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Amyloid-b (Ab) peptides aggregate to form polymorphic amyloid fibrils and a variety of
intermediate assemblies, including oligomers and protofibrils, both in vitro and in human
brain tissue. Since the beginning of the 21st century, considerable progress has been made to
characterize the molecular structures of Ab aggregates. Full molecular structural models
based primarily on data from measurements using solid-state nuclear magnetic resonance
(ssNMR) have been developed for several in vitro Ab fibrils and one metastable protofibril.
Partial structural characterization of other aggregation intermediates has been achieved. One
full structural model for fibrils derived from brain tissue has also been reported. Future work is
likely to focus on additional structures from brain tissue and on further clarification of non-
fibrillar Ab aggregates.

Aggregation of amyloid-b (Ab) peptides in
brain tissue is widely believed to be the root

cause of neurodegeneration in Alzheimer’s
disease (AD) (Hardy 2006). Ab peptides are
produced by a series of enzymatic cleavages
of the amyloid precursor protein (APP), a trans-
membrane protein that is expressed primarily
in neural tissue (Arai et al. 1991; Haass and
Selkoe 1993). Most Ab peptides in human brain
tissue are either 40 or 42 residues in length
(Ab40 and Ab42), and are typically produced
in an approximate 5:1 abundance ratio but
with more pronounced aggregation of Ab42
(Gravina et al. 1995). Ab aggregation is tradi-
tionally considered to be an extracellular pro-
cess, although there is also evidence that Ab

aggregation can occur intracellularly (Pensalfini
et al. 2014).

Multiple aggregated forms of Ab have been
identified (Tycko 2014). Ab peptides have non-
zero solubilities in aqueous solutions, with the
precise concentration of unaggregated mole-
cules at thermodynamic equilibrium being de-
pendent on the peptide length (e.g., Ab40 vs.
Ab42), temperature, pH, and other conditions.
Typical values are well below 100 nM at 37˚C
and pH 7 (Brännström et al. 2013; Qiang et al.
2013). At Ab concentrations above this solubil-
ity limit, the predominant aggregated structural
state at thermodynamic equilibrium is the am-
yloid fibril (i.e., a state in which many Ab
monomers self-assemble to form straight,
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unbranched filaments that are typically 5–
10 nm in width and 0.1–10 mm in length, and
that contain “cross-b” supramolecular struc-
tural motifs [see below]). Transmission electron
microscope (TEM) images of amyloid fibrils are

shown in Figure 1A–C. Ab fibrils are the main
proteinaceous components of the Ab plaques
that develop in AD brain tissue and also account
for most of the total mass of Ab in brain tissue
(Kuo et al. 1996; Lesne et al. 2013).
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Figure 1. Negatively stained transmission electron microscope (TEM) images of amyloid-b (Ab) aggregates. (A)
Ab40 fibrils prepared in vitro with “striated ribbon” morphologies. (B) Ab40 fibrils prepared in vitro with
“twisted” morphologies. (C) Ab40 fibrils derived from Alzheimer’s disease (AD) brain tissue and prepared by
seeding synthetic Ab40 with amyloid-enriched brain extract. (D) Metastable D23N–Ab40 protofibrils prepared
in vitro. (E) Ab40 aggregates observed before the appearance of mature fibrils in vitro. A variety of morpholo-
gies are seen, including worm-like protofibrils and globular oligomers. (F) Polymorphic Ab42 aggregates,
including both fibrils and protofibrils.
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In addition to amyloid fibrils, Ab peptides
can also self-assemble into a variety of oligo-
meric (Lambert et al. 1998; Walsh et al. 2002;
Kayed et al. 2003; Lesne et al. 2006; Glabe 2008;
Tomic et al. 2009; Yu et al. 2009; Sandberg et al.
2010; Ladiwala et al. 2012; Lesne et al. 2013; Liu
et al. 2015) and “protofibrillar” (Goldsbury et
al. 2000, 2005; Williams et al. 2005; Wu et al.
2010; Lasagna-Reeves et al. 2011) states (see be-
low), as shown in Figure 1D–F. In experiments
performed in vitro to characterize the Ab aggre-
gation process, these oligomers and protofibrils
are generally transient or metastable species,
which ultimately convert to fibrils as thermody-
namic equilibrium is approached. At equilibri-
um, nonfibrillar aggregated species have small
(possibly nearly zero) populations. However,
the approach to true thermodynamic equilibri-
um can be very slow depending on experimental
conditions, so that nonfibrillar species can re-
main abundant for days, weeks, or even longer
periods.

Considerable uncertainty currently exists
regarding the identities of aggregated Ab spe-
cies that are the most significant neurotoxic
agents in AD. This uncertainty arises in part
from uncertainty regarding primary neurotox-
icity mechanisms and also from uncertainty re-
garding the precise identities of Ab aggregates
that actually develop in AD brain tissue (see
below). It seems possible that multiple distinct
forms of aggregated Ab contribute to neurode-
generation in AD through multiple distinct
mechanisms (Deshpande et al. 2006).

The remainder of this review focuses on the
molecular structures of Ab aggregates. Detailed
molecular structural information is important
for several reasons: (1) as a prerequisite for a
fundamental understanding of the molecular
and intermolecular interactions that drive ag-
gregation and fibril formation; (2) as a pre-
requisite for a fundamental understanding of
relationships among the various types of Ab
aggregates and the aggregation “pathway”; (3)
as a basis for the development of chemical com-
pounds that bind selectively to Ab aggregates for
purposes of diagnostic imaging; (4) as a basis for
the development of compounds that interact
with Ab aggregates, to inhibit or retard aggre-

gation, or possibly to guide the aggregation pro-
cess toward relatively nontoxic species; and
(5) as a basis for understanding interactions of
Ab aggregates with metal ions, membrane sur-
faces, cell-surface receptors, orother entities that
may play roles in neurotoxicity mechanisms.

Detailed structural characterization of Ab
aggregates has not been straightforward because
they are inherently noncrystalline and insolu-
ble and are, therefore, not amenable to direct
studies by traditional methods of X-ray crystal-
lography and multidimensional liquid-state
nuclear magnetic resonance (NMR). In addition,
macroscopic samples of Ab aggregates tend
to be structurally heterogeneous, and nonfibril-
lar species are transient or have low abundances.
Nonetheless, considerable progress has been
made through the application of novel solid-
state NMR (ssNMR) methods (Griffiths et al.
1995; Lansbury et al. 1995; Benzinger et al. 1998;
Antzutkin et al. 2000, 2002, 2003; Balbach et al.
2000, 2002; Petkova et al. 2002, 2004, 2005,
2006; Jaroniec et al. 2004; Paravastu et al.
2008; Van Melckebeke et al. 2010; Bayro et al.
2011; Qiang et al. 2012; Lu et al. 2013; Schütz
et al. 2014), electron microscopy (Jiménez et al.
1999; Goldsbury et al. 2000, 2005; Meinhardt
et al. 2009), hydrogen/deuterium exchange
(Lührs et al. 2005; Kheterpal and Wetzel 2006;
Olofsson et al. 2007), electron paramagnetic
resonance (EPR) (Török et al. 2002), X-ray fiber
diffraction (McDonald et al. 2012), X-ray crys-
tallography of amyloid-like peptide microcrys-
tals (Nelson et al. 2005; Sawaya et al. 2007; La-
ganowsky et al. 2012), and other biophysical
and biochemical techniques (Kheterpal et al.
2001; Kodali et al. 2010; Klinger et al. 2014).
For Ab fibrils, complete structural models that
are based primarily on ssNMR data now exist
(Petkova et al. 2006; Paravastu et al. 2008; Ber-
tini et al. 2011; Schütz et al. 2014; Sgourakis
et al. 2015; Xiao et al. 2015), including one
complete model for Ab40 fibrils derived from
human brain tissue (Lu et al. 2013). A detailed
model of a metastable Ab protofibril has also
been developed from ssNMR data (Qiang et al.
2012). Complete models for oligomeric Ab as-
semblies have not yet been developed, but a
substantial body of experimental data has
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been obtained for samples with a variety of
morphologies, prepared under a variety of
in vitro conditions (Chimon and Ishii 2005;
Chimon et al. 2007; Ahmed et al. 2010; Scheidt
et al. 2011, 2012; Lopez del Amo et al. 2012; Tay
et al. 2013; Lendel et al. 2014; Sarkar et al. 2014;
Huang et al. 2015; Parthasarathy et al. 2015;
Potapov et al. 2015).

EARLY STRUCTURAL STUDIES

X-ray fiber diffraction data first showed that
amyloid fibrils contain cross-b structural mo-
tifs (Eanes and Glenner 1968). A cross-b motif
is one in which certain segments of the peptide
or protein sequence adopt extended, b-strand
conformations and assemble into ribbon-
like b-sheets (Astbury et al. 1959), with the
b-strands running approximately perpendi-
cular to the fibril growth axis and with hydro-
gen bonds between b-strands running approx-
imately parallel to the growth axis, as shown in
Figure 2. The spacing between b-strands within
a b-sheet is necessarily d ¼ 0.47–0.48 nm, as

dictated by the fixed length of the interstrand
hydrogen bonds. This well-defined spacing
leads to a characteristic, sharp maximum in
X-ray scattering intensity at the angle u ¼

sin21(l/2d), where l is the X-ray wavelength,
directed along the fibril growth axis (i.e., in
the meridional direction) in fiber diffraction
measurements on aligned fibrils. In addition,
the diffraction data typically show a broader
maximum in scattering intensity perpendicular
to the growth axis (i.e., in the equatorial direc-
tion) at a scattering angle that corresponds to a
0.8–1.0 nm spacing. This equatorial feature is
commonly attributed to the existence of multi-
ple b-sheet layers within the fibrils.

As depicted in Figures 2 and 3, a variety of
cross-b motifs are conceivable, comprised of
either parallel b-sheets or antiparallel b-sheets,
with each peptide or protein molecule contrib-
uting one or moreb-strands to eachb-sheet and
with one or more b-sheet layers. From fiber-
diffraction data alone, it has not been possible
to distinguish parallel b-sheets from antipar-
allel b-sheets, to determine the identities of

A B

Figure 2. Amyloid fibrils contain b-sheets that are organized into cross-b motifs. (A) Idealized representation of
an in-register parallel cross-b structure, which is formed by identical b-strand segments from different peptide
molecules with intermolecular hydrogen bonds (dotted lines) between residue k in one b-strand and residues
k21 and kþ1 in an adjacentb-strand. (B) Idealized representation of an antiparallel cross-b structure. The blue
arrow represents the fibril growth direction.
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b-strand-forming segments, or to determine
the number of b-sheet layers within a fibril.
Nonetheless, the fact that amyloid fibrils con-
tain cross-b structures is a fundamental proper-
ty that greatly simplifies the development of
structural models from ssNMR data (see below).

Methods of ssNMR were first applied to
amyloid fibrils by Griffin, Lansbury, and col-
leagues, who studied fibrils formed by peptides
representing residues 34–42 of Ab (Ab34 – 42)
and residues 20–29 of the islet amyloid poly-
peptide (Griffiths et al. 1995; Lansbury et al.

1995). Experiments on Ab34 – 42 fibrils led to a
model in which the cross-bmotif in these fibrils
was comprised of antiparallel b-sheets. These
experiments involved preparation of Ab34 – 42

peptides with 13C labels at specific backbone
carbonyl anda-carbon sites, and measurements
of nuclear magnetic dipole–dipole couplings
between the carbonyl and a-carbon labels using
the “rotational resonance” (R2) technique (Ra-
leigh et al. 1988). The strength of magnetic di-
pole–dipole couplings is inversely propor-
tional to the inverse cube of distances between

Secondary structureA

B

C

Tertiary structure

Quaternary structure

Parallel cross-β unit

Antiparallel cross-β unit

External
contacts

Internal
contacts

Figure 3. Levels of molecular structure within an amyloid fibril. (A) Secondary structure refers to the
identities of b-strand and non-b-strand segments (arrows and tubes). Non-b-strand segments can be either
ordered or disordered. (B) Tertiary structure refers to the organization of b-strand segments into parallel or
antiparallel b-sheets. (C) Quaternary structure refers to the stacking or interactions among b-sheets, which
is mediated by amino acid side chains. A set of molecules that are hydrogen-bonded to one another in
b-sheets constitutes one cross-b unit. A fibril structure may contain multiple cross-b units. Internal
quaternary contacts involve interactions among side chains within one cross-b unit (ellipses and rectan-
gles). External quaternary contacts involve interactions among side chains from different cross-b units
(triangles).
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13C labels, allowing R2 data to serve as a strong
restraint on molecular structure. The conclu-
sion that Ab34 – 42 fibrils contain antiparallel
b-sheets followed from the detection of di-
pole–dipole couplings that were consistent with
intermolecular distances ,0.6 nm between
carbonyl and a-carbon labels for certain non-
sequential residue pairs (Lansbury et al. 1995).

R2 is one example of a class of ssNMR tech-
niques (called “dipolar recoupling” techniques)
that are used for quantitative distance measure-
ments in ssNMR studies of biological and non-
biological systems (Raleigh et al. 1988; Gullion
and Schaefer 1989; Tycko and Dabbagh 1990;
Gregory et al. 1995; Jaroniec et al. 2001; Tycko
2007). Dipolar recoupling techniques generally
consist of trains of radio frequency (RF) pulses
that are synchronized with rapid rotation of the
sample about an axis inclined at the “magic
angle,” um ¼ 54.7356˚, to the external magnetic
field of the NMR spectrometer. Magic angle
spinning (MAS) is an essential component of
most biomolecular ssNMR measurements be-
cause MAS produces a dramatic enhancement
of spectral resolution and signal-detection sen-
sitivity. Dipolar recoupling techniques restore
dipole–dipole couplings that are otherwise
averaged out by MAS, allowing internuclear
distances to be measured while retaining the
resolution and sensitivity advantages of MAS.
(In the specific case of R2, no RF pulses are
applied, but the MAS rate is adjusted to match
the difference in NMR frequencies of the two
13C-labeled sites.)

Around 1998, several molecular structural
models for fibrils formed by full-length Ab
peptides were proposed (Chaney et al. 1998;
Lazo and Downing 1998; George and Howlett
1999; Li et al. 1999; Tjernberg et al. 1999). These
models were all qualitatively different from
one another, reflecting the fact that no atomic-
level structural restraints for full-length Ab
fibrils were available from experimental mea-
surements. All of these models involved antipar-
allel b-sheets, supported by observations from
infrared spectroscopy (Hilbich et al. 1991) and
the ssNMR data for Ab34 – 42 fibrils. None of
these models has subsequently been found to
be correct.

In 1998, Benzinger et al. (1998) reported
evidence from ssNMR for parallel b-sheets in
fibrils formed by Ab10 – 35 (i.e., residues 10–35
of full-length Ab), a peptide that had been cho-
sen as a model for full-length Ab in earlier work
(Lee et al. 1995). A series of Ab10 – 35 samples
with 13C labels at single carbonyl sites was pre-
pared. Dipolar recoupling data then indicated
intermolecular 13C–13C distances of �0.5 nm
for all fibril samples. These data ruled out the
possibility of any antiparallel b-sheet structure
and were most consistent with an in-register
parallel b-sheet structure (i.e., one in which
identicalb-strand segments from different mol-
ecules form b-sheets, with amino acid residue k
of each molecule being hydrogen-bonded to
residues k21 and kþ1 of neighboring mole-
cules, as depicted in Fig. 2A).

Although the results of Benzinger et al.
(1998) were initially controversial, subsequent
ssNMR data (Antzutkin et al. 2000, 2002; Bal-
bach et al. 2002) provided support for in-
register parallel b-sheets in Ab40, Ab42, and
Ab10 – 35 fibrils. In-register parallel b-sheets are
now known to be the most common type of
cross-b structure in “mature” (i.e., thermody-
namically stable) amyloid fibrils that are formed
by polypeptide chains that are more than about
20 residues in length (Margittai and Langen
2008; Tycko and Wickner 2013). Antiparallel
b-sheets have been found in fibrils formed by
shorter peptides (Balbach et al. 2000; Petkova
et al. 2004; Bu et al. 2007) and in metastable Ab
aggregates (see below).

DEVELOPMENT OF FULL STRUCTURAL
MODELS FOR AMYLOID FIBRILS FROM
ssNMR DATA: GENERAL CONSIDERATIONS

As shown schematically in Figure 3, develop-
ment of a full molecular structural model for
an amyloid fibril requires experimental re-
straints at several structural levels. First, one
must obtain restraints on the conformation of
individual molecules (i.e., “secondary struc-
ture,” in the usual terminology of biochemistry
and structural biology). In particular, the seg-
ments of the amino acid sequence that are con-
formationally ordered must be distinguished
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from disordered segments, and b-strand seg-
ments must be distinguished from non-b-
strand segments. In ssNMR spectra, ordered
segments exhibit sharp, strong 13C and 15N
NMR lines, whereas disordered segments ex-
hibit broader or weaker lines (depending on
the hydration level of the sample). Residues in
b-strand segments exhibit characteristic pat-
terns of 13C NMR chemical shifts, with back-
bone carbonyl and a-carbon lines being shifted
to lower chemical shift values and b-carbon
lines being shifted to higher chemical shift val-
ues relative to “random coil” chemical shifts.
(Only glycine a-carbon lines do not show this
behavior.) Identification of ordered/disordered
segments andb-strand/non-b-strand segments
is performed most efficiently by acquisition of
two- or three-dimensional (2D or 3D) ssNMR
spectra from fibril samples in which various
combinations of residues (or all residues) are
uniformly 15N, 13C-labeled, allowing the con-
formations at many sites to be evaluated si-
multaneously from measurements on a single
sample. This strategy was first demonstrated on
amyloid fibrils by Balbach et al. (2000). Addi-
tional conformational restraints can be ob-
tained from other types of ssNMR measure-
ments (Jaroniec et al. 2002; Antzutkin et al.
2003; Hu et al. 2012), which are especially useful
for defining the conformations in non-b-strand
segments and at glycine residues.

Next, one must determine whether the
cross-b motif is comprised of parallel or anti-
parallel b-sheets, as well as the precise intermo-
lecular alignment (i.e., the registry of inter-
strand hydrogen bonds) within the b-sheets.
In the specific context of amyloid fibrils, this
aspect of supramolecular organization can be
termed “tertiary structure.” As discussed above,
dipolar recoupling measurements on samples
in which single sites are 13C-labeled can provide
the necessary restraints on intermolecular dis-
tances (Benzinger et al. 1998; Balbach et al.
2002; Tycko 2007). Measurements of 15N– 13C
dipole–dipole couplings on selectively labeled
samples are also valuable, especially for charac-
terizing antiparallel b-sheets (Petkova et al.
2004; Qiang et al. 2012). When multiple resi-
dues are uniformly labeled, the intermolecular

alignment within antiparallel b-sheets can also
be determined from 2D 13C– 13C ssNMR spec-
tra obtained with “proton-mediated” transfers
of spin polarization between 13C nuclei (Pet-
kova et al. 2004; Qiang et al. 2012). Other
ssNMR strategies for characterizing b-sheet
structures have been demonstrated by other re-
search groups (Van Melckebeke et al. 2010;
Bayro et al. 2011; Schütz et al. 2014). EPR mea-
surements on spin-labeled peptides and pro-
teins have also produced important informa-
tion about both the secondary and tertiary
structure in fibrils formed by a variety of pep-
tides and proteins (Török et al. 2002; Cobb et al.
2007; Margittai and Langen 2008).

When a polypeptide contains more than
one b-strand segment, b-sheets formed by dif-
ferent segments can stack against one another.
One must then identify the faces of eachb-sheet
that form intersheet contacts and the specific
amino acid side chains that participate in inter-
sheet interactions. In the specific context of am-
yloid fibrils, this aspect of supramolecular orga-
nization can be termed “quaternary structure.”
Restraints on intersheet contacts can be ob-
tained from 2D or 3D ssNMR spectra of fibril
samples that contain uniformly labeled residues
when these spectra are acquired under experi-
mental conditions that lead to long-range inter-
residue cross-peak signals (Petkova et al. 2006;
Paravastu et al. 2008; Van Melckebeke et al.
2010; Qiang et al. 2012; Lu et al. 2013; Schütz
et al. 2014). Such cross-peaks result from trans-
fers of nuclear spin polarization between 13C,
15N, or 1H sites on side chains of residues that
are brought together by intersheet interactions.
The polarization transfers are driven by inter-
residue dipole–dipole couplings and can be ob-
served when, for example, 13C–13C distances
between side chains are up to �0.8 nm.

The cross-bmotif formed by one set of mol-
ecules that are hydrogen-bonded to one another
in b-sheets can be called one “cross-b unit”
(CBU). A single fibril can contain two or
more CBUs, which are typically arranged in a
symmetric manner about the fibril growth axis.
The presence of more than one CBU within
Ab40 and Ab42 fibrils is indicated by quantita-
tive measurements of the fibril mass per length
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(MPL) using scanning TEM (STEM) (Golds-
bury et al. 2000, 2005; Antzutkin et al. 2002),
energy-filtered TEM (Paravastu et al. 2009), or
tilted-beam, dark-field TEM (Chen et al. 2009).
Given that full-length Ab peptides have a mo-
lecular mass of 4.3 kDa and that the spacing
between molecules in an in-register parallel
b-sheet is 0.47 nm, the MPL of one CBU must
be 4.3 kDa/0.47 nm ¼ 9.0 kDa/nm. Experi-
mental measurements on Ab fibrils prepared
under various conditions indicate minimum
MPL values of �18 or 27 kDa/nm (Goldsbury
et al. 2005; Petkova et al. 2005; Chen et al. 2009),
consistent with two or three CBUs in the min-
imal fibril structure, which can be called the
“protofilament.” Thicker fibrils with higher
MPL values can form by self-association of pro-
tofilaments, but fibrils containing only one
CBU apparently do not exist in isolation.

The existence of multiple CBUs within a
protofilament complicates the interpretation
of intersheet contacts discussed above because
these contacts can be either within one CBU
(“internal quaternary contacts”) or between dif-
ferent CBUs (“external quaternary contacts”).
Assignment of individual long-range inter-res-
idue cross-peaks (or similar data) to internal or
external quaternary contacts can only be done
reliably after multiple long-range cross-peaks
have been observed, so that only one set of as-
signments is physically possible and internally
consistent.

Once experimental restraints on secondary,
tertiary, and quaternary structures (as defined
above) have been obtained, one can use com-
putational methods to find a final set of struc-
tures that are fully consistent with all restraints.
The range of variations among these structures
can be used as an indication of the precision of
the final structural model. Although a larger
number of restraints generally leads to greater
precision, it should be recognized that accurate
structural models for amyloid fibrils do not re-
quire a large number of restraints per amino
acid residue, as may be the case for globular
protein structures. Once the secondary and ter-
tiary structures are determined, fewer than 10
unambiguous, long-range, inter-residue cross-
peaks may be sufficient to define the quaternary

structure uniquely and accurately (although
perhaps not with high precision). This is be-
cause a cross-b structure requires that all
b-strands in the structure be nearly perpendic-
ular to the fibril growth axis and that all inter-
strand hydrogen bonds be nearly parallel to the
growth axis. In addition, neighboring molecules
within one CBU are related by approximate
translational symmetry along the growth axis,
and different CBUs are related by approximate
rotational or screw symmetry about the growth
axis. Symmetry restraints are often imposed to
facilitate structural calculations (Lu et al. 2013;
Schütz et al. 2014; Sgourakis et al. 2015).

On the other hand, certain aspects of amy-
loid fibril structures can be nearly impossible to
determine from experimental restraints. In par-
ticular, when two b-sheets stack against one an-
other within one CBU, it is well known that
amino acid side chains in the interface tend to
optimize their packing by interdigitation, lead-
ing to displacement or “staggering” ofb-strands
in one b-sheet relative to the other (Buchete
et al. 2005; Petkova et al. 2006; Bedrood et al.
2012). The presence of staggering can be in-
ferred from the effects of isotopic dilution on
ssNMR measurements of side-chain–side-
chain distances or contacts (Petkova et al.
2006; Paravastu et al. 2008). However, the di-
rection of this displacement, which can be
toward either end of the fibril, and the ampli-
tude of displacement, which can be more than
0.47 nm, is not readily determined.

MOLECULAR STRUCTURES OF TWO
DISTINCT, SELF-PROPAGATING Ab40 FIBRIL
POLYMORPHS FORMED IN VITRO

Petkova et al. (2002) used the strategy described
above to develop a preliminary model for Ab40
fibrils, with several characteristic features: (1)
the Ab40 conformation includes a disordered
N-terminal segment (residues 1–9), two b-
strand segments (residues 10–22 and 30–40),
and an intervening bend or loop (residues
23–29); (2) the two b-strand segments form
separate in-register parallel b-sheets, so that the
CBU is a double-layered parallel b-sheet struc-
ture, with internal quaternary contacts involv-

R. Tycko

8 Cite this article as Cold Spring Harb Perspect Med 2016;6:a024083

w
w

w
.p

er
sp

ec
ti

ve
si

n
m

ed
ic

in
e.

o
rg



ing favorable hydrophobic interactions among
side chains of the two b-strands; (3) oppositely
charged side chains of D23 and K28 form salt
bridges within the core of the CBU; and (4) the
protofilament consists of two CBUs, with exter-
nal quaternary contacts involving hydropho-
bic residues of the C-terminal b-strand as well
as side-chain interdigitation, as in “steric zip-
pers” identified by Eisenberg and colleagues
(Nelson et al. 2005; Sawaya et al. 2007).

This preliminary model was a significant
advance over earlier modeling attempts in that
it was consistent with a substantial set of exper-
imental observations, including the existing
data from ssNMR (Balbach et al. 2002; Petkova
et al. 2002), electron microscopy (Antzutkin
et al. 2002), EPR (Török et al. 2002), hydro-
gen/deuterium exchange (Kheterpal et al.
2000), and limited proteolysis (Kheterpal et al.
2001). Important features of this model have
been retained in subsequent structural models,
including the overall conformation of Ab40
monomers, the identities of exposed and buried
segments, the in-register parallel b-sheet orga-
nization, the presence of D23–K28 salt bridges,
the existence of two CBUs within the protofila-
ment, and the hydrophobic fibril core that re-
sults from these structural features.

However, it became clear that a single Ab40
fibril structure could not explain all observa-
tions, especially that 13C NMR chemical shifts
for individual sites varied from one fibril sam-
ple to another (Petkova et al. 2002), that MPL
values of 18 kDa/nm and 27 kDa/nm were ob-
served in different samples (Goldsbury et al.
2005), and that ssNMR data restraining the con-
formation in residues 23–29 could not be fit
well by a single conformation (Antzutkin et al.
2003). Then, Petkova et al. (2005) showed that
the molecular structure of Ab40 fibrils is repro-
ducibly dependent on the precise details of
growth conditions. Depending on the presence
or absence of gentle agitation of the Ab40 so-
lution during fibril growth, with all other con-
ditions being equal, fibrils with two distinct
morphologies in TEM images, distinct sets of
NMR chemical shifts, and distinct MPL values
could be prepared. Moreover, once a batch of
“parent” fibrils with a particular structure was

prepared de novo, subsequent samples of
“daughter” and “granddaughter” fibrils, with
the same structures as their parents, could be
prepared by seeded fibril growth (Petkova et al.
2005). Thus, the molecular structure in Ab fi-
brils is not determined uniquely by amino acid
sequence.

Once the phenomenon of self-propagating
molecular-level polymorphism in Ab fibrils was
established, protocols for preparing relatively
homogeneous samples were developed (Petkova
et al. 2006; Paravastu et al. 2008). Structural
models for the two Ab40 fibril polymorphs
shown in Figure 1A and B were then developed
from ssNMR data. As shown in Figure 4, the two
polymorphs possess quite similar secondary
structures, identical tertiary structures, similar
internal quaternary contacts, and the same
Ab40 segments exposed on the protofilament
surface. The most striking difference is in their
symmetry. Fibrils grown with gentle agitation
contain protofilaments comprised of two
CBUs, with approximate twofold rotational
symmetry about the fibril growth axis (Fig.
4A). These protofilaments tend to self-associate
to form “striated ribbons” in negatively stained
TEM images (Fig. 1A). Fibrils grown under qui-
escent conditions contain protofilaments with
three CBUs and approximate threefold rotation
symmetry (Fig. 4B). The fibrils are less prone to
self-association, so that negatively stained TEM
images typically show individual protofila-
ments, with a gradual twist along their length
(Fig. 1B). The D23–K28 salt bridges discussed
above are present in the twofold symmetric fi-
brils, but not in the threefold symmetric fibrils,
as revealed by differences in 15N– 13C dipole–
dipole couplings between D23 and K28 side
chains (Paravastu et al. 2008). This difference
is one manifestation of significant conforma-
tional differences in residues 23–29.

Atomic coordinates for twofold and three-
fold symmetric Ab40 fibrils formed in vitro can
be found in the Research Collaboratory for
Structural Bioinformatics (RCSB) Protein
Data Bank (PDB codes 2LMN and 2LMO for
twofold symmetric fibrils; PDB codes 2LMP
and 2LMQ for threefold symmetric fibrils).
For each polymorph, the two sets of coordinates

Structure of Ab Aggregates

Cite this article as Cold Spring Harb Perspect Med 2016;6:a024083 9

w
w

w
.p

er
sp

ec
ti

ve
si

n
m

ed
ic

in
e.

o
rg



involve different directions of staggering. As
discussed above, isotopic dilution experiments
indicate that internal quaternary contacts in
both polymorphs are staggered, but the direc-
tion cannot be determined from existing data.

OTHER STRUCTURAL MODELS FOR
IN VITRO Ab FIBRILS DEVELOPED
FROM ssNMR DATA

An additional twofold symmetric structural
model for Ab40 fibrils was subsequently devel-

oped from ssNMR data by Bertini et al. (2011).
The details of internal and external quaternary
contacts are different in this model compared
with the model in Figure 4A, although the iden-
tities of amino acid side chains that are involved
in these contacts are the same. Residues 1–9 are
not fully disordered in fibrils studied by Bertini
et al. (2011). Significant differences in growth
conditions and the presence of a nonnative me-
thionine residue at the N terminus in Ab40
samples prepared by Bertini et al. (2011) most
likely account for the structural differences.

E22A
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E

B
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V40V40
F20

M35
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V18
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V40
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Figure 4. Molecular structures of Ab aggregates developed from ssNMR data. (A) Twofold symmetric Ab40 fibril
with the morphology in Figure 1A from Protein Data Bank (PDB) file 2LMN. (B) Threefold symmetric Ab40
fibril with the morphology in Figure 1B from PDB file 2LMP. (C) E22D–Ab40 fibril from PDB file 2MVX. (D)
Ab42 fibril from PDB file 2MXU. (E) D23N–Ab40 protofibril from PDB file 2LNQ. (F) Brain-derived Ab40
fibril with the morphology in Figure 1C from PDB file 2M4J. All models are viewed in cross section, with the
fibril or protofibril growth axis perpendicular to the page. Three or four molecular repeats along the growth axis
are shown in each case. Carbon atoms of hydrophobic, negatively charged, positively charged, and glycine
residues are green, red, blue, and yellow, respectively. Carbon atoms of other residues are magenta. In C, D,
and F (but not A, B, and E), conformational and translational symmetry restraints were imposed during
structure calculations. The amino acid sequences of wild-type Ab40 and Ab42 (including the two underlined
C-terminal residues) are shown at the top.
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A threefold symmetric structural model for
fibrils formed by the Asp23Asn “Iowa” mutant
of Ab40 (D23N–Ab40) (Grabowski et al. 2001)
has been reported by Sgourakis et al. (2015).
This model is very similar to the model for
wild-type Ab40 fibrils in Figure 4B. Differences
include the presence of external quaternary
contacts between V40 and K28 in the D23N–
Ab40 fibrils and conformational differences in
residues 23–29.

Figure 4C shows a twofold symmetric struc-
tural model for fibrils formed by the Glu22-de-
letion “Osaka” mutant of Ab40 (E22D–Ab40)
(Tomiyama et al. 2008), which was developed by
Schütz et al. (2014). The entire E22D–Ab40
sequence was found to be structurally ordered,
as indicated by the detection of sharp, strong
NMR signals from all residues. Significant dif-
ferences in secondary and quaternary structures
were found, compared with the twofold sym-
metric, wild-type Ab40 structure in Figure 4A,
and D23–K28 salt bridges were found to be
absent. The in-register parallelb-sheet structure
formed by residues 30–40 is divided into three
separate sections by turn-like conformations at
glycine residues 33 and 37.

Figure 4D shows a partial structural model
for fibrils formed in vitro by Ab42, developed
by Xiao et al. (2015). In this case, residues 12–15,
17–19, 26–28, 30–33, and 38–40 form separate
parallel b-sheets, with salt bridges between K28
and A42. This is a partial model because onlyone
CBU is included, although MPL data for Ab42
fibrils indicate two or more CBUs (Antzutkin
et al. 2002). The structural differences between
Ab42 and Ab40 fibrils identified by Xiao et al.
(2015) help explain the fact that Ab42 fibril
fragments do not act as efficient seeds for the
growth of Ab40 fibrils, at least for polymorphs
that have been examined in vitro (Lu et al. 2013;
Cukalevski et al. 2015). The absence of efficient
cross-seeding suggests that Ab40 fibrils and
Ab42 fibrils may develop and propagate inde-
pendently of one another in brain tissue.

MOLECULAR STRUCTURES OF TRANSIENT
AND METASTABLE Ab AGGREGATES

In studies of Ab aggregation in vitro, TEM and
atomic-force microscope images commonly

show a variety of aggregated states that are not
true mature fibrils. These nonfibrillar states of-
ten appear before mature fibrils and may persist
for hours or days but eventually disappear as
self-assembly proceeds to its thermodynamic
end point. Hence, they are considered to be in-
termediate stages in Ab aggregation. Interme-
diates include Ab oligomers with roughly
spherical appearances and variable sizes and
Ab protofibrils, which are worm-like in appear-
ance, with greater curvature and shorter lengths
than mature fibrils. Nonfibrillar species are of
great interest in the research community be-
cause of experimental evidence that they may
be important neurotoxic species in AD (Lam-
bert et al. 1998; Walsh et al. 2002; Kayed et al.
2003; Williams et al. 2005; Lesne et al. 2006,
2013; Glabe 2008; Tomic et al. 2009; Lasagna-
Reeves et al. 2011; Liu et al. 2015).

A variety of oligomeric and protofibrillar
states have been partially characterized by
ssNMR (Ahmed et al. 2010; Scheidt et al.
2011, 2012; Lopez del Amo et al. 2012; Tay et
al. 2013; Lendel et al. 2014; Sarkar et al. 2014;
Huang et al. 2015; Parthasarathy et al. 2015;
Potapov et al. 2015). The main finding, origi-
nally reported by Ishii and coworkers (Chimon
and Ishii 2005; Chimon et al. 2007), is that the
Ab conformation in nonfibrillar intermediates
is remarkably similar to the conformation in
fibrils. Most data on supramolecular structure
indicate that in-register parallel b-sheets are
not present in nonfibrillar intermediates and
that the predominant intermolecular alignment
may be antiparallel (Tay et al. 2013; Huang et al.
2015; Potapov et al. 2015). Ishii and coworkers
have reported dipolar recoupling data that sup-
port parallel intermolecular alignment in large,
spherical Ab40 intermediates (Chimon et al.
2007; Parthasarathy et al. 2015).

To date, only one detailed molecular struc-
tural model for an intermediate has been re-
ported, namely, a model for protofibrils formed
by D23N–Ab40 (Qiang et al. 2012). As shown
in Figure 4E, D23N–Ab40 protofibrils contain
a molecular conformation that is similar to the
conformation in Ab40 fibrils, with residues 16–
22 and 30–34 forming b-strands that interact
through hydrophobic side-chain–side-chain
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contacts. However, the supramolecular struc-
ture is qualitatively different, with an alternat-
ing, antiparallel alignment of D23–Ab40 mol-
ecules that creates a double-layered antiparallel
CBU. MPL data indicate that the protofibrils
contain only one CBU. The model for D23N–
Ab40 protofibrils in Figure 4E (PDB code
2LNQ) is supported by NMR chemical shifts,
long-range cross-peaks, intermolecular 13C–13C
and 15N– 13C dipole–dipole couplings, and
multiple proton-mediated 2D 13C– 13C spectra
(Qiang et al. 2012).

D23N–Ab40 protofibrils eventually con-
vert to fibrils with threefold symmetry and in-
register parallel b-sheets (Tycko et al. 2009;
Qiang et al. 2011) but can persist for many
weeks. Metastability of protofibrils can be at-
tributed to the favorable hydrophobic inter-
actions in the protofibril core and to their qual-
itatively different supramolecular structure.
Spontaneous internal conversion of protofibrils
to fibrils would require a dramatic rearrange-
ment of all intermolecular hydrogen bonds
and would be additionally hindered by numer-
ous steric clashes. Conversion to fibrils can only
occur through gradual shrinkage and dissolu-
tion of the metastable protofibrils and gradual
elongation of the more thermodynamically sta-
ble fibrils, as discussed elsewhere (Qiang et al.
2013; Tycko 2014). Because direct, internal con-
version of protofibrils to fibrils cannot occur,
protofibrils are “off-pathway” intermediates in
the Ab self-assembly process. It appears likely
that most intermediates that have been exam-
ined by in vitro experiments are also off-path-
way, with the possible exception of the oligo-
mers studied by Ishii and colleagues (Chimon
et al. 2007; Parthasarathy et al. 2015).

AGGREGATED Ab IN BRAIN TISSUE

In light of the molecular-level polymorphism of
Ab fibrils that has been established by in vitro
studies, as well as the observation of multiple
self-assembly intermediates, it is important to
ask which Ab structures actually develop in
brain tissue. Direct structural characterization
of aggregated Ab in brain tissue by ssNMR is
not possible because ssNMR measurements re-

quire milligram-scale quantities of isotopically
labeled material. However, fibril structures in
brain tissue can be amplified and labeled by
seeded fibril growth, using amyloid-containing
brain extract as the source of seeds and labeled
Ab (either synthetic or recombinant) as the
source of monomers that add to the brain-de-
rived seeds (Paravastu et al. 2009). Using this
approach, Lu et al. (2013) investigated Ab40
fibrils derived from brain tissue of two AD pa-
tients. Surprisingly, ssNMR spectra of brain-
derived fibrils indicated highly homogenous
structures, with the same predominant struc-
tures in different regions of the cerebral cortex
from each patient. However, spectra of Ab40
fibrils from patient 1 were dramatically different
from spectra of Ab40 fibrils from patient 2,
indicating significant differences in secondary
structure. Moreover, the two patients had dif-
ferent clinical histories, raising the possibility
that differences in fibril structure may correlate
with differences in disease development.

A complete structural model for fibrils de-
rived from patient 1, shown in Figure 4F, was
developed from a large set of ssNMR data
(PDB code 2M4J) (Lu et al. 2013). These fibrils
have threefold symmetryand share manyaspects
of secondary, tertiary, and quaternary structure
with Ab40 fibrils prepared in vitro. Significant
differences from the in vitro threefold symmet-
ric Ab40 fibrils studied by Paravastu et al. (2008)
(Fig. 4B) include the presence of D23–K28 salt
bridges, structurally ordered N-terminal seg-
ments, and breaks in the C-terminal b-strand
at glycine residues 33 and 37. Some of these fea-
tures are also present in ssNMR-based structural
models for fibrils formed in vitro by E22D–
Ab40 and Ab42 (Figs. 4C,D). Thus, Ab fibrils
that develop in brain tissue and can be amplified
with the protocols of Lu et al. (2013) are quali-
tatively similar to fibrils prepared in vitro but
differ in specific details. Although a structural
model for fibrils derived from patient 2 was not
developed by Lu et al. (2013), ssNMR spectra
and MPL data indicate threefold symmetry but
with differences in internal quaternary contacts
and in the conformation in residues 28–32.

Structural variations discussed above may
provide a basis for the development of com-
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pounds for diagnostic imaging (Klunk et al.
2004; Wong et al. 2010) that distinguish among
Ab fibril polymorphs in living patients. If sig-
nificant correlations between variations in fibril
structure and variations in disease development
(e.g., progression from mild cognitive impair-
ment to AD) are established by future studies,
such imaging compounds may be valuable in
clinical practice. Similarly, if certain fibril poly-
morphs are shown to have higher pathogenicity,
specific structural differences among poly-
morphs may provide a basis for the develop-
ment of compounds that direct Ab aggregation
toward relatively innocuous structures.

CONCLUDING REMARKS

As described above, we now have a good under-
standing of molecular structures and structural
variations within Ab fibrils, which was largely
absent 15 years ago. Although not all possible
structures (including all disease-associated
mutants, Ab peptide lengths, and fibril poly-
morphs) have been characterized, it now seems
most important to focus on those that develop
in brain tissue. A critical question for which the
current answer appears to be “possibly yes”
(Heilbronner et al. 2013; Lu et al. 2013; Stöhr
et al. 2014; Watts et al. 2014; Cohen et al. 2015)
is whether structural variations are clinically rel-
evant. Further experiments are needed using
ssNMR measurements on brain-seeded fibrils
as described above or perhaps using techniques
that provide less detailed structural information
but require less material (Bergh et al. 2015).
In addition, further clarification of molecular
structures within nonfibrillar Ab aggregates is
an important goal for future experiments. Be-
cause nonfibrillar aggregates are apparently not
amenable to amplification and isotopic labeling
by seeded growth, structural studies of nonfi-
brillar aggregates from brain tissue may depend
on methods other than ssNMR.
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