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Deposition of amyloid fibrils is a pathological hallmark
of Alzheimer’s disease. Aβ42 is the major protein whose
aggregation leads to the formation of these fibrils.
Understanding the detailed structure of Aβ42 fibrils is of
particular importance for delineating the mechanism of
Aβ42 aggregation and developing specific amyloid-targeting
drugs. Here, we use site-directed spin labelling and electron
paramagnetic resonance spectroscopy to study the site-specific
structural order at each and every residue position in Aβ42
fibrils. Strong interactions between spin labels indicate highly
ordered protein backbone at the labelling site, while weak
interactions suggest disordered local structure. Our results
show that Aβ42 consists of five β-strands (residues 2–7, 10–13,
17–20, 31–36, 39–41), three turns (residues 7–8, 14–16, 37–38)
and one ordered loop (residues 21–30). Spin labels introduced
at β-strand sites show strong spin–spin interactions, while spin
labels at turn or loop sites show weak interactions. However,
residues 24, 25 and 28 also show strong interactions between
spin labels, suggesting that the loop 21–30 is partly ordered.
In the context of recent structural work using solid-state NMR
and cryoEM, the site-specific structural order revealed in this
study provides a different perspective on backbone and side
chain dynamics of Aβ42 fibrils.

1. Introduction
Deposition of amyloid-β (Aβ) fibrils in the form of amyloid
plaques is a pathological hallmark of Alzheimer’s disease [1].
The protein Aβ is a fragment of a transmembrane protein called
amyloid precursor protein, resulting from proteolytic digestion by
β- and γ-secretases [2]. There are two major species of Aβ: the
40-residue Aβ40 and the 42-residue Aβ42. The only difference
between Aβ40 and Aβ42 is that Aβ42 has two extra residues at
the C-terminal end. Although Aβ40 is severalfold more abundant
than Aβ42, Aβ42 is the major, and sometimes only, component
of amyloid plaques in the brain [3–6]. Aβ40 and Aβ42 have been
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shown to interact with each other during aggregation [7,8] and they form interlaced fibrils in vitro [9],
supporting the observation that the Aβ42/Aβ40 ratio is a better predictor of Alzheimer’s risk than the
Aβ42 concentration alone [10–12]. Extensive research effort has been devoted to studying the structure of
Aβ42 fibrils, and has led to some breakthrough findings in the past few years. Solid-state NMR studies by
Xiao et al. [13], Wälti et al. [14] and Colvin et al. [15] have provided atomic details on Aβ42 fibril structure.
Schmidt et al. [16] reported a 7-Å structural model of Aβ42 fibrils based on cryoEM data. More recently,
Gremer et al. [17] used a combination of cryoEM and solid-state NMR to determine the structure of Aβ42
fibrils at 4-Å resolution. However, structural differences still exist among these models from different
studies, likely reflecting the polymorphic nature of Aβ42 fibrils. Further structural investigations are
needed to explore the diversity of Aβ42 fibril structures.

Here, we report a structural study of Aβ42 fibrils using site-directed spin labelling and electron
paramagnetic resonance (EPR) spectroscopy. The general strategy of site-directed spin labelling is to
first introduce a cysteine residue at a position of interest using site-directed mutagenesis, and then the
cysteine residue is modified with a spin-labelling reagent. In this work, a commonly used spin label
called R1 is used. The spin-labelled Aβ42 proteins were then used to prepare amyloid fibrils, which
were studied with EPR. Because the Aβ42 fibrils adopt a parallel in-register structure [18–20], the spin
label side chains form a ladder, stacking on top of each other. The stacking of spin labels leads to a
strong spin exchange interaction between spin labels, which in turn gives rise to a characteristic single-
line EPR lineshape [8,18]. We have previously shown that the quantitative analysis of the spin exchange
interaction can be used to determine the location of β-strands, turns and loops [21]. The rationale is that
strong spin exchange interactions between spin labels require structural rigidity of the protein backbone,
which is provided by the β-sheet structure in the fibrils, but not provided by loosely packed turns or
loops. Therefore, the EPR spectrum of the spin-labelled amyloid fibrils represents the structural order at
the labelling position.

In this work, we have obtained a full set of EPR spectra of Aβ42 fibrils covering every residue position
of the Aβ42 sequence. Using spectral simulations, we were able to quantify the strength of spin exchange
interaction as a measure of the structural order at each and every residue position in Aβ42 fibrils. The
results show that Aβ42 consists of five β-strands (2–7, 10–13, 17–20, 31–36, 39–41), three turns (7–8, 14–
16, 37–38) and one ordered loop (21–30). The relevance of our findings in the context of other structural
studies is discussed.

2. Results and discussion
We have previously shown that EPR spectra of spin-labelled amyloid fibrils can be used to obtain
secondary structure information [8,21]. The basis of this analysis is the spin exchange interaction between
spin labels in a parallel in-register β-sheet structure, which has been found in the amyloid fibrils of
most proteins studied to date [22]. In a parallel in-register β-sheet structure, the side chains of the same
residue position, but from different Aβ42 proteins, are stacked on top of each other, forming a ladder.
When a spin label is introduced, the stacking of the spin label side chain results in the exchange of the
unpaired electrons located in the nitroxide group of the spin label. The spin exchange interaction leads
to the collapse of the three resonance lines to a single-line spectrum. The strength of the spin exchange
interaction depends on the backbone structure of the labelling site. Spin labels located on β-strands give
strong spin exchange interactions, while spin labels located on turns or disordered loops give weak spin
exchange interaction. Therefore, the quantitative analysis of the spin exchange interaction using spectral
simulations can be used to determine the secondary structure in amyloid fibrils.

Previously we have obtained 22 EPR spectra of Aβ42 fibrils, and each sample was spin-labelled at
a different residue position [8]. Here, we completed the spin label scanning of the full Aβ42 sequence,
and are reporting all 42 EPR spectra of the spin-labelled Aβ42 fibrils (figure 1). The increased spatial
resolution allows us to obtain residue-specific structural information in Aβ42 fibrils. Spin exchange
frequency was obtained by fitting the experimental EPR data to simulated spectra (figure 1). The spin
exchange frequency as a function of residue position is plotted in figure 2a. We also assessed the strength
of the spin exchange interaction using an empirical parameter, the single-line ratio, which we introduced
in a previous analysis of spin-labelled yeast prion Ure2 fibrils [21]. The calculation of single ratio is
slightly modified to better reflect the strength of spin exchange interactions (figure 2b). The advantage
of the single-line ratio is that it does not require spectral simulation, thus it is immune to any errors
associated with spectral simulation and fitting. The disadvantage of the single-line ratio is that it is
insensitive to changes in spin exchange interactions when the interactions are strong. Importantly, both
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Figure 1. EPR spectra of Aβ42 �brils with spin labels introduced at indicated residue positions. The spin label is named R1. Experimental

spectra are shown in black, and best �ts from spectral simulations are shown in red. Note that the EPR spectra with strong spin exchange

interactions are characterized by the single-line feature, such as L34R1 and V36R1, while the EPR spectra with weak spin exchange

interactions are characterized by three resonance lines, such as K16R1 and A42R1. All spectra are normalized to the same number of spins.

The scan width is 200 G.

the spectral simulations (figure 2a) and single-line ratio (figure 2b) gave very similar results regarding the
strength of spin exchange interactions in Aβ42 fibrils. Based on EPR data, we identified five β-strands
(2–7, 10–13, 17–20, 31–36, 39–41), three turns (7–8, 14–16, 37–38) and one ordered loop (21–30). The spin
exchange interactions are stronger for β-strand sites than those residue positions in turns or loops. We
also identified three positions (residue 24, 25, 28) in the loop 21–30 that gave strong exchange interactions,
suggesting that this loop is also partly ordered.

In the last few years, significant progress has revealed atomic details of the structures of Aβ42 fibrils.
These advances came from studies using solid-state NMR [13–15] and cryoEM [16,17]. Structural models
from these studies have similarities, and also some differences. Some of these structural differences may
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Figure2. Quantitative analysis of spin exchange interactions reveals site-speci�c structural order inAβ42�brils. (a) Plot of spin exchange

frequencies, obtained from spectral simulations, as a function of residue positions. The β-strands are assigned to consecutive residue

positions with high spin exchange frequencies. (b) Plot of single-line ratio as a function of residue positions. The inset shows how the

single-line ratio is determined. In the inset, line z is at themid-point between x and y. For EPR spectrawithout spin exchange interactions,

line z would be at the same level as the baseline, and the single-line ratio would be zero. For EPR spectra with strong spin exchange

interactions, x and ywould converge to a single inection point. For the strongest spin exchange interactions, the low-�eld feature to the

left of the centre peak is completely smoothed out, and the single-line ratio would be arbitrarily set at 0.5.

result from different fibril preparation conditions. The fibrils of Gremer et al. [17] were prepared in an
acidic buffer containing organic solvent (30% acetonitrile and 0.1% trifluoroacetic acid). The fibrils of
Wälti et al. [14] were prepared in a pH 7.4 buffer at 37°C with agitation, and repeated seeding was used
to obtain homogeneous Aβ42 fibrils. The fibrils of Colvin et al. [15] were prepared with seeds in a pH
8.0 buffer at room temperature without agitation, and the Aβ42 sequence contains an extra methionine
residue at the N-terminus. The fibrils of Xiao et al. [13] were prepared in a pH 7.4 buffer at room
temperature with slow rotation. The different fibril preparation conditions may lead to the formation
of different fibril polymorphs. Detailed chemical shift comparisons by Wälti et al. [14] and Colvin et al.
[15] suggest that their structural models of Aβ42 fibrils are essentially the same as the one reported by
Xiao et al. [13]. Further comparison of the models by Wälti et al. [14] and Colvin et al. [15] shows that these
two models are of the same polymorph [23]. The structure of Gremer et al. [17] is of another polymorph
due to vastly different fibril preparation conditions.

The Aβ42 fibrils studied in this work were prepared in a phosphate buffer (pH 7.4) at room
temperature with agitation, similar to the condition used by Xiao et al. [13]. Because the fibrils of Wälti
et al. [14] and Colvin et al. [15] were prepared without agitation, and the same fibril polymorph was
obtained from these studies, it appears that agitation did not lead to the formation of other polymorphs.
This is different from the case of Aβ40 fibrils, which form different polymorphs under quiescent and
agitated conditions [24,25]. Fibril polymorphism may pose a potential complication for the analysis of
the EPR data. Because spin labels were introduced for EPR studies, it is possible that spin labelling could
cause the formation of a different fibril polymorph. Ideally, this should be investigated with another
technique that has sufficient structural resolution to distinguish different fibril polymorphs. In the case
of Aβ40 fibrils, quiescent and agitated conditions produce fibrils with different morphologies as revealed
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by transmission electron microscopy [18,24,25]. We have previously shown that spin-labelled Aβ42
fibrils have similar morphology as the wild-type fibrils [8]. However, similar morphologies between
the fibrils of Gremer et al. [17] and the fibrils of Xiao et al. [13], Wälti et al. [14] and Colvin et al.
[15] suggest that transmission electron microscopy may not have the distinguishing power for Aβ42
fibril polymorphism. Our approach for this potential complication is to emphasize the overall trend
of spin exchange interactions among adjacent labelling sites, rather than the absolute value of spin
exchange frequency at a particular site. One example of this strategy is the G33R1 mutant. The EPR
spectrum of G33R1 (figure 1) and the quantitative analysis of spin exchange interactions (figure 2)
show weak spin exchange interactions. This might be because G33R1 formed fibrils of a different
structure in which residue 33 is located at a disordered region. But, its neighbouring residues on both
sides (residues 32 and 34) have strong spin exchange interactions (figure 2). Therefore, we interpret
site 33 as part of a β-strand that runs from residues 31 to 36. This issue is similarly addressed in
our Rosetta modelling, during which the secondary structure information from EPR was used in
combination of full-atom Rosetta energy functions [8], and the final structure was not simply dictated
by EPR data.

The EPR spectra of spin-labelled Aβ42 fibrils contain information on the site-specific structural order
at each of the 42 residue positions (figure 1). Using quantitative analysis of the spin exchange interactions,
we found that Aβ42 fibrils adopt five β-strand regions (figure 2). Two of the β-strand regions include
residues 17–20 and 31–36, and we named these two β-strands β1 and β2. We think that these two β-
strands correspond to similar β-strand regions in Aβ40 [19,20,26], and they may be the structural basis
for the cross-seeding phenomenon between Aβ40 and Aβ42 [7,8], and for the formation of interlaced
Aβ40–Aβ42 fibrils [9]. One β-strand (βC), consisting of residues 39–41, is located at the C-terminal end,
and this β-strand is the distinguishing feature of Aβ42 fibrils. Owing to the shorter length of the Aβ40
sequence, Aβ40 is incapable of forming this C-terminal strand. Our EPR data also reveal two β-strands
(βN1 for residues 2–7 and βN2 for residues 10–13) in the N-terminal region (figure 2), although these
two β-strands have weaker spin exchange interactions than β1, β2 and βC, suggesting the N-terminal β-
strands are less ordered than other β-strands. In solid-state NMR studies, the first 10 residues are missing
in the fibril models of Xiao et al. [13] and Colvin et al. [15]. In the solid-state NMR studies of Wälti et al.
[14], the first 14 residues are partly ordered. In the cryoEM studies of Schmidt et al. [16], the resolved
electron density for the N-terminal region is much weaker than for the rest of the sequence. The recent
work by Gremer et al. [17] combined cryoEM and solid-state NMR to determine the structure of Aβ42
fibrils and has resolved electron density for all the N-terminal residues. Gremer et al. [17] showed that
N-terminal residues participate in a hydrophobic cluster consisting of residues A2, F4, L34 and V36. In
our Rosetta model, the N-terminal region is stabilized by electrostatic interactions among residues E3,
R5, D7, E11 and H13. Owing to the lower structural order of βN1 and βN2 than that of other β-strands,
the N-terminal β-strands likely play a less critical role in the structural stability of Aβ42 fibrils. Based
on our Rosetta model and the lack of contacts between the N-terminal region and the rest of the fibril
core from solid-state NMR studies [13–15], we speculate that the N-terminal strands may modulate the
packing between Aβ42 protofilaments.

In comparison with other Aβ42 fibril structures, we graphed the Rosetta model that we previously
reported in Gu et al. [8], together with four recent structural models deposited in the Protein Data Bank
(PDB): 2MXU by Xiao et al. [13], 2NAO by Wälti et al. [14], 5KK3 by Colvin et al. [15] and 5OQV by Gremer
et al. [17] (figure 3). In the graph, β-strands are shown as ribbons as specified in their PDB files. Residues
with strong spin exchange interactions are coloured in blue, while residues with weak spin exchange
interactions are coloured in red. A common feature among all these structural models is that residues 17–
42 adopt an S-shaped structure. There are two turns in this S-shaped structure. The first turn is located
at residues 22–28, and the second turn is near residues 37–38. The N-terminal region is less defined in all
models except Gremer et al. [17], which shows extensive contact between the C-terminal residues and the
rest of the structure. Notably, there are still considerable amounts of structural differences between these
structures. All the structures solved by solid-state NMR and cryoEM adopt an S-shaped fold, but detailed
side chain packing differs. For example, the side chains of F19 and F20 point to the interior of the fibril
core in Xiao et al. [13], Wälti et al. [14] and Colvin et al. [15], but point to the opposite sides of a β-strand in
Gremer et al. [17] with only F19 pointing to the fibril core. Interestingly, F19 and F20 are also pointing to
opposite sides of a β-strand in Aβ40 fibril structures [19,20,26]. The significance of these subtle structural
differences is not immediately clear. To gain a complete understanding of Aβ42 fibril structure and Aβ

aggregation, future studies are needed to reveal the structural differences between different structural
polymorphs, and to understand how different structural polymorphs may play distinct roles in the
pathogenesis of Alzheimer’s disease.
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Rosetta model (Gu et al. [8])

5KK3 (Colvin et al. [15])

2MXU (Xiao et al. [13]) 2NAO (Wälti et al. [14]) (a) (b) (c)

(e)(d) 5OQV (Gremer et al. [17])

Figure 3. Comparison of Aβ42 �bril models in the context of site-speci�c structural order as determined from EPR data. The structural

model based on EPR data and Rosetta modelling is shown in panel (a). Four recent structural models of Aβ42 �brils from the Protein

Data Bank are shown in panels (b)–(e). The secondary structure is shown as ribbons, and the information on the secondary structure is

taken directly from PDB �les. Residues with strong spin exchange interactions are shown in blue, and residues with weak spin exchange

interactions are shown in red.

3. Material and methods

3.1. Preparation of Aβ42 proteins and spin labelling

The plasmids of wild-type GroES-ubiquitin-Aβ42 [27] and the deubiquitylating enzyme Usp2-cc [28]
were kindly provided by Dr. Il-Seon Park at Chosun University (South Korea) and Dr. Rohan T. Baker at
Australian National University (Australia). Cysteine mutations were introduced using the QuikChange
method (Agilent) and the DNA sequence was confirmed with sequencing.

The cysteine mutants of Aβ42 were expressed in Escherichia coli and purified with a nickel column
as previously described [8,29]. Full-length Aβ was then cleaved from the fusion protein with Usp2-cc as
described [30]. For spin labelling, the spin labelling reagent MTSSL (1-oxyl-2,2,5,5-tetramethylpyrroline-
3-methyl methanethiosulfonate, AdipoGen Life Sciences) was used and detailed protocols have been
previously described [8,30]. The spin-labelled Aβ42 proteins were lyophilized and stored at −80°C.

3.2. Preparation of Aβ42 �brils

Lyophilized Aβ42 powder was first dissolved in 100% 1,1,1,3,3,3 hexafluoro-2-propanol (HFIP) to 1 mM
final Aβ concentration, and was bath sonicated for 5 min and incubated at room temperature for
30 min. HFIP was evaporated overnight in the fume hood and the Aβ samples were then put under
vacuum for 1 h. To prepare fibrils, HFIP-treated Aβ was dissolved in a CG buffer (20 mM CAPS, 7 M
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guanidine hydrochloride, pH 11) to 1 mM concentration, then was diluted 20-fold to a PBS buffer (50 mM
phosphate, 140 mM NaCl, pH 7.4) so that the final Aβ concentration was 50 µM. Then Aβ samples were
placed on a digital vortex mixer with a shaking speed of 600 rpm at room temperature. Fibril growth was
monitored daily with thioflavin T fluorescence. After thioflavin T fluorescence reached a plateau (5–7
days), fibrils were collected by centrifugation at 14 000 g for 20 min. The fibril pellet was washed twice
with the PBS buffer.

3.3. Electron paramagnetic resonance spectroscopy and spectral simulations

For EPR, the fibrils were resuspended in approximately 20 µl of the PBS buffer. The fibril sample was
then loaded into glass capillaries (VitroCom) sealed at one end. A modulation frequency of 100 kHz
was used. EPR measurements were performed at 20 mW microwave power at room temperature on a
Bruker EMX EPR spectrometer. Modulation amplitude was optimized for individual spectra (typically 4
G). Typically 10 to 30 scans were averaged for each EPR spectrum. Spectral simulations were performed
using the program MultiComponent, written by Dr. Christian Altenbach at University of California,
Los Angeles. A microscopic order macroscopic disorder model was used [31]. A least-squares fit of the
user-defined spectral parameters was performed using the Levenberg–Marquardt algorithm. Among
the previously published 22 EPR spectra of spin-labelled Aβ42 fibrils [8], the spectra of G29R1, L34R1,
G37R1 and A42R1 were obtained using the fibrils prepared in this work. Additional 20 EPR spectra were
obtained to complete the full set of 42 residue positions. Detailed fitting procedure and fitting parameters
have been previously described [8].
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Authors’ contributions. H.W. designed and carried out experiments, analysed data and drafted the manuscript. Y.K.L. and
C.X. analysed data and revised the manuscript. Z.G. conceived and supervised the study, designed the experiments
and drafted the manuscript. All authors gave final approval for publication.
Competing interests. The authors declare no competing interests.
Funding. This work was supported by the National Institutes of Health (Grant R01AG050687) and by a Turken Research
Award to Z.G.
Acknowledgements. We thank Joyce Tran and Frederick Hsu at the University of California, Los Angeles, for the help
with protein purification and spin labelling.

References

1. Scheltens P, Blennow K, Breteler MMB, de Strooper

B, Frisoni GB, Salloway S, Van der Flier WM. 2016

Alzheimer’s disease. Lancet 388, 505–517.

(doi:10.1016/S0140-6736(15)01124-1)

2. Selkoe DJ, Hardy J. 2016 The amyloid hypothesis of

Alzheimer’s disease at 25 years. EMBOMol. Med.

8, 595–608. (doi:10.15252/emmm.20160

6210)

3. Gravina SA, Ho L, Eckman CB, Long KE, Otvos L,

Younkin LH, Suzuki N, Younkin SG. 1995 Amyloidβ

protein (Aβ) in Alzheimer’s disease brain.

Biochemical and immunocytochemical analysis

with antibodies speci�c for forms ending at Aβ40

or Aβ42(43). J. Biol. Chem. 270, 7013–7016.

4. Iwatsubo T, Odaka A, Suzuki N, Mizusawa H, Nukina

N, Ihara Y. 1994 Visualization of Aβ42(43) and

Aβ40 in senile plaques with end-speci�c Aβ

monoclonals: evidence that an initially deposited

species is Aβ42(43). Neuron 13, 45–53.

(doi:10.1016/0896-6273(94)90458-8)

5. Mak K, Yang F, Vinters HV, Frautschy SA, Cole GM.

1994 Polyclonals toβ-amyloid(1–42) identify most

plaque and vascular deposits in Alzheimer cortex,

but not striatum. Brain Res. 667, 138–142.

(doi:10.1016/0006-8993(94)91725-6)

6. Miller DL, Papayannopoulos IA, Styles J, Bobin SA,

Lin YY, Biemann K, Iqbal K. 1993 Peptide

compositions of the cerebrovascular and senile

plaque core amyloid deposits of Alzheimer’s

disease. Arch. Biochem. Biophys. 301, 41–52.

(doi:10.1006/abbi.1993.1112)

7. Tran J, Chang D, Hsu F, Wang H, Guo Z. 2017

Cross-seeding between Aβ40 and Aβ42 in

Alzheimer’s disease. FEBS Lett. 591, 177–185.

(doi:10.1002/1873-3468.12526)

8. Gu L, Tran J, Jiang L, Guo Z. 2016 A new structural

model of Alzheimer’s Aβ42 �brils based on

electron paramagnetic resonance data and Rosetta

modeling. J. Struct. Biol. 194, 61–67. (doi:10.1016/

j.jsb.2016.01.013)

9. Gu L, Guo Z. 2013 Alzheimer’s Aβ42 and Aβ40

peptides form interlaced amyloid �brils.

J. Neurochem. 126, 305–311. (doi:10.1111/jnc.12202)

10. Hansson O, Zetterberg H, Buchhave P, Andreasson

U, Londos E, Minthon L, Blennow K. 2007 Prediction

of Alzheimer’s disease using the CSF Aβ42/Aβ40

ratio in patients with mild cognitive impairment.

Dement. Geriatr. Cogn. Disord. 23, 316–320.

(doi:10.1159/000100926)

11. Lewczuk P, Lelental N, Spitzer P, Maler JM,

Kornhuber J. 2015 Amyloid-β 42/40 cerebrospinal

uid concentration ratio in the diagnostics of

Alzheimer’s disease: validation of two novel assays.

J. Alzheimers Dis. 43, 183–191. (doi:10.3233/

JAD-140771)

12. Dumurgier J et al. 2015 Cerebrospinal uid

amyloid-β 42/40 ratio in clinical setting of

memory centers: a multicentric study. Alzheimers

Res. Ther. 7, 30. (doi:10.1186/s13195-015-

0114-5)

13. Xiao Y, Ma B, McElheny D, Parthasarathy S, Long F,

Hoshi M, Nussinov R, Ishii Y. 2015 Aβ(1-42) �bril

structure illuminates self-recognition and

replication of amyloid in Alzheimer’s disease. Nat.

Struct. Mol. Biol. 22, 499–505. (doi:10.1038/

nsmb.2991)

14. Wälti MA, Ravotti F, Arai H, Glabe CG, Wall JS,

Böckmann A, Güntert P, Meier BH, Riek R. 2016

Atomic-resolution structure of a disease-relevant

Aβ(1-42) amyloid �bril. Proc. Natl Acad. Sci. USA

113, E4976–E4984. (doi:10.1073/pnas.1600749113)

15. Colvin MT et al. 2016 Atomic resolution structure of

monomorphic Aβ42 amyloid �brils. J. Am. Chem.

Soc. 138, 9663–9674. (doi:10.1021/jacs.6b05129)

16. Schmidt M, Rohou A, Lasker K, Yadav JK,

Schiene-Fischer C, Fändrich M, Grigorie� N. 2015

Peptide dimer structure in an Aβ(1–42) �bril

visualized with cryo-EM. Proc. Natl Acad. Sci. USA

112, 11 858–11 863. (doi:10.1073/pnas.1503455112)

17. Gremer L et al. 2017 Fibril structure of

amyloid-ß(1-42) by cryo-electron microscopy.

Science 358, 116–119. (doi:10.1126/science.aao2825)

18. Agopian A, Guo Z. 2012 Structural origin of

polymorphism of Alzheimer’s amyloidβ-�brils.

Biochem. J. 447, 43–50. (doi:10.1042/BJ20120034)

19. Petkova AT, Yau W-M, Tycko R. 2006 Experimental

constraints on quaternary structure in Alzheimer’s

http://dx.doi.org/10.5061/dryad.768dk4s
http://dx.doi.org/10.1016/S0140-6736(15)01124-1
http://dx.doi.org/10.15252/emmm.201606210
http://dx.doi.org/10.15252/emmm.201606210
http://dx.doi.org/10.1016/0896-6273(94)90458-8
http://dx.doi.org/10.1016/0006-8993(94)91725-6
http://dx.doi.org/10.1006/abbi.1993.1112
http://dx.doi.org/10.1002/1873-3468.12526
http://dx.doi.org/10.1016/j.jsb.2016.01.013
http://dx.doi.org/10.1016/j.jsb.2016.01.013
http://dx.doi.org/10.1111/jnc.12202
http://dx.doi.org/10.1159/000100926
http://dx.doi.org/10.3233/JAD-140771
http://dx.doi.org/10.3233/JAD-140771
http://dx.doi.org/10.1186/s13195-015-0114-5
http://dx.doi.org/10.1186/s13195-015-0114-5
http://dx.doi.org/10.1038/nsmb.2991
http://dx.doi.org/10.1038/nsmb.2991
http://dx.doi.org/10.1073/pnas.1600749113
http://dx.doi.org/10.1021/jacs.6b05129
http://dx.doi.org/10.1073/pnas.1503455112
http://dx.doi.org/10.1126/science.aao2825
http://dx.doi.org/10.1042/BJ20120034


8

rsos.royalsocietypublishing.org
R.Soc.open

sci.5:180166
................................................

β-amyloid �brils. Biochemistry 45, 498–512.

(doi:10.1021/bi051952q)

20. Paravastu AK, Leapman RD, Yau W-M, Tycko R. 2008

Molecular structural basis for polymorphism in

Alzheimer’s beta-amyloid �brils. Proc. Natl Acad. Sci.

USA 105, 18 349–18 354. (doi:10.1073/pnas.

0806270105)

21. Ngo S, Chiang V, Guo Z. 2012 Quantitative analysis

of spin exchange interactions to identifyβ strand

and turn regions in Ure2 prion domain �brils with

site-directed spin labeling. J. Struct. Biol. 180,

374–381. (doi:10.1016/j.jsb.2012.08.008)

22. Eisenberg DS, Sawaya MR. 2017 Structural studies of

amyloid proteins at the molecular level. Annu. Rev.

Biochem. 86, 69–95. (doi:10.1146/annurev-

biochem-061516-045104)

23. Meier BH, Riek R, Böckmann A. 2017 Emerging

structural understanding of amyloid �brils by

solid-state NMR. Trends Biochem. Sci. 42,

777–787. (doi:10.1016/j.tibs.2017.

08.001)

24. Kodali R, Williams AD, Chemuru S, Wetzel R. 2010

Aβ(1–40) forms �ve distinct amyloid structures

whoseβ-sheet contents and �bril stabilities are

correlated. J. Mol. Biol. 401, 503–517. (doi:10.1016/

j.jmb.2010.06.023)

25. Petkova AT, Leapman RD, Guo Z, Yau W-M, Mattson

MP, Tycko R. 2005 Self-propagating, molecular-level

polymorphism in Alzheimer’s beta-amyloid �brils.

Science 307, 262–265. (doi:10.1126/science.1105850)

26. Bertini I, Gonnelli L, Luchinat C, Mao J, Nesi A. 2011 A

new structural model of Aβ40 �brils. J. Am. Chem.

Soc. 133, 16 013–16 022. (doi:10.1021/ja2035859)

27. Shahnawaz M, Thapa A, Park I-S. 2007 Stable

activity of a deubiquitylating enzyme (Usp2-cc) in

the presence of high concentrations of urea and its

application to purify aggregation-prone peptides.

Biochem. Biophys. Res. Commun. 359, 801–805.

(doi:10.1016/j.bbrc.2007.05.186)

28. Baker RT, Catanzariti A-M, Karunasekara Y,

Soboleva TA, Sharwood R, Whitney S, Board PG.

2005 Using deubiquitylating enzymes as research

tools.Meth. Enzymol. 398, 540–554. (doi:10.1016/

S0076-6879(05)98044-0)

29. Gu L, Liu C, Stroud JC, Ngo S, Jiang L, Guo Z.

2014 Antiparallel triple-strand architecture for

pre�brillar Aβ42 oligomers. J. Biol. Chem.

289, 27 300–27 313. (doi:10.1074/jbc.M114.

569004)

30. Gu L, Liu C, Guo Z. 2013 Structural insights into

Aβ42 oligomers using site-directed spin labeling.

J. Biol. Chem. 288, 18 673–18 683. (doi:10.1074/

jbc.M113.457739)

31. Budil DE, Lee S, Saxena S, Freed JH. 1996

Nonlinear-least-squares analysis of slow-motion

EPR spectra in one and two dimensions using a

modi�ed Levenberg–Marquardt algorithm. J.

Magn. Reson. Ser. A 120, 155–189. (doi:10.1006/

jmra.1996.0113)

32. Wang H, Lee YK, Xue C, Guo Z. 2018 Data from:

site-speci�c structural order in Alzheimer’s Aβ42

�brils. Dryad Digital Repository. (doi:10.5061/

dryad.768dk4s)

http://dx.doi.org/10.1021/bi051952q
http://dx.doi.org/10.1073/pnas.0806270105
http://dx.doi.org/10.1073/pnas.0806270105
http://dx.doi.org/10.1016/j.jsb.2012.08.008
http://dx.doi.org/10.1146/annurev-biochem-061516-045104
http://dx.doi.org/10.1146/annurev-biochem-061516-045104
http://dx.doi.org/10.1016/j.tibs.2017.08.001
http://dx.doi.org/10.1016/j.tibs.2017.08.001
http://dx.doi.org/10.1016/j.jmb.2010.06.023
http://dx.doi.org/10.1016/j.jmb.2010.06.023
http://dx.doi.org/10.1126/science.1105850
http://dx.doi.org/10.1021/ja2035859
http://dx.doi.org/10.1016/j.bbrc.2007.05.186
http://dx.doi.org/10.1016/S0076-6879(05)98044-0
http://dx.doi.org/10.1016/S0076-6879(05)98044-0
http://dx.doi.org/10.1074/jbc.M114.569004
http://dx.doi.org/10.1074/jbc.M114.569004
http://dx.doi.org/10.1074/jbc.M113.457739
http://dx.doi.org/10.1074/jbc.M113.457739
http://dx.doi.org/10.1006/jmra.1996.0113
http://dx.doi.org/10.1006/jmra.1996.0113
http://dx.doi.org/10.5061/dryad.768dk4s
http://dx.doi.org/10.5061/dryad.768dk4s

	Introduction
	Results and discussion
	Material and methods
	Preparation of A42 proteins and spin labelling
	Preparation of A42 fibrils
	Electron paramagnetic resonance spectroscopy and spectral simulations

	References

