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Abstract 

Intrinsically Disordered Proteins (IDPs) play crucial roles in many important cellular processes such as 

signalling or regulation and are attractive therapeutic targets for several diseases. The considerable 

structural flexibility of IDPs poses a challenge for rational drug discovery approaches. Consequently 

structure-based drug design efforts to date have mostly focused on inhibiting interactions of IDPs with 

other proteins whose structure can be solved by conventional biophysical methods. Yet, in recent years 

several examples of small molecules that bind to monomeric IDPs in their disordered states have been 

reported, suggesting that this approach may offer new opportunities for therapeutic interventions. 

Further developments of this strategy will greatly benefit from an improved understanding of molecular 

recognition mechanisms between small molecules and IDPs. This article summarizes findings from 

experimental and computational studies of the mechanisms of interaction between small molecules and 

three IDPs in their disordered states: c-Myc, A peptide and -synuclein.  

 

* To whom correspondence should be addressed (email  julien.michel@ed.ac.uk) 

Abbreviations used: IDPs, intrinsically disordered proteins; A, Alzheimer -amyloid peptide; 

bHLHZip, basic helix-loop-helix leucine zipper; AD, Alzheimer’s disease; APP, Amyloid precursor 

protein; DA, dopamine; MD, molecular dynamics. 

Keywords: intrinsically disordered proteins, small molecules, c-Myc, -synuclein, A peptide. 
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Introduction 

The cell machinery is controlled by a large number of interactions between proteins and nucleic acids. 

It is now well appreciated that a large number of proteins do not adopt a single well defined structure 

under native conditions. Proteins that contain a segment of at least 30 consecutive disordered residues in 

their native state are typically classified as Intrinsically Disordered Proteins (IDPs) [1]. In comparison 

with globular proteins, IDPs tend to contain fewer hydrophobic residues but are generally enriched in 

charged amino acids [2-4]. IDPs can adopt a broad range of conformations, ranging from collapsed to 

fully extended. The considerable flexibility of IDPs facilitates interactions with a broad range of 

proteins and explains why IDPs often play key roles in important cellular processes such as signalling or 

transcription [5,6].
 
Molecular recognition between an IDP and a partner protein can involve a disorder-

to-order transition through a coupled folding upon binding mechanism, which produces high-specificity 

low-affinity complexes [7]. There are however several examples of IDPs that remain disordered upon 

complex formation [8]. 

 IDPs are attractive therapeutic targets as they are often implicated in a broad range of diseases such 

as cancers, cardiovascular disease or neurodegenerative diseases. However the considerable flexibility 

of IDPs presents a challenge for drug discovery approaches [9]. Due to their lack of a well-defined 

tertiary structure, it is generally not possible to determine the structure of isolated IDPs. So far structure-

based approaches to inhibiting IDPs have targeted either partner proteins that are ordered, or ordered 

complexes, in those cases where IDPs fold upon binding. For instance, the p53 tumor suppressor is an 

IDP that is involved in the progression of more than 50% of human cancers. The transcriptional activity 

of p53 is tightly regulated by partner protein MDM2 and cancer cells often over express MDM2 to 

inhibit p53 function [10]. As the p53 binding domain of MDM2 is folded, crystal structures can be 

readily obtained and have been exploited to design several classes of small molecule inhibitors of 

p53/MDM2 [11]. Some of the most successful inhibitors have advanced in clinical trials [12]. 

However several protein-protein interactions involve two IDPs whose structure cannot be solved in 

isolation. Even in those instances where two IDPs mutually fold upon binding, the structure of the 

complex may not reveal pockets that small molecules could readily bind to. Thus a more general route 

to inhibiting IDP function would be to directly target their disordered state with small molecules. 

Historically, this approach has not been considered feasible [13]. However this view has been 

challenged in recent years, with the discovery of several small molecules that inhibit IDP function by 

binding to their unfolded state [14-16]. The interactions of small molecules with IDPs challenge our 

understanding of molecular recognition and it is important to clarify the mechanisms of IDP-small 

molecule interactions before such proteins can be more routinely targeted. This review article focuses 

on three well-studied systems, the oncoprotein c-Myc, the Alzheimer -amyloid peptide (A) and -

synuclein. 

 

c-Myc 

 

The proto-oncogene protein c-Myc is constituted of 439 amino acids and contains an 88 amino acids 

basic helix-loop-helix leucine zipper (bHLHZip) domain. In its monomeric form, c-Myc is intrinsically 

disordered. c-Myc has been shown to interact with a large number of other proteins. The specific 

interaction between c-Myc and the protein Max has been studied extensively because the c-Myc/Max  

heterodimer binds DNA and regulate gene expressions [17]. It has been shown that overexpression of c-

Myc is frequent in many cancers, and disruption of the c-Myc/Max interaction is a possible anticancer 

strategy [5].  

Structurally diverse small molecules inhibiting the formation of this complex were discovered through 

a yeast-two hybrid screen [14]. Biophysical studies using fluorescence assays, NMR and circular 

dichroism measurements were performed to characterize protein-ligand interactions [18-20]. These 
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studies suggest that the small molecules disrupt the c-Myc/Max interaction by stabilizing conformations 

in monomeric c-Myc that are incompatible with heterodimerization with Max. Three distinct binding 

sites, encompassing residues 366-375, 375-385 and 402-409, have been mapped on the c-Myc bHLHZip 

domain [18]. Remarkably, the three distinct c-Myc binding sites can be occupied simultaneously by 

different ligands. These results suggest that the c-Myc/small molecules interactions are fairly localized 

and can be predicted from primary sequence analysis. Indeed, protein disorder prediction algorithms can 

locate approximately the c-Myc small molecule binding sites, which tend to be enriched in hydrophobic 

amino-acids in comparison with the rest of the domain [20]. In addition, many of the small molecule 

ligands can bind truncated c-Myc segments containing a single binding site with a binding affinity 

similar to the full c-Myc bHLHPZip domain. For instance, the small molecule 10058-F4 binds in a 

fluorescence polarisation assay c-Myc353-437 with a Kd of 5.3 ± 0.7 µM  and c-Myc402-412 with a Kd of 

13.3 ± 1 µM [20]. Furthermore, similar chemical shift perturbations were observed for c-Myc353-437 and 

c-Myc402-412 upon binding 10058-F4.  NMR and circular dichroism studies suggest that c-Myc remains 

disordered upon binding 10058-F4. Ligand binding appears to lead to formation of a hydrophobic 

cluster between the ligand and the side-chains of Tyr
402

, Ile
403

, Leu
404

 and Val
406

 (Figure 1). Molecular 

dynamics studies performed in our group reveals multiple distinct binding modes for 10058-F4, with 

frequent stacking interactions with Tyr
402

 as well as hydrogen-bonding interactions of with the main 

chain of Tyr
402

, Val
406

 and Lys
412

 (Unpublished work, J Michel and R Cuchillo). 

 

Alzheimer β-amyloid peptide  

 

Alzheimer disease (AD) is a neurodegenerative pathology characterized by the formation of senile 

plaques into the brain [21]. The aggregation of A, also called Amyloid  peptide, is known to be one of 

the main components of those plaques and may be associated with the pathogenesis of AD [22,23]. A  

(36-43 amino acids) is produced by the successive cleavage of the amyloid precursor protein (APP) by 

the enzymes -secretase and γ-secretase. Although the role of APP is not completely characterized, it 

appears to be crucial for synapse formation and function [24]. The aggregation of this small peptide, as 

well as with other compounds such as apoliprotein E, induces the development of senile plaques. The 

A peptide adopts a folded helical structure in membrane environments, but an aggregation prone -

sheet conformation in aqueous solution [25]. 

During the last decades, many peptide and small molecule inhibitors of Aβ aggregation have been 

discovered, primarily through in vitro assays [26]. Current small molecules inhibitors appear to inhibit 

Aaggregation through at least two distinct mechanisms. For instance scyllo-inositol derivatives have 

been shown by electron microscopy experiments to bind and stabilize monomeric and trimeric forms, 

thus blocking aggregation [27,28].
 
On the other hand compounds like Thioflavin T or Congo red appear 

to interact with  A peptide aggregates, although decades of studies on these compounds have produced 

several conflicting models describing binding mechanisms. Groening has recently reviewed extensively 

plausible hypotheses [29]. 

Computational studies have attempted to clarify protein-ligand interactions. Molecular dynamics 

simulations were recently performed for ten small molecule inhibitors in presence of a truncated Aβ 

(A12-28) [30]. Although the small molecules did not exhibit a predominant binding modes and did not 

dramatically affect the secondary structure preferences of A12-28, a number of conserved interactions 

with Aβ12-28 could be observed. Most of the ligands interacted preferentially with the N-terminal portion 

of the peptide (residues 13-20). Energetic analysis revealed favorable electrostatic interactions with 

several charged amino acids (His
13

, His
14

, Lys
16

). Additionally, favorable hydrophobic interactions are 

observed between the inhibitors and the entire N-terminals stretch, the sites of highest interaction 

probability are near the side chains of Phe
19

 and Phe
20

. The binding affinities appear to be  roughly 

correlated with the number of aromatic groups and charged groups present in the ligands. MD 

simulations have also been performed to examine the interactions of two small molecules, Pep1b and 

Dec-DETA that were designed to stabilize the central helix in the A peptide [31]. Both ligands appear 
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to stabilize the A central helix (residues 15-24) in A13-26 by interacting preferentially with two 

charged amino acids, Glu
22

 and Asp
23

.  In addition, electrostatic interactions with His
13

, Lys
16

 as well as 

hydrophobic interactions with Phe
19

 and Phe
20

 were also reported for Pep1b (Figure 1). It appears that 

the extended side-chains interactions between the small molecules and the A peptide disfavor 

intramolecular side-chain interactions that would destabilize the central -helix. Recently, molecular 

dynamics simulations were used to study the interactions of inositol ligands with (Gly-Ala)4  modelled 

either as small disordered or b-sheet aggregates of 4 peptides, or an extended fibril like oligomer. The 

ligands were observed to form predominantly mono-dentate and bi-dentate hydrogen bonds with the 

peptide backbone. The results suggested that inositol does not inhibit amyloid formation by dispersing 

preformed aggregates, but more likely binds to the surface of prefibrillar aggregates. The computed 

dissociation constants of the ligands were much higher than the observed in vitro inhibitory 

concentrations of A peptide aggregation, suggesting the existence of important side-chain interactions 

with  A peptide aggregates. [32]. 

 

α-synuclein  

 

The 140 amino acids protein -synuclein is constituted of three distinct domains. The central region 

of -synuclein is known to be crucial for the aggregation of -synuclein fibrils, one of the main 

component of Lewy bodies associated with many neurodegenerative diseases such as Parkinson’s 

Disease (PD) [33,34]. Under physiological conditions, -synuclein normally adopts an helical 

conformation that is non-pathogenic and plays a role in neurotransmitter release. It is still not well 

understood how -synuclein first forms soluble oligomers called protofibrils, followed by the 

development of β-sheet rich -synuclein fibrils. In light of these observations, a deeper molecular-level 

understanding of interactions between monomeric, protofibril and fibril forms is important to facilitate 

the discovery of small molecules inhibitors of -synuclein fibrillization.  

A few years ago, fifteen fibrillization inhibitors were found by screening a small molecule library 

using a fibrillization assay [35]. Many of these inhibitors are members of the catecholamine family and 

include Dopamine (DA). There is controversy about the mechanisms of interactions between DA and  

-synuclein. Conway et al. have suggested that DA readily oxidizes into dopamine-derive orthoquinone 

(DAQ) that subsequently form a covalent adduct with -synuclein by radical coupling to form 

dityrosine linkages or nucleophilic attack of a lysine side chain [35]. On the other hand Norris et al. 

failed to detect significant levels of DA-syn- adducts and suggested instead that binding occurs 

through non covalent interactions with the -synuclein segment 
125

Tyr-Glu-Met-Pro-Ser
129 

[36]. Herrera 

et al. used docking calculations and molecular dynamics simulations to study the interactions of 

dopamine and several plausible oxidised derivatives with an NMR derived structural ensemble of -

synuclein. In the majority of the simulated complexes, the ligands interacted through a broad range of 

hydrogen bonding and hydrophobic interactions with the region 
125

Tyr-Glu-Met-Pro-Ser
129

. 

Additionally, large electrostatic interactions were computed between the ligands and residue Glu
83

 

located in the non--amyloid region of -synuclein. Point mutations to Ala residues in the 
125

YEMPS
129

 

region did not prevent DA inhibition of -synuclein aggregation, suggesting that DA interacts non 

specifically with this region. On the other hand, mutation of Glu
83

 to Ala  strongly impaired the ability 

of DA to inhibit a-synuclein aggregation. [37]. 

Non catecholamine inhibitors of -synuclein have also been identified. A broad range of biophysical 

methods were used by Lendel et al. to characterize the interactions of Congo red and Lacmoid with -

synuclein. They concluded that these two small molecules interact broadly with the N-terminal and 

central region of -synuclein as small oligomeric species [38].  

 

Discussion    
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Although small molecules have now been found to interact directly with several IDPs in their 

monomeric form, an important challenge is to clarify the specificity of the interactions. For instance, 

there are numerous proteins that contain a bHLHZip domain similar to c-Myc. Consequently, several 

small molecule that inhibit the c-Myc-Max complex also inhibit related bHLHZip pairs. To illustrate, 

the compound 10058-F4 has also been shown in a yeast two hybrid assay to disrupt the complexes 

MyoD-E2-2, Mad1-Max and Mxi1-Max, although several other bHLHZip pairs were not inhibited [14]. 

Several of the Dopamine derivates that inhibit -synuclein aggregation have also been shown to also 

dissolve fibrils of the A peptide in vitro [39]. Congo red and Lactoin bind readily to -synuclein, a 

protein closely related to -synuclein which does not aggregate under physiological conditions [38]. 

In several cases, relatively structurally diverse small molecules have been found to interact with  

similar regions in an IDP. Additionally, many studies suggest that the complexes between small 

molecules and IDPs remain disordered [40].
 
This suggests that the binding of the small molecules is 

driven by a large number of weak interactions [13]. Arguably, unlike proteins, small molecules are 

unlikely to induce IDP folding upon binding, as the relatively limited intermolecular contacts they form 

are unlikely to overcome the large conformational entropy loss necessary to structure an IDP. Structure-

based approaches to design ligands for IDPs will therefore have to explicitly consider multiple binding 

modes.  

Although the mechanisms of IDP aggregation are still not well understood, a number of small 

molecule inhibitors of IDP aggregation have reached clinical studies. For instance, methylthionium 

chloride, initially developed as an antimalarial agent, has been shown to inhibit in vitro the aggregation 

of the IDP tau [41]. Results of a phase II clinical trial reported that methylthionium chloride slows down 

cognitive impairment in patient suffering from AD, thus  inhibiting the formation of tau aggregates is a 

promising strategy for the development of AD treatments [42].  
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Figure legend 

 

 

 

Figure 1. Summary of the main interactions observed in three IDP/ligand complexes, c-Myc/10058-F4, 

-synuclein/Dopamine and Amyloid  peptide/Pep1b.  



6 

 

 

 

References  

 

1 Uversky, V. N. and Dunker, A. K. (2010) Understanding protein non-folding. Biochim. Biophys. 

Acta, Proteins and Proteomics. 1804, 1231-1264 

 

2 Hansen, J. C., Lu, X., Ross, E. D. and Woody, R. W. (2006) Intrinsic protein disorder, amino acid 

composition, and histone terminal domains. J. Biol. Chem. 281, 1853-1856 

 

3 Uversky, V. N. (2011) Intrinsically disordered proteins from A to Z. Int. J. Biochem. Cell Biol. 

43, 1090-1103 

 

4 Radivojac, P., Iakoucheva, L. M., Oldfield, C. J., Obradovic, Z., Uversky, V. N. and Dunker, A. 

K. (2007) Intrinsic disorder and functional proteomics. Biophys. J. 92, 1439-1456 

 

5 Iakoucheva, L. M., Brown, C. J., Lawson, J. D., Obradovic, Z. and Dunker, A. K. (2002) 

Intrinsic disorder in cell-signaling and cancer-associated proteins. J. Mol. Biol. 323, 573-584 

 

6 Campen, A., Williams, R. M., Brown, C. J., Meng, J., Uversky, V. N. and Dunker, A. K. (2008) 

TOP-IDP-scale: A new amino acid scale measuring propensity for intrinsic disorder. Protein Pept. Lett. 

15, 956-963 

 

7 Dyson, H. J. and Wright, P. E. (2002) Coupling of folding and binding for unstructured proteins. 

Curr. Opin. Struct. Biol. 12, 54-60 

 

8 Uversky, V. N. (2011) Multitude of binding modes attainable by intrinsically disordered proteins: 

a portrait gallery of disorder-based complexes. Chem. Soc. Rev. 40, 1623-1634 

 

9 Uversky, V. N., Oldfield, C. J. and Dunker, A. K. (2008) Intrinsically disordered proteins in 

human diseases: Introducing the D(2) concept. Annu. Rev. Biophys. 37, 215-246 

 

10 Chene, P. (2003) Inhibiting the p53-MDM2 interaction: An important target for cancer therapy. 

Nat. Rev. Cancer. 3, 102-109 

 

11 Shangary, S. and Wang, S. (2009) Small-Molecule Inhibitors of the MDM2-p53 Protein-Protein 

Interaction to Reactivate p53 Function: A Novel Approach for Cancer Therapy. Annu. Rev.  Pharmacol. 

Toxicol. 49, 223-241 

 

12 Khoury, K., Popowicz, G. M., Holak, T. A. and Doemling, A. (2011) The p53-MDM2/MDMX 

axis - A chemotype perspective. Med. Chem. Comm. 2, 246-260 

 

13 Metallo, S. J. (2010) Intrinsically disordered proteins are potential drug targets. Curr. Opin. 

Chem. Biol. 14, 481-488 

 

14 Yin, X. Y., Giap, C., Lazo, J. S. and Prochownik, E. V. (2003) Low molecular weight inhibitors 

of Myc-Max interaction and function. Oncogene. 22, 6151-6159 

 

15 Pickhardt, M., Gazova, Z., von Bergen, M., Khlistunova, I., Wang, Y. P., Hascher, A., 

Mandelkow, E. M., Biernat, J. and Mandelkow, E. (2005) Anthraquinones inhibit tau aggregation and 

dissolve Alzheimer's paired helical filaments in vitro and in cells. J. Biol. Chem. 280, 3628-3635 

 

16 Cohen, T., Frydman-Marom, A., Rechter, M. and Gazit, E. (2006) Inhibition of amyloid fibril 



7 

 

 

 

formation and cytotoxicity by hydroxyindole derivatives. Biochemistry. 45, 4727-4735 

 

17 Lebel, R., McDuff, F.-O., Lavigne, P. and Grandbois, M. (2007) Direct visualization of the 

binding of c-Myc/Max heterodimeric b-HLH-LZ to E-box sequences on the hTERT promoter. 

Biochemistry. 46, 10279-10286 

 

18 Hammoudeh, D. I., Follis, A. V., Prochownik, E. V. and Metallo, S. J. (2009) Multiple 

Independent Binding Sites for Small-Molecule Inhibitors on the Oncoprotein c-Myc. J. Am. Chem. Soc. 

131, 7390-7401 

 

19 Follis, A. V., Hammoudeh, D. I., Daab, A. T. and Metallo, S. J. (2009) Small-molecule 

perturbation of competing interactions between c-Myc and Max. Bioorg. Med. Chem. Lett. 19, 807-810 

 

20 Follis, A. V., Hammoudeh, D. I., Wang, H., Prochownik, E. V. and Metallo, S. J. (2008) 

Structural Rationale for the Coupled Binding and Unfolding of the c-Myc Oncoprotein by Small 

Molecules. Chem. Biol. 15, 1149-1155 

 

21 Wisnewski, H. M.; Terry R. D. (1973) Reexamination of the pathogenesis of the senile plaque. 

H.M. Zimmerman (Ed.), Prog. Neuropathol, Vol. 2Grune & Stratton. pp. 1–26 

 

22 Masters, C. L., Multhaup, G., Simms, G., Pottgiesser, J., Martins, R. N. and Beyreuther, K. 

(1985) neuronal origin of a cerebral amyloid - neurofibrillary tangles of alzheimers-disease contain the 

same protein as the amyloid of plaque cores and blood-vessels. EMBO J. 4, 2757-2763 

 

23 Bharadwaj, P. R., Dubey, A. K., Masters, C. L., Martins, R. N. and Macreadie, I. G. (2009) A 

beta aggregation and possible implications in Alzheimer's disease pathogenesis. J. Cell. Mol. Med. 13, 

412-421 

 

24 Priller, C., Bauer, T., Mitteregger, G., Krebs, B., Kretzschmar, H. A. and Herms, J. (2006) 

Synapse formation and function is modulated by the amyloid precursor protein. J. Neurosci. 26, 7212-

7221 

 

25 Coles, M., Bicknell, W., Watson, A. A., Fairlie, D. P. and Craik, D. J. (1998) Solution structure of 

amyloid beta-peptide(1-40) in a water-micelle environment. Is the membrane-spanning domain where 

we think it is? Biochemistry. 37, 11064-11077 

 

26 Carter, M. D., Simms, G. A. and Weaver, D. F. (2010) The Development of New Therapeutics for 

Alzheimer's Disease. Clin. Pharmacol. Ther. 88, 475-486 

 

27 McLaurin, J., Kierstead, M. E., Brown, M. E., Hawkes, C. A., Lambermon, M. H. L., Phinney, 

A. L., Darabie, A. A., Cousins, J. E., French, J. E., Lan, M. F., Chen, F., Wong, S. S. N., Mount, H. T. J., 

Fraser, P. E., Westaway, D. and St George-Hyslop, P. (2006) Cyclohexanehexol inhibitors of A beta 

aggregation prevent and reverse Alzheimer phenotype in a mouse model. Nat. Med. 12, 801-808 

 

28 McLaurin, J., Golomb, R., Jurewicz, A., Antel, J. P. and Fraser, P. E. (2000) Inositol 

stereoisomers stabilize an oligomeric aggregate of Alzheimer amyloid beta peptide and inhibit A beta-

induced toxicity. J. Biol. Chem. 275, 18495-18502 

 

29 Groenning, M. (2010) Binding mode of Thioflavin T and other molecular probes in the context 

of amyloid fibrils-current status. J. Chem. Biol. 3, 1–18 

 



8 

 

 

 

30  Convertino, M., Vitalis, A. and Caflisch, A. (2011) Disordered binding of small molecules to 

Abeta(12-28). J. Biol. Chem. 286, 41578-41588 

 

31 Ito, M,, Johansson, J., Strömberg, R. and Nilsson, L. (2012) Effects of Ligands on Unfolding of 

the Amyloid β-Peptide Central Helix: Mechanistic Insights from Molecular Dynamics Simulations. 

PLoS ONE. 7(1), e30510 

 

32 Li, G., Rauscher, S., Baud, S. and Pomes, R. (2012) Binding of Inositol Stereoisomers To Model 

Amyloidogenic Peptides. J. Phys. Chem. B. 116, 1111-1119 

 

33 Spillantini, M. G., Schmidt, M. L., Lee, V. M. Y., Trojanowski, J. Q., Jakes, R. and Goedert, M. 

(1997) alpha-synuclein in Lewy bodies. Nature. 388, 839-840 

 

34 Baba, M., Nakajo, S., Tu, P. H., Tomita, T., Nakaya, K., Lee, V. M. Y., Trojanowski, J. Q. and 

Iwatsubo, T. (1998) Aggregation of alpha-synuclein in Lewy bodies of sporadic Parkinson's disease and 

dementia with lewy bodies. Am. J. Pathol. 152, 879-884 

 

35 Conway, K. A., Rochet, J. C., Bieganski, R. M. and Lansbury, P. T. (2001) Kinetic stabilization 

of the alpha-synuclein protofibril by a dopamine-alpha-synuclein adduct. Science. 294, 1346-1349

  

36 Norris, E. H., Giasson, B. I., Hodara, R., Xu, S. H., Trojanowski, J. Q., Ischiropoulos, H. and 

Lee, V. M. Y. (2005) Reversible inhibition of alpha-synuclein fibrillization by dopaminochrome-

mediated conformational alterations. J. Biol. Chem. 280, 21212-21219 

 

37 Herrera, F. E., Chesi, A., Paleologou, K. E., Schmid, A., Munoz, A., Vendruscolo, M., 

Gustincich, S., Lashuel, H. A. and Carloni, P. (2008) Inhibition of alpha-Synuclein Fibrillization by 

Dopamine Is Mediated by Interactions with Five C-Terminal Residues and with E83 in the NAC 

Region. PloS ONE 3(10), e3394 

 

38 Lendel, C., Bertoncini, C. W., Cremades, N., Waudby, C. A., Vendruscolo, M., Dobson, C. M., 

Schenk, D., Christodoulou, J. and Toth, G. (2009) On the Mechanism of Nonspecific Inhibitors of 

Protein Aggregation: Dissecting the Interactions of alpha-Synuclein with Congo Red and Lacmoid. 

Biochemistry. 48, 8322-8334 

 

39 Li, J., Zhu, M., Manning-Bog, A. B., Di Monte, D. A. and Fink, A. L. (2004) Dopamine and L-

dopa disaggregate amyloid fibrils: implications for Parkinson's and Alzheimer's disease. FASEB J. 18, 

962-964 

 

40 Wang, H. B., Hammoudeh, D. I., Follis, A. V., Reese, B. E., Lazo, J. S., Metallo, S. J. and 

Prochownik, E. V. (2007) Improved low molecular weight Myc-Max inhibitors. Mol. Cancer Ther. 6, 

2399-2408 

 

41 Harrington, C., Rickard, J.E., Horsley, D., Harrington, K.A., Hindley, K.P., Riedel, G., Theuring, 

F., Meng Seng, K., Wischik, C.M. (2008) methylthioninium chloride (MTC) acts as a tau aggregation 

inhibitor (TAI) in a cellular model and reverses tau pathology in transgenic mouse models of 

alzheimer’s disease. Alzheimer's Dementia. 4, 120-121 

 

42 Bulic, B., Pickhardt, M., Mandelkow, E.-M. and Mandelkow, E. (2010) Tau protein and tau 

aggregation inhibitors. Neuropharmacology. 59, 276-289 


