, 2:94. 

[120]  Lange OF, Rossi P, Sgourakis NG, Song Y, Lee HW, 

Aramini JM, et al. (2012). Determination of solution 

structures of proteins up to 40 kDa using CS-Rosetta 

with sparse NMR data from deuterated samples. Proc 

Natl Acad Sci USA, 109:10873–10878. 

[121]  Qin H, Lim L, Wei Y, Song J (2014). TDP-43 N 

terminus encodes a novel ubiquitin-like fold and its 

unfolded form in equilibrium that can be shifted by 

binding to ssDNA. Pro Natl Acad Sci U S A, 

111:18619-18624. 

[122]  Mompean M, Romano V, Pantoja-Uceda D, Stuani C, 

Baralle FE, Buratti E, et al. (2016). The TDP-43 N-

terminal domain structure at high resolution. FEBS J, 

283:1242e1260. 

[123]  Jiang LL, Xue W, Hong JY, Zhang JT, Li MJ, Yu SN, 

et al. (2017). The N-terminal dimerization is required 

for TDP-43 splicing activity. Sci Rep, 7:6196. 

[124]  Wang A, Conicella AE, Schmidt HB, Martin EW, 

Rhoads SN, Reeb AN, et al., (2018). A single N-

terminal phosphomimic disrupts TDP-43 

polymerization, phase separation, and RNA splicing. 

EMBO J, 37:e97452. 

[125]  Afroz T, Hock EM, Ernst P, Foglieni C, Jambeau M, 

Gilhespy LAB, et al. (2017). Functional and dynamic 

polymerization of the ALS-linked protein TDP-43 

antagonizes its pathologic aggregation. Nat Commun, 

8:45. 

[126]  Pérez-Berlanga M, Wiersma VI, Zbinden A, De Vos L, 

Wagner U, Foglieni C, et al. (2023). Loss of TDP-43 

oligomerization or RNA binding elicits distinct 

aggregation patterns. EMBO J, 11:e111719.   

[127]  Kuo PH, Doudeva LG, Wang YT, Shen CK, Yuan HS 

(2009). Structural insights into TDP-43 in nucleic-acid 

binding and domain interactions. Nucleic Acids Res, 

37:1799–808. 

[128]  Kuo PH, Chiang CH, Wang YT, Doudeva LG, Yuan 

HS (2014). The crystal structure of TDP-43 RRM1-

DNA complex reveals the specific recognition for UG- 

and TG-rich nucleic acids. Nucleic Acids Res, 

42:4712–4722. 

[129]  Lukavsky PJ, Daujotyte D, Tollervey JR, Ule J, Stuani 

C, Buratti E, et al. (2013). Molecular basis of UG-rich 

RNA recognition by the human splicing factor TDP-43. 

Nat Struct Mol Biol, 20:1443–1449. 

[130]  Vogler TO, Wheeler JR, Nguyen ED, Hughes MP, 

Britson KA, Lester E, et al. (2018). TDP-43 and RNA 

form amyloid like myo-granules in regenerating 

muscle. Nature, 563:508-513. 

[131]  Dang M, Li Y, Song J (2021). Tethering-induced 

destabilization and ATP-binding for tandem RRM 

domains of ALS-causing TDP- 43 and hnRNPA1. Sci 

Rep, 11:1034. 

[132]  Dang M, Song J (2020). ALS-causing D169G mutation 

disrupts the ATP-binding capacity of TDP-43 RRM1 

domain. Biochem Biophys Res Commun, 524:459–

464. 

[133]  Dang M, Kang J, Lim L, Song J (2020). ATP is a cryptic 

binder of TDP-43 RRM domains to enhance stability 

and inhibit ALS/AD-associated fibrillation. Biochem 

Biophys Res Commun, 522:247–253. 

[134]  Lin Y, Zhou X, Kato M, Liu D, Ghaemmaghami S, Tu 

BP, et al. (2020). Redox mediated regulation of an 

evolutionarily conserved cross-β structure formed by 

the TDP43 low complexity domain. Proc Natl Acad Sci 

USA, 117:28727–28734. 

[135]  Gu J, Zhou X, Sutherland L, Kato M, Jaczynska K, Rizo 

J, et al. (2023). Oxidative regulation of TDP-43 self-

association by a β-to-α conformational switch. Proc 

Natl Acad Sci U S A, 120:e2311416120. 

[136]  Zhou X, Sumrow L, Tashiro K, Sutherland L, Liu D, 

Qin T, et al. (2022). Mutations linked to neurological 

disease enhance self‐association of low-complexity 

protein sequences. Science, 377:eabn5582. 

[137]  Jiang LL, Che MX, Zhao J, Zhou CJ, Xie MY, Li HY, 

et al. (2013). Structural transformation of the 

amyloidogenic core region of TDP-43 protein initiates 

its aggregation and cytoplasmic inclusion. J Biol Chem, 

288:19614–19624.  

[138]  Zhu L, Xu M, Yang M, Yang Y, Li Y, Deng J, et al. 

(2014). An ALS-mutant TDP-43 neurotoxic peptide 

adopts an anti-parallel β-structure and induces TDP-43 

redistribution. Hum Mol Genet, 23:6863–6877.  

[139]  Conicella AE, Zerze GH, Mittal J, Fawzi NL (2016). 

ALS mutations disrupt phase separation mediated by a-

helical structure in the TDP-43 low- complexity C-

terminal domain. Structure, 24:1537–1549. 

[140]  Wei Y, Lim L, Wang L, Song J (2016). Inter-domain 

interactions of TDP-43 as decoded by NMR. Biochem 

Biophys Res Commun, 473:614e619. 

[141]  Hasegawa M, Arai T, Nonaka T (2008). Phosphorylated 

TDP-43 in frontotemporal lobar degeneration and 

amyotrophic lateral sclerosis. Ann Neurol, 64:60-70. 

[142]  Liachko NF, Guthrie CR, Kraemer BC (2010). 

Phosphorylation promotes neurotoxicity in a 

Caenorhabditis elegans model of TDP-43 

proteinopathy. J Neurosci, 30:16208-16219. 

[143]  Gupta G, Qin H, Song J (2012). Intrinsically 

unstructured domain 3 of hepatitis C virus NS5A forms 

a “fuzzy complex” with VAPB-MSP domain which 

carries ALS-causing mutations. PLoS One, 7:e39261. 

[144]  Wei Y, Lim L, Wang L, Song J (2017). ALS-causing 

cleavages of TDP-43 abolish its RRM2 structure and 

unlock CTD for enhanced aggregation and toxicity. 

Biochem Biophys Res Commun, 485:826-831.   

[145]  Schmidt HB, Rohatgi R (2016). In vivo formation of 

vacuolated multi-phase compartments lacking 

membranes. Cell Rep, 16:1228–1236. 

[146]  Schmidt HB, Barreau A, Rohatgi R (2019). Phase 

separation-deficient TDP43 remains functional in 

splicing. Nat Commun, 10:4890. 

[147]  Babinchak WM, Haider R, Dumm BK, Sarkar P, 

Surewicz K, Choi JK, et al. (2019). The role of liquid–

liquid phase separation in aggregation of the TDP-43 

low-complexity domain. J Biol Chem, 294:6306–6317. 

[148]  Li HR, Chiang WC, Chou PC, Wang WJ, Huang JR 

(2018). TAR DNA-binding protein 43 (TDP-43) 



 Song J.                                                                                 LLPS and amyloidosis of FUS and TDP-43   

Aging and Disease • Volume 15, Number 5, October 2024                                                                            2111 

 

liquid–liquid phase separation is mediated by just a few 

aromatic residues. J Biol Chem, 293:6090–6098. 

[149]  Dang M, Lim L, Kang J, Song J (2021). ATP 

biphasically modulates LLPS of TDP-43 PLD by 

specifically binding arginine residues. Commun Biol, 

4:714. 

[150]  Dang M, Li T, Zhou S, Song J (2022). Arg/Lys-

containing IDRs are cryptic binding domains for ATP 

and nucleic acids that interplay to modulate LLPS. 

Commun Biol, 5:1315. 

[151]  Carter GC, Hsiung CH, Simpson L, Yang H, Zhang X 

(2021). N‐terminal Domain of TDP43 Enhances 

Liquid‐Liquid Phase Separation of Globular Proteins. J 

Mol Biol, 433:166948. 

[152]  Guenther EL, Cao Q, Trinh H, Lu J, Sawaya MR, 

Cascio D, et al. (2018). Atomic structures of TDP-43 

LCD segments and insights into reversible or 

pathogenic aggregation. Nat Struct Mol Biol, 25:463-

471. 

[153]  Wang L, Kang J, Lim L, Wei Y, Song J (2018). TDP-

43 NTD can be induced while CTD is significantly 

enhanced by ssDNA to undergo liquid-liquid phase 

separation, Biochem Biophys Res Commun, 499:189-

195. 

[154]  McGurk L, Gomes E, Guo L, Mojsilovic-Petrovic J, 

Tran V, Kalb RG, et al. (2018). Poly(ADP-Ribose) 

prevents pathological phase separation of TDP-43 by 

promoting liquid demixing and stress granule 

localization. Mol. Cell, 71:703–717.e9 

[155]  Mann JR, Gleixner AM, Mauna JC, Gomes E, 

DeChellis-Marks MR, Needhamet PG, al. (2019). RNA 

binding antagonizes neurotoxic phase transitions of 

TDP-43. Neuron, 102:321–338.e8. 

[156]  Wang L, Lim L, Dang M, Song J (2019). A novel 

mechanism for ATP to enhance the functional 

oligomerization of TDP-43 by specific binding. 

Biochem Biophys Res Commun, 514:809–814. 

[157]  Boveris A, Navarro A (2008). Brain mitochondrial 

dysfunction in aging. IUBMB Life, 60:308 –314. 

[158]  Ukmar-Godec T, Hutten S, Grieshop MP, Rezaei-

Ghaleh N, Cima-Omori MS, Biernat J, et al. (2019). 

Lysine/RNA-interactions drive and regulate 

biomolecular condensation. Nat Commun, 10:2909. 

[159]  Zhang YJ, Xu YF, Cook C, Gendron TF, Roettges P, 

Link CD, et al. (2009). Aberrant cleavage of TDP-43 

enhances aggregation and cellular toxicity. Proc Natl 

Acad Sci U S A, 106:7607-7612. 

[160]  Garnier C, Devred F, Byrne D, Puppo R, Roman AY, 

Malesinski S, et al. (2017). Zinc binding to RNA 

recognition motif of TDP-43 induces the formation of 

amyloid-like aggregates. Sci Rep, 7:6812. 

[161]  Rabdano SO, Izmailov SA, Luzik DA, Groves A, 

Podkorytov IS, Skrynnikov NR (2017). Onset of 

disorder and protein aggregation due to oxidation-

induced intermolecular disulfide bonds: Case study of 

RRM2 domain from TDP-43. Sci Rep, 7:11161. 

[162]  Zacco E, Martin SR, Thorogate R, Pastore A (2018). 

The RNA-recognition motifs of TAR DNA-binding 

protein 43 may play a role in the aberrant self-assembly 

of the protein. Front Mol Neurosci, 11:372. 

[163]  Tavella D, Zitzewitz JA, Massi F (2018). 

Characterization of TDP-43 RRM2 partially folded 

states and their significance to ALS Pathogenesis. 

Biophys J, 115:1673–1680. 

[164]  Agrawal S, Kuo PH, Chu LY, Golzarroshan B, Jain M, 

Yuan HS (2019). RNA recognition motifs of disease-

linked RNA-binding proteins contribute to amyloid 

formation. Sci Rep, 9:6171. 

[165]  François-Moutal L, Felemban R, Scott DD, Sayegh 

MR, Miranda VG, Perez-Miller S, et al. (2019). Small 

molecule targeting TDP-43’s RNA recognition motifs 

reduces locomotor defects in a Drosophila Model of 

amyotrophic lateral sclerosis (ALS). ACS Chem Biol, 

14:2006–2013. 

[166]  Guenther EL, Ge P, Trinh H, Sawaya MR, Cascio D, 

Boyer DR, et al. (2018). Atomic-level evidence for 

packing and positional amyloid polymorphism by 

segment from TDP-43 RRM2. Nat Struct Mol Biol, 

25:311–319.  

[167]  Sawaya MR, Sambashivan S, Nelson R, Ivanova MI, 

Sievers SA, Apostol MI, et al. (2007). Atomic 

structures of amyloid cross-beta spines reveal varied 

steric zippers. Nature, 447:453–457. 

[168]  Eisenberg DS, Sawaya MR (2017). Structural studies of 

amyloid proteins at the molecular level. Annu Rev 

Biochem, 86:69–95. 

[169]  Cao Q, Boyer DR, Sawaya MR, Ge P, Eisenberget DS 

(2019). Cryo-EM structures of four polymorphic TDP-

43 amyloid cores. Nat Struct Mol Biol, 26:619-627.   

[170]  Li Q, Babinchak WM, Surewicz WK (2021). Cryo-EM 

structure of amyloid fibrils formed by the entire low 

complexity domain of TDP-43. Nat Commun, 12:1620.   

[171]  Arseni D, Hasegawa M, Murzin AG, Kametani F, Arai 

M, Yoshida M, et al. (2022). Structure of pathological 

TDP-43 filaments from ALS with FTLD. Nature, 

601:139-143. 

[172]  Boeynaems S, Bogaert E, Kovacs D, Konijnenberg A, 

Timmerman E, Volkov A, et al. (2017). Phase 

separation of C9orf72 dipeptide repeats perturbs stress 

granule dynamics. Mol Cell, 65:1044–1055.e5. 

[173]  White MR, Mitrea DM, Zhang P, Stanley CB, Cassidy 

DE, Nourse A, et al. (2019). C9orf72 poly(PR) 

dipeptide repeats disturb biomolecular phase separation 

and disrupt nucleolar function. Mol Cell, 74:713–

728.e6. 

[174]  Lee KH, Zhang P, Kim HJ, Mitrea DM, Sarkar M, 

Freibaum BD, et al. (2016). C9orf72 dipeptide repeats 

impair the assembly, dynamics, and function of 

membrane-less organelles. Cell, 167:774–788.e17. 

[175]  Ferron F, Rebowski G, Lee SH, Dominguez R (2007). 

Structural basis for the recruitment of profilin-actin 

complexes during filament elongation by Ena/VASP. 

EMBO J, 26:4597e4606. 

[176]  Kang J, Lim L, Song J (2023). ATP induces folding of 

ALS-causing C71G-hPFN1 and nascent hSOD1. 

Commun Chem, 6:186.   

[177]  Ruff KM, Choi YH, Cox D, Ormsby AR, Myung  Y, 

Ascher DB, et al. (2022). Sequence grammar 

underlying the unfolding and phase separation of 

globular proteins. Mol Cell, 82:3193-3208.e8.   



 Song J.                                                                                 LLPS and amyloidosis of FUS and TDP-43   

Aging and Disease • Volume 15, Number 5, October 2024                                                                            2112 

 

[178]  Leuenberger P, Ganscha S, Kahraman A, Cappelletti V, 

Boersema PJ, Mering CV, et al. (2017). Cell-wide 

analysis of protein thermal unfolding reveals 

determinants of thermostability. Science, 355:eaai7825. 

[179]  Alberts B. (2015). Molecular Biology of the Cell. New 

York: Garland Science.   

[180]  Lim L, Lee X, Song J (2015). Mechanism for 

transforming cytosolic SOD1 into integral membrane 

proteins of organelles by ALS-causing mutations. 

Biochim Biophys Acta, 1848:1–7. 

[181]  Lim L, Kang J, Song J (2023). Extreme diversity of 12 

cations in folding ALS‑linked hSOD1 unveils novel 

hSOD1‑dependent mechanisms for Fe2+/Cu2+‑induced 

cytotoxicity. Sci Rep, 13:19868.  

[182]  Snead WT, Gladfelter AS (2019). The control centers 

of biomolecular phase separation: how membrane 

surfaces, PTMs, and active processes regulate 

condensation. Mol Cell, 76:295–305. 

[183]  Sinnige T (2022). Molecular mechanisms of amyloid 

formation in living systems. Chem Sci, 13:7080. 

 


