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Transthyretin (TTR) is an homotetrameric protein involved
in the transport of thyroxine. More than 150 different muta-
tions have been described in the TTR gene, several of them
associated with familial amyloid cardiomyopathy. Recently, our
group described a new variant of TTR in Brazil, namely A39D-
TTR, which causes a severe cardiac condition. Position 39 is in
the AB loop, a region of the protein that is located within the
thyroxine-binding channels and is involved in tetramer for-
mation. In the present study, we solved the structure and
characterize the thermodynamic stability of this new variant of
TTR using urea and high hydrostatic pressure. Interestingly,
during the process of purication, A39D-TTR turned out to be
a dimer and not a tetramer, a variation that might be explained
by the close contact of the four aspartic acids at position 39,
where they face each other inside the thyroxine channel. In the
presence of subdenaturing concentrations of urea, bis-ANS
binding and dynamic light scattering revealed A39D-TTR in
the form of a molten-globule dimer. Co-expression of A39D
and WT isoforms in the same bacterial cell did not produce
heterodimers or heterotetramers, suggesting that somehow a
negative charge at the AB loop precludes tetramer formation.
A39D-TTR proved to be highly amyloidogenic, even at mildly
acidic pH values where WT-TTR does not aggregate. Inter-
estingly, despite being a dimer, aggregation of A39D-TTR was
inhibited by diclofenac, which binds to the thyroxine channel
in the tetramer, suggesting the existence of other pockets in
A39D-TTR able to accommodate this molecule.

Transthyretin (TTR) is an homotetrameric b-sheet–rich
protein mostly found in the plasma (0.2 mg/ml; 3.63 mM) but
also in the cerebrospinal uid (1, 2), where it is the main
thyroxine transporter of the brain. While the TTR localized in
the brain is produced in the choroid plexus, plasma TTR is
mainly produced by the liver and, besides its participation in

thyroxin transport, it also binds to the retinol-binding protein
forming a ternary complex with retinol (2).

TTR consists of four identical subunits of 127 amino-acid
residues each, arranged in eight antiparallel b strands
lettered A to H, in addition to a short a-helix between b sheets
E and F (2). The monomers organize themselves into two di-
mers (AB and CD) through hydrogen bonds between H and F
strands (3). Two dimers interact to form a tetrameric structure
by the contacts between the b sheets DAGH (4). Two
thyroxine-binding channels are formed in the dimer–dimer
interface to accommodate thyroxine, each one with three
symmetrical halogen-binding pockets into which the four
iodine atoms of the ligand are lodged (5). Small ligands have
been designed to t into the thyroxine channels, some of them
with anti-amyloidogenic properties due to their tetramer-
stabilizing effect (6–13).

More than 150 variants of TTR have been described
worldwide and most of them are involved in three TTR-related
amyloid diseases (ATTR), namely, familial amyloid cardio-
myopathy, familial amyloid polyneuropathy, and a rare form of
amyloidosis called oculoleptomeningeal amyloidosis (14–16).
WT-TTR is also involved in an age-related form of ATTR
known as senile systemic amyloidosis (ATTR-WT) in which
amyloid deposits are mainly found in the heart (17).

Among the variants, V50M-TTR (formerly V30M; in the
present study, we have considered the signal peptide 20 amino
acids long as part of the primary sequence of TTR (18)) is the
most prevalent worldwide. It is found in Portugal, where it is
endemic, in Japan, Sweden (19, 20) and in Brazil (21), with the
patients presenting severe neuropathic manifestations. V142I-
TTR patients (formerly V122I), which affects 3 to 4% of the
African-American population, present severe cardiac compli-
cations (22). In addition to these widely known tetrameric
variants of TTR, there are others, such as D38G (formerly
D18G) and S132I-TTR (formerly S112I), the only ones
described so far that involve nontetrameric TTR: D38G-TTR
is a monomer while S132I-TTR is a dimer. As expected, they
are both highly amyloidogenic and associated with pathologies
(23, 24). The dimers of S132I aggregate more readily and in a
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broader pH range when compared to the WT-TTR. However,
aggregation of the dimer is not inhibited by TTR stabilizers
such as thyroxine (its natural ligand) and ufenamic acid (a
nonsteroidal anti-inammatory compound) since S132I-TTR,
as a dimer, does not have the thyroxine-binding pockets (24).

Nontetrameric structures of TTR are rare (only these two
described so far) and dissection of the dissociation-aggregation
pathways of these nontetrameric TTRs is relevant to the full
understanding of how TTR aggregation takes place. The
accepted mechanism for TTR aggregation into amyloid brils
postulates rst tetramer dissociation into monomers, the rate-
limiting step of the process, and the further partial unfolding of
the separated monomers, which then form oligomers and
mature amyloid brils (25–30). Thus, nontetrameric variants
of TTR, which are essentially en route to bril formation, tend
to have a great propensity for amyloidogenesis.

In the last few years, our group has been studying exten-
sively the folding and aggregation processes of TTR in vitro
and in silico. In our University Hospital, we have a referral
center for the diagnosis of ATTR and a facility for conducting
follow-up studies with the patients (31–39). Recently, we
described a novel mutation in the TTR gene (A19D-TTR, now
A39D-TTR) in a Brazilian male with German ancestry living in
southern Brazil who died from a severe cardiomyopathy (37).
In this rst report, the stability of this new variant was studied
in silico by using bioinformatics tools (FoldX force eld) and
compared to those of T139M-TTR (formerly T119M), a very
stable and nonamyloidogenic variant of TTR, and V50M-TTR.
The predicted decrease in thermodynamic stability of the
supposed tetramers of A39D-TTR in relation to WT-TTR was
calculated to be approximately 11 kcal/mol. The stability loss
was mostly associated with the dissociation of tetramers into
dimers and not with the dissociation of dimers into monomers.
Since position 39 is in the AB-loop, which is part of the
thyroxine-binding channel, we envisioned that the four nega-
tive charges displayed by the aspartic acid residues facing each
other inside the channel would cause electrostatic repulsion
affecting tetramer stability.

In the present study, A39D-TTR was cloned and puried for
in vitro studies. Its thermodynamic stability and aggregation
propensity were probed and compared to that of WT-TTR.
Surprisingly, in solution, this variant of TTR exists as a fol-
ded dimer, which has an increased propensity to aggregate into
amyloid brils in a broader pH range (pH 4–5.8) and with a
faster rate than WT-TTR. Aggregation of A39D-TTR is
inhibited by diclofenac, suggesting that the anti-amyloidogenic
compounds that can inhibit the aggregation of TTR through
tetramer stabilization might nd other binding site(s) besides
the thyroxine-binding channels that contribute to TTR ag-
gregation. The crystal structure of A39D-TTR revealed that
the negative charges of the four aspartic acids would be in very
close proximity inside the thyroxine channel of a hypothetical
tetramer of A39D-TTR, thus indicating that charge repulsion
in the dimer–dimer interface might hinder the formation of
tetramers of this variant. Denaturation by urea and by high
hydrostatic pressure (HHP) conrmed the decreased stability
of the dimer, and the thermodynamic parameters (DGº and

DVº) associated with dimer-monomer equilibrium were
assessed. Bis-ANS binding experiments in the presence of low
concentrations of urea revealed the existence of a partially
denatured dimer, a structure not previously reported in TTR
denaturation pathway. Complete characterization of the
dissociation pathway of this dimer into monomers allowed us
to explore this transient step in the TTR dissociation pathway
(tetramer→[dimer]→monomer), bringing new insights to the
understanding of TTR dissociation and amyloid formation.

Results

A39D-TTR is a dimer in solution

In our previous work with A39D-TTR (37), bioinformatics
analysis (FoldX force eld) predicted a large decrease in the
stability of this variant of TTR, when compared to the WT-
TTR, by 10.9 kcal/mol. For that analysis, we assumed that
A39D-TTR was a tetramer and, according to FoldX, this
decrease in stability was more related to the dissociation of the
tetramers into dimers than to the dissociation of dimers into
monomers. Thus, we inferred that the four negative charges
from the aspartic acids that face the dimer–dimer interface
(AB/CD) might cause electrostatic repulsion, affecting
tetramer stability.

To investigate this in depth, A39D-TTR was cloned and
puried to homogeneity for structural, thermodynamics, and
aggregation studies. During the process of purication, we
noticed its anomalous behavior in size-exclusion chromatog-
raphy (SEC) (Fig. 1A). Whereas at pH 8.0, the WT-TTR eluted
at 18 min (dashed line), which corresponds to a protein of
56 kDa (inset, panel A), A39D-TTR eluted at 23 min
(continuous black line), an elution time between ovalbumin
(44 kDa; 20 min; peak #2) and myoglobin (17 kDa; 24 min;
peak #3), which is compatible with the mass of TTR dimer
(28 kDa, inset, panel A), suggesting that A39D-TTR is not a
tetramer like the other TTR variants.

To verify the proposition that A39D-TTR is indeed a dimer,
dynamic light scattering (DLS) measurements were performed
(Fig. 1B). DLS reinforced the idea of a dimeric A39D-TTR,
with a mean radius of 1.9 nm (blue distribution curve and
blue bars), compatible with a protein of 28 kDa, while the
tetramer of WT-TTR displayed a radius of 3.9 nm (black
distribution curve and black bars) compatible with a molecular
weight of 56 kDa. The correlation curves of A39D-TTR and
WT-TTR (polydispersity = 0.390 and 0.432, respectively) are
displayed in Fig. S1.

To conrm that this new mutation is in fact a dimer and
does not form a tetramer in the presence of molecules that
bind into the thyroxine-binding channel, we analyzed the
uorescence of VBO, a probe that binds specically to the
thyroxine-binding channel. This molecule (2-[(3,5-
chlorophenyl)amino]benzoic acid) is a structural analog of
diclofenac (a non-steroidal anti-inammatory), which uo-
resces when bound to the thyroxine-binding channel (11, 40),
indicating the presence of TTR tetrameric structures. As seen,
the emission of VBO (10 mM) in the presence of A39D-TTR
(Fig. 1C, blue line) presented a minor increase, unlike the
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pronounced increase when this probe binds to thyroxine
channels in the WT-TTR (Fig. 1C, black line) reinforcing the
dimeric nature of A39D-TTR. However, this slight increase in
the uorescence emission of VBO in the presence of A39D-
TTR suggests that there might be noncanonical-binding
site(s) on the variant for this probe or even that a small pop-
ulation of A39D-TTR is being converted into tetramers.

As expected, when both proteins were subjected to SDS-
PAGE, they showed a major band at similar weights
(15 kDa) related to TTR monomers (Fig. S2M). Further-
more, Fig. S2 also shows that while WT-TTR also presented
faint bands with molecular weights compatible with the
dimer (28 kDa; D) and tetramer (56 kDa; T), A39D-TTR
presented another faint band compatible with the dimer and
an almost imperceptible band related to the tetramers. In a
Native-PAGE, WT-TTR presented a major band related to
the tetramer; however, A39D-TTR did not show this band,
but a major band at the bottom of the gel compatible with a
lower molecular weight species (Fig. 1D). Increasing the
concentration of A39D-TTR to 20 and 40 mM, we start to

see a faint band in a position compatible with the tetramer,
but this band represents less than 5% of the total protein
species present. To investigate whether A39D-TTR could be
forming a tetramer at higher protein concentrations, we
measured the binding of VBO to A39D-TTR varying protein
concentration from 2.5 to 40 mM with either equimolar or
double VBO concentrations. As seen in Fig. S3, there was no
binding of VBO to A39D-TTR at any protein or VBO
concentrations.

Taken together, these results strongly corroborate the
proposition that A39D-TTR is a dimer of TTR, which would
explain its decreased thermodynamic stability, as predicted by
FoldX. The four negative charges that face each other within
the thyroxine-binding channel might impede the tetrameri-
zation of the protein, explaining its dimeric nature.

The crystal structure of A39D-TTR explains its dimeric nature

We solved the crystal structure of A39D-TTR to search for
the structural alterations caused by the mutation, which lies

Figure 1. A39D-TTR is a dimer and not a tetramer in solution. A, SEC elution prole in 25 mM Tris HCl, 100 mM KCl, and 1 mM EDTA (pH 8.0) of WT-TTR
(black dashed line), A39D-TTR (black line), and molecular weight markers (gray line): 1. d-globulin (158 kDa); 2. ovalbumin (44 kDa); and 3. myoglobin (17 kDa).
B, DLS size distribution of 10 mM of A39D-TTR (blue bars and line) and 10 mM WT-TTR (black bars and line). C, uorescence emission spectra of 10 mM VBO in
the presence of 4 mM A39D-TTR (blue line) and 2 mM WT-TTR (black line). Dashed line shows VBO in PBS. D, Native-PAGE of WT (2.5–40 mM) and A39D-TTR
(2.5–40 mM).
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within the thyroxine-binding channel. Our previous in silico
molecular model of A39D-TTR superimposed on the WT-
TTR structure (PDB 1F41) suggested the proximity of the
four negative charges of the D39 side chains inside the channel
(37).

A39D-TTR crystallizes in space group P21212 with one
TTR dimer in the asymmetric unit. A summary of data
collection, processing, and renement is presented in the
structure deposited in the PDB bank as entry 5DEJ.

Figure 2A shows the overall structure of the AB subunits of
A39D-TTR (yellow) superimposed onto the structure of the
WT-TTR (PDB 1F41, magenta), where it is possible to see the
similarity between the structures (r.m.s.d. of 0.486 Å). The two
aspartic acid residues from the A and B subunits face the C2
axis, which crosses the thyroxine channels.

Figure 2B shows the electron density maps of the WT-TTR
and A39D-TTR, where the mutation is readily identied in the
latter due to its negative character, which is absent in the WT-
TTR structure. Position 39 is in the AB-loop (residues 37–43),
a loop that faces the thyroxine-binding channels being
involved in TTR tetramerization (dimer-dimer interface; AB/
CD). It is expected that in a tetramer, the presence of four
negative charges in proximity inside these channels might
cause electrostatic repulsion, perturbing protein–protein
interaction. Figure 2C shows images of the thyroxine chan-
nels highlighting the four aspartic acids and the distances
between the acidic groups. It should be noted that position 38
in TTR is occupied by an aspartic acid (D38), which might
exert a repulsive force against D39. However, D38 points in
another direction in the structure (Fig. 2E). The side chain of
D38 interacts with V40, R41, and Y98 (not shown), contrib-
uting to the structure of the loop 38 to 43.

The superposition of the A39D-TTR structure (yellow) on
WT-TTR (magenta) shows that in the AB-loop, R41 is dis-
placed toward D39 (Fig. 2D), probably due to charge attrac-
tion. Indeed, a close look at the region surrounding the
mutation shows some side-chain rearrangements. The side
chain of L130, which in WT-TTR structure points towards
A39, undergoes a steric clash with D39 forcing L130 to assume
a different rotamer (Fig. 2E). Figure 2F shows details of b-
strands H and G, which lie in the dimeric interface of the
crystallographic C2 axis, highlighting the repositioning of the
residues of A39D-TTR due to the mutation. Residues S135,
S137, and T139, which lie in the b-strand H, also show
different conformations in comparison to their position in the
1F41 structure (Fig. 2F). Altogether, these structural modi-
cations might interfere with tetramerization of the A39D-TTR.

Probing the thermodynamic stability of A39D-TTR dimers
The unfolding of A39D-TTR induced by urea was investi-

gated by following secondary (circular dichroism) and tertiary
(tryptophan and bis-ANS emission) structures (Figs. 3 and 4).
In panel A of Figure 3 is presented the circular dichroism
spectra of the WT- (black lines) and A39D-TTR (blue lines) in
the absence of urea (full lines) and after 96 h in the presence of
8 M urea (dashed lines). As seen, when native, both proteins
presented the typical b-sheet–rich spectra. However, while
8 M urea denatured the variant almost completely, the sec-
ondary structure of the WT-TTR remained quite stable. In
panel B, the complete urea denaturation curves are expressed
as the extent of reaction (a; Equation 1, Experimental pro-
cedures) for both proteins at the same monomer concentra-
tion (2 mM A39D- and 1 mM WT-TTR), where it is possible to
see that at 6 M urea, A39D-TTR is completely denatured, with

Figure 2. Crystallographic structure of A39D-TTR at pH 7.0. A, the AB subunits of A39D-TTR (PDB 5DEJ, yellow) are superimposed onto the structure of
WT (PDB 1F41, magenta). B, electrostatic map of AB subunits of A39D-TTR and WT where it is possible to see the two negative charges in red of the two
aspartic acids located at position 39. In blue, positively charged amino acid. C, A39D-TTR structure showing the distances in Å between the four Asp 39 in the
C2 axis. D, close look of the AB loop showing the local modication of Arg41 that moves towards Asp 39 in A39D-TTR. E, close look at strands H and G in the
A39D-TTR (yellow) showing the changes in the interactions among the residues Leu130, Ser135, Ser137, and Thr 139 in relation to the WT-TTR structure
(magenta). F, details of dimeric interface in C2 axis of the structures A39D-TTR and WT-TTR.
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a Cm (urea concentration that furnishes 50% denaturation) of
2 M. The WT secondary structure remained almost unaltered,
even in high urea concentrations, if we assume that the
maximum denaturation is the signal presented by the variant
at 8 M urea (panel A, dashed blue line).

In panels C and D (Fig. 3) are presented, respectively, the
shifts to the red in tryptophan maximum uorescence emis-
sion (Equation 2, Experimental procedures), and the extent of
reaction (a; Equation 1), as a function of urea addition. The
concentrations of A39D- and WT-TTR were equals in terms
of monomers (2 mM A39D- and 1 mM WT-TTR). Regarding
the tertiary structure alterations, 4 M urea was enough to
denature completely A39D-TTR (Cm value of 2.5 M), while
WT-TTR was only partially denatured even at 8 M urea
(50%, panel D). If we consider the nal center of mass of
tryptophan emission of WT-TTR as a nal step of its urea-
induced denaturation (344 nm, panel C), the Cm value was
equal to 3.6 M (see Fig. 6E for clarity).

Next, we probed bis-ANS binding to WT- and A39D-TTR
as a function of urea-induced denaturation (Fig. 4). Bis-ANS

has been used to map partially denatured or molten-globule
states of proteins. When bound to hydrophobic pockets in
proteins, this probe displays a great increase in its uorescence
emission (41, 42). As previously shown, bis-ANS can bind into
the thyroxine-binding channels of TTR (31, 43) and probably
in other hydrophobic cavities in the structure of the protein.

In the case of the WT-TTR, there was a progressive
decrease in bis-ANS emission when the concentration of urea
was increased, suggesting perturbation in the thyroxine-
binding channels, probably related to tetramer dissociation,
and partial unfolding of the separated monomers (panels A
and black circles in C). Interestingly, in the native state, the
dimer of A39D-TTR (inset of panel C, blue line) also binds bis-
ANS, although with less uorescence emission, when
compared to the WT protein (inset of panel C, black line) at an
identical bis-ANS:monomer ratio. Considering the absence of
thyroxine channels in the dimeric structure, bis-ANS binding
to A39D-TTR might be associated with other pockets able to
accommodate this probe in the native state of the TTR dimer.
Interestingly, the addition of urea up to 2.5 M led to an

Figure 3. Urea-induced unfolding of WT- and A39D-TTR as revealed by circular dichroism and tryptophan uorescence emission. A, spectra of WT-
(black lines) and A39D-TTR (blue lines) in the absence (solid lines) and in the presence of 8 M urea (dashed lines). B, the extent of unfolding (a) as a function of
the urea concentration, extracted from the circular dichroism data. C, changes in the center of mass of tryptophan uorescence as a function of urea
concentration. The inset shows the uorescence emission spectra of A39D-TTR in the absence (solid line) and in the presence of 8 M urea (dashed line). D, the
extent of unfolding (a) as a function of urea concentration extracted from the tryptophan uorescence emission spectra. The protein concentrations used in
all experiments were 4 mM for A39D-TTR and 2 mM for WT-TTR. The experiments were performed at pH 7.4 at 25 C after 96 h in the presence of urea and
repeated at least three times.
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increase in bis-ANS binding (panel B), suggesting the forma-
tion of a molten-globule–like conformation able to accom-
modate even higher concentrations of this probe. From 3 to
4 M urea, there was a progressive decline in bis-ANS emission
suggesting complete denaturation of the dimers (panels B and
blue squares in C).

To map in more detail which species (monomers or partially
denatured dimers) of A39D-TTR would be formed in the
presence of subdenaturing concentrations of urea (up to 3 M
urea), SEC was performed with the column equilibrated with
2.5 M urea. As seen in Figure 4D, A39D-TTR incubated in the
presence of 2.5 M urea for 96 h eluted at the same time as the
native A39D-TTR dimer (blue curves), suggesting that the
quaternary structure of the proteins seems to be preserved in
this urea concentration. The elution prole of WT-TTR
incubated in the presence of 2.5 M urea for 96 h is also pre-
sented, where only the tetramer is seen (black curves). DLS
measurements with A39D-TTR incubated in the presence of
2.5 M urea for 96 h, a concentration of urea which already

induces large amounts of bis-ANS binding, revealed the
presence of a species with 4.0 to 4.5 nm mean size (data not
shown), a dimension compatible with an expanded dimer but
not with a monomer (compare with the data presented in
Fig. 1B). Thus, low concentrations of urea seem to induce the
formation of a molten-globule dimer, which binds more bis-
ANS than the native one, having partially lost its secondary
and tertiary structures. Other structural observations are
necessary to ensure that A39D-TTR is indeed in a molten-
globule conformation in subdenaturing concentrations of urea.

To determine how fast is the transition from a native dimer
to this molten globule dimer, the kinetics of bis-ANS binding
in the presence of 2.5 M urea was examined (inset of Fig. 4D,
blue line). Thus, A39D-TTR was incubated in 2.5 M urea in
the presence of bis-ANS and uorescence intensity at 485 nm
was monitored over time to follow bis-ANS binding. As seen,
in 30 min, in the presence of 2.5 M urea, the bis-ANS–
binding capacity of A39D-TTR almost doubled, reecting a
fast transition to the altered dimeric conformation, while the

A B

C D

Figure 4. Changes in the tertiary structure of WT- and A39D-TTR induced by different concentrations of urea as monitored by bis-ANS binding. A
(WT-TTR) and B (A39D-TTR) show bis-ANS emission spectra as a function of urea concentration (96 h incubation at pH 7.4 and 25 C). Line colors represent:
0 M urea (blue), 1 M urea (red), 2.5 M urea (green), 3 M urea (purple), 4 M urea (yellow), and 8 M urea (black). Bis-ANS uorescence emission was measured by
exciting the samples at 385 nm and collecting the emission from 435 to 580 nm. C, bis-ANS spectral area for the data presented in panels A and B. A39D-TTR
(blue line) and WT (black line). The inset shows bis-ANS spectra of WT-TTR (black line) and A39D-TTR (blue line) in the absence of urea ([bis-ANS] = 10 mM,
[A39D-TTR] = 4 mM, and [WT-TTR] = 2 mM). D, SEC proles in a SD-75 column equilibrated in 2.5 M urea showing the elution times of WT-TTR (10 mM; black
lines) and A39D-TTR (20 mM; blue lines) in the native states (dashed lines) or after 96 h in the presence of 2.5 M urea (solid lines). Elution was monitored at 280
nm. The elution times are different from those presented in Figure 1A due to the presence of urea in the mobile phase. The inset shows the kinetics of bis-
ANS binding to A39D-TTR (blue) and to WT-TTR (black) as revealed by uorescence emission when the proteins were placed in the presence of 2.5 M urea.
The experiments were repeated at least three times.
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bis-ANS–binding capacity of WT-TTR (inset of Fig. 4D, black
line) slightly decays, indicating the dissociation of the tetra-
mers and loss of bis-ANS binding as seen in Figure 4A. Thus, it
is possible that the native dimer, when injected into an SEC
column equilibrated with 2.5 M urea, converts into this
molten-globule dimer during the 30 min of elution.

Next, we probed the stability of A39D-TTR by HHP, which
has been used extensively to dissociate/unfold proteins,
including TTR, allowing the calculation of the thermodynamic
parameters such as volume and free-energy changes of asso-
ciation (DVº and DGº) (24, 31, 32, 34, 40, 44). Figure 5A shows
HHP dissociation curves for WT-TTR (1 mM) and A39D-TTR
(1 mM and 10 mM) at pH 7.0, 1 C. As shown before, low
temperatures facilitate the dissociation of TTR, a very stable
tetramer (31, 45, 46). The center of spectral mass of trypto-
phan emission was used as a sensor of the structural changes
induced by HHP, and the data are expressed as the extent of
reaction (a) calculated according to Equation 1 (Fig. 5B). As
seen in Figure 5A, at 2.4 kbar, there was a red shift to
approximately 346 to 348 nm in the emission of WT- and
A39D-TTR, suggesting pronounced exposure of the trypto-
phan to the aqueous environment (panel A). In the case of
HHP-induced dissociation/denaturation, both WT and the
variant achieved almost the same extent of tryptophan expo-
sure, which was not observed in the presence of high con-
centrations of urea. The p1/2 values (pressure that furnishes
50% changes in tryptophan emission) were equal to 600 bar
and 1700 bar for A39D-TTR (blue squares) and WT-TTR
(black circles), respectively, conrming the lower stability of
the variant (panel B). After decompression, the initial center of
spectral mass values of tryptophan emission recovered
completely (data not shown), suggesting complete reversibility
of the dissociation/denaturation processes in all cases.

The dissociation of dimers is in general concentration-
dependent although some exceptions have been described in

the literature (41, 47). As shown in Figure 5, the dissociation of
A39D-TTR did not present any dependence on concentration,
which has also been observed to some extent with the disso-
ciation of tetramers of WT-TTR.

To access the thermodynamic parameters for the associ-
ation reactions of WT- and A39D-TTR, the plots ln ((a4)/(1-
a)) and ln ((a2)/(1-a)) versus pressure, respectively, were
constructed and are presented in the inset of panel B. From
these plots, the DVº (slope of the curve) and DGº of associ-
ation (intercept on the y-axis) were extracted (Equations 3
and 4). Regarding the DVº of association, the values found
were 177.12 ml/mol (WT-TTR) and 67.25 ml/mol (A39D-
TTR), while the DGº of association values were,
respectively, −28.14 kcal/mol and −7.78 kcal/mol at 1 C.

Is it possible to form hetero-tetramers or hetero-dimers
composed of WT and A39D subunits to mimic the patient’s
condition?

Patients of FAC that present TTR mutations usually are
heterozygous, and thus, most of their tetramers and/or dimers
are, in principle, hetero-tetramers (h-T) or hetero-dimers (h-
D) assuming they are equally produced and secreted by the
liver/choroid plexus cells, if the mutation does not compro-
mise severely the stability of the protein during its folding in
the endoplasmic reticulum (48).

To investigate whether h-T and h-D would be formed in a
close physiological condition, we expressed the plasmids of
A39D-TTR and WT-TTR in the same bacterial cell. Since
these two plasmids exhibit different antibiotic resistances, the
selection of bacterial cells that survive in the presence of both
antibiotics allowed us to isolate those cells that incorporate
both plasmids. These double-resistant bacterial cells were
grown, protein expression was induced, and TTR was puried
using the usual protocol for TTR purication (see the scheme

Figure 5. High hydrostatic pressure–induced dissociation-unfolding of WT- and A39D-TTR as revealed by tryptophan uorescence emission. A,
center of mass change of tryptophan emission as a function of pressure for A39D-TTR (blue lines) and WT-TTR (black line). B, the extent of reaction (a) as a
function of pressure for the data presented in panel A. The protein concentrations were 1 and 10 mM for A39D-TTR (blue squares and triangles, respectively)
and 1 mMWT-TTR (black circles). The inset of panel (B) presents the linear regression for the data presented in panel B as described in Equations 3 and 4. The
data for A39D-TTR are in blue (ln (a2)/(1- a)) and for WT-TTR in black (ln (a4)/(1-a)). The experiments were carried out at pH 7.0 at 1 C and repeated at least
three times (the error bars have the same size of the symbols). Tryptophan emission was measured with excitation at 280 nm and emission collected from
300 to 400 nm.
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in Fig. 6A). As seen in panel B, two main peaks emerged from
the SEC column, the last step in TTR purication. Each peak
was carefully collected, and the masses of the proteins were
measured by mass spectrometry. The peak related to the
elution of the tetramer (panel C) presented only one mass
(13,891 Da), which is the mass expected from the WT
monomer (13,890 Da). The mass of the peak eluting as a dimer
(panel D) was precisely that of the A39D-TTR monomer
(13,935 Da), with no other peak with the mass of the WT
monomer. These data suggest that only homo-dimers or
homo-tetramers are formed inside a bacterial cell co-
expressing the two monomeric subunits of A39D-TTR and
WT-TTR.

To conrm that the dimers and tetramers puried from
the co-expression of WT- and A39D-TTR present the same
thermodynamic stability as the A39D-TTR dimers and WT
tetramers expressed separately, urea denaturation curves
were performed with the puried co-expressed proteins, and
they are presented in panels Figure 6, E and F. As seen, the
dimers and tetramers puried after a co-expressing regime
presented the same urea-denaturation proles as their
counterparts.

Taken together, these data suggest that the monomers of
A39D-TTR cannot be incorporated into tetramers; when
expressed, they are segregated as dimers. Also, tetramers do
not seem capable of accommodating subunits of A39D-TTR.

Figure 6. Cotransformation assays with WT- and A39D-TTR plasmids does not reveal the formation of hetero-tetramers (h-T) or hetero-dimers
(h-D). A, schematic representation of the co-transformation protocol used. Plasmids of WT-TTR (yellow; resistant to Ampicillin) and A39D-TTR (blue;
resistant to Kanamycin) were inserted in the same bacterial cell (E. coli BL21 DE3). Bacteria were grown in the presence of both antibiotics to select those
cells that incorporated the two plasmids (yellow/blue). B, SEC prole of the TTR purication from the cotransformed bacterial cells, where two peaks
corresponding to the tetramers and dimers are present. Each peak was carefully collected and subjected to mass spectrometry and their masses are
displayed in panels (C) (tetramer) and (D) (dimer). Note that only the expected mass for the WT monomer was found in the peak related to the tetramers,
while the expected mass for A39D-TTR monomer was found associated with the dimer peak. E and F, The WT- and A39D-TTR were puried from the
cotransformed bacteria cells, puried to homogeneity, and incubated in the presence of increasing concentrations of urea as described previously (Fig. 3).
Tryptophan uorescence was recorded and converted into extent of reaction (a) and compared to that displayed by the WT-TTR (E) and A39D-TTR (F)
expressed alone. The protein concentrations used were 4 mM A39D-TTR and 2 mM WT-TTR in all cases. Cotransfection was repeated at least three times with
similar results.
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Further investigation would be necessary to understand this
unexpected behavior.

Probing amyloidogenicity of A39D-TTR dimers

Aggregation of WT-TTR is known to be very high at pH 4.4,
requiring days for its completion (96 h). Next, we probed the
aggregation prole of A39D-TTR by following the increase in
turbidity at 330 nm in a broad pH range (pH 4–7) (Fig. 7A). As
seen, A39D-TTR aggregated considerably from pH 4 to pH 5.8,
even in shorter times such as 24 to 48 h. Panels B and C present
the aggregation kinetics of A39D-TTR and WT-TTR, respec-
tively, in short incubation times for comparison, where it is
possible to see how fast A39D-TTR aggregates. In panel D is
shown thioavin-T (ThT; an amyloid specic probe) binding at
pH 4.4 for A39D-TTR (blue squares) and WT-TTR (black
circles), where it is possible to see that A39D-TTR forms ThT-
positive aggregates in less than 3 h, an interval where WT-TTR
did not aggregate at all. The TEM images conrm the forma-
tion of amyloid aggregates at pH 4.4 and 5.8, for both A39D-
(Fig. 7E) and WT-TTR (Fig. 7F) aggregated during 96 h.

Finally, we probed whether diclofenac, a well-known TTR
tetramer stabilizer, and an anti-amyloidogenic compound, due

to its ability to bind to the thyroxine-binding channels, would
have an impact on A39D-TTR aggregation. First, we seek to
evaluate whether an A39D-TTR dimer would form a tetramer
in the presence of diclofenac using an SEC equilibrated in
buffer with 20 mM diclofenac. A39D-TTR (10 mM) and WT-
TTR (5 mM) were previously incubated with diclofenac
(20 mM) for 2 h at room temperature and the elution proles
are shown in Fig. S4, A and B, where it is possible to see that
diclofenac did not change the dimeric state of A39D-TTR.

Interestingly, diclofenac inhibited the aggregation of A39D-
TTR at pH 4.4 (96 h) in a dose-dependent manner as followed
by turbidity at 330 nm and ThT uorescence for both WT
(panel G) and A39D-TTR (panel H). To assess the binding
afnity of diclofenac for A39D-TTR, isothermal titration
calorimetry (ITC) was performed (Fig. S5). The calculated
binding afnity (Kd) was 87 mM, a value 1500-fold higher
than the value observed for the binding of diclofenac to site 1
of WT-TTR (Kd1 = 60 nM) but only 100-fold higher than that
observed for site 2 (Kd2 = 1.2 mM) (49). Interestingly, the
binding of diclofenac to A39D-TTR is clearly an entropy-
driven process, which differs from the enthalpy-driven
binding of several TTR stabilizers, which bind into the
thyroxine-binding channels (49).

A B C

D E

G

H
F

Figure 7. A39D-TTR is highly amyloidogenic and its aggregation is inhibited by diclofenac. A, aggregation of A39D-TTR (10 mM) was measured by the
turbidity at 330 nm at different pH values at different times (24 h; blue bars and 48 h; red bars). B and C, comparison of the aggregation proles of A39D-TTR
(10 mM) and WT-TTR (5 mM), respectively, at pH 7.4 (green line), pH 6.4 (blue line), pH 5.4 (yellow line), and pH 4.4 (red line). D, aggregation proles of WT-TTR
(black) and A39D-TTR (blue) revealed by thioavin T (ThT) binding during 72 h. E and F, TEM images of A39D-TTR and WT-TTR, respectively, aggregated at pH
4.4 and 5.8 for 72 h as displayed. Calibration bar represents 500 nm. G and H, aggregation kinetics at pH 4.4 were performed with WT- (G; 5 mM) and A39D-
TTR (H, 10 mM) for 72 h in the absence (blue bars) or in the presence of increasing concentrations of diclofenac (5 mM diclofenac, red line; 10 mM diclofenac,
green line; 20 mM diclofenac, purple line; and 50 mM diclofenac, orange line). Turbidity at 330 nm and ThT binding were normalized considering the values
obtained in the absence of any compound as 1. Data with a p value < 0.05 were considered signicant. Asterisks denote p value, where * = p < 0.05;
** = p < 0.01; *** = p < 0.001 **** = p < 0.0001.
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Furthermore, to see whether this aggregation inhibition was
particular for diclofenac, we have performed aggregation ki-
netics in the presence of diunisal, another TTR inhibitor (49).
As seen in Fig. S6, diunisal also inhibited aggregation of
A39D-TTR. These results suggest that diclofenac and other
small molecules might bind to other sites in the dimeric
structure of A39D-TTR preventing its dissociation into the
amyloidogenic monomers.

Taken together, these results show that the A39D-TTR
forms typical amyloid brils, even at pH values where the
WT-TTR protein does not aggregate. Furthermore, despite
A39D-TTR being a dimer, nonsteroidal anti-inammatory
compounds were able to attenuate its aggregation.

Discussion

In ATTR, the dissociation of tetramers into monomers is
the rate-limiting step for TTR aggregation into amyloid brils,
which deposit in specic tissues and organs causing their
failure and the death of the patients. Microscopically, this
process might involve the conversion of tetramers into dimers
and dimers into monomers, which partially unfold before
serving as raw material for bril formation. Thus, tetramer
stabilization through ligand binding has been one of the
strategies adopted to avoid or slow down TTR amyloid bril
formation (6, 39, 50, 51). The fact that TTR has binding sites
for thyroxine, its natural ligand, has contributed to the success
of this strategy. Several compounds with high afnity for these
sites have been designed and tested and, as they stabilize the
tetramer, they hinder tetramer dissociation and aggregation.
The result of these efforts led to the development of Tafamidis
(2-(3,5-dichloro-phenyl)-benzox-azole-6-carboxylic acid) (51),
a compound that has been used with great success in several
countries, including Brazil (52). Despite its effectiveness, the
treatment is still inaccessible for many patients due to its high
cost, which makes other strategies necessary, such as the
repositioning of drugs already in use for other purposes. In this
context, there are the nonsteroidal anti-inammatory com-
pounds (diclofenac among them), which bind into thyroxine-
binding channels (12, 13, 49), but have unwanted side
effects, when used for a prolonged time (39, 53, 54) or other
molecules such as Tolcapone and derivatives now being tested
as ATTR drugs (55).

As mentioned, TTR dissociation into dimers and further
into monomers is the trigger to TTR aggregation (25). How-
ever, the dimeric species seems to be transient, and it has not
been trapped for its better characterization. To circumvent this
limitation, engineered dimers of TTR have been constructed
by Kelly’s group (4) and their study has shown that the dimeric
AB/CD interface is weaker than the AC/BD interface, pointing
towards a mechanism of TTR dissociation through the C2
crystallographic axis (AB + CD).

In the present work, we characterize structural properties of
A39D-TTR, a dimeric variant of TTR found in a Brazilian
family of German origin. The location and nature of the mu-
tation explain the profound alterations in TTR quaternary
structure, and this new variant is a dimer. Regarding the

location of the mutation, position 39 is in the AB-loop, a re-
gion that faces the thyroxine-binding pockets and is very
important to the dimer–dimer interface and formation of the
tetramer, since the two dimers interact mainly via hydropho-
bic contacts mediated by AB and GH loops (56, 57). Regarding
the nature of the substitution, in this new variant, there is the
replacement of a small, neutral residue (alanine) by a larger,
negatively-charged residue (aspartic acid), which might repel
each other when in proximity.

After the identication of this new variant in our referral
center at the University Hospital and due to aggressiveness of
the cardiac symptoms presented by the patient, we used bio-
informatics to investigate what would be the impact of this
substitution in the structure of TTR as well as on its ther-
modynamic stability (37). The algorithm used (FoldX) showed
that A39D-TTR would be a very unstable tetramer (by
 11 kcal/mol) and thus one of the most unstable variants of
TTR. Besides, when we modeled the substitution onto the WT
structure, it was clear that there are electrostatic constraints
inside the thyroxine channels due to the negative charges of
the aspartic acids. Surprisingly, once puried, this new variant
presented as a dimer, as evidenced by SEC (Fig. 1A), DLS
(Fig. 1B), VBO binding (Fig. 1C), and electrophoresis (Figs. 1D
and S2). Thus, A39D-TTR is the second dimeric variant of
TTR, besides S132I-TTR (24).

It is known that crystallographic structures of several vari-
ants of TTR present subtle differences in relation to the WT
structure (57, 58). The crystal structure of A39D-TTR super-
imposes very well with WT-TTR (Fig. 2A), but the position of
key residues in the AB interface, namely, S135, S137, and
T139, were repositioned assuming different rotamers, the
same happening with R41, which moves toward D39 (Fig. 2,
D–F). The rst three residues are located on the DAGH
b-sheet, more specically at the H strand, a region responsible
for maintaining the contacts between two monomers and thus
to form the TTR dimer (Fig. 2, E and F). This region has been
proposed as one of the great importance through molecular
dynamic studies to amyloidogenic propensity of TTR when
destabilized (59, 60).

Urea- and HHP-induced dissociation-denaturation experi-
ments with A39D-TTR revealed the lower thermodynamic
stability of the new variant (Figs. 3 and 5), as previously pre-
dicted by FoldX. Regarding HHP studies, the variant presented
a p1/2 value of 600 bar, while p1/2 was equal to 1700 bar for
WT-TTR (Fig. 5, A and B), consistent with its lower stability.
The p1/2 values for the highly amyloidogenic TTR mutations
A45T-TTR (formerly A25T-TTR), V50M-TTR, and L75P-
TTR (formerly L55P-TTR) were, respectively, 600, 980, and
690 bar, values closely related to the one displayed by A39D-
TTR (32, 34).

From the HHP data, it is possible to calculate the thermo-
dynamic parameters (DGº and DVº of association; Equations 3
and 4) related to the tetramer-monomer and dimer-monomer
equilibria (34).

In the case of A39D-TTR, the DGº of association of the two
monomers forming the AB dimer is equal to −7.78 kcal/mol.
Thus, we can postulate that the free energy change related to

Structural characterization of a new TTR dimeric mutation

10 J. Biol. Chem. (2024) 300(8) 107495



the dissociation of A/B and C/D interfaces is equal to 2 ×
(−7.78) kcal/mol = -15.6 kcal/mol (Fig. 8A). The DGº of as-
sociation of the WT tetramer is equal to −28.14 kcal/mol.
Thus, the difference in free energy change (−28.14 - (−15.6) =
-12.58 kcal/mol) would be related to the formation of the C2

crystallographic interface, namely, the AB/CD interface, an
interface which is indeed less stable than the AC/BD interface.
From our experiments, we can infer that the latter interface of
the tetramer is 3 kcal/mol more stable than the AB/CD
interface, conrming previous data (4). Figure 8A summarizes
all this information.

The same reasoning can be applied to the DVº of association
(Fig. 8B). The volume change for the formation of A39D-TTR
dimer was equal to 67 ml/mol, while the value for the for-
mation of WT tetramers was 177 ml/mol. Thus, the formation
of AB and CD dimers is accompanied by a change in the
volume of 134 ml/mol (67 ml/mol × 2). Considering the whole
process, the conversion of AB+CD into a tetramer is accom-
panied by a change in the volume of 43 ml/mol (Fig. 8B).

Overall, the AC/BD interface is mainly stabilized by
numerous H-bonds between strands H and F from neigh-
boring subunits. On the other hand, the AB/CD interface is

maintained by hydrophobic interactions between pairs of AB
and GH loops of the four subunits. Hydrophobic interactions
are very sensitive to low temperatures and to HHP (41) and
this explains why TTR is destabilized by the combination of
these two physical agents. Indeed, HHP is more effective in
denaturing TTR when applied at 1 to 4 C (31, 32).

All these analyses reinforce the importance of the study with
this dimer, which allowed us to dissect the contribution of
each step in the dissociation of TTR tetramers into dimers and
monomers. It must be emphasized, however, that we are
extrapolating the thermodynamic parameters obtained from
the A39D-TTR dimer dissociation to infer what might occur
with WT-TTR dimer dissociation. The presence of the mu-
tation might input some variations in the calculated parame-
ters. However, knowing that position 39 is not in the
monomer–monomer interface and that the crystallographic
structure of the variant did not present any drastic variation,
these numbers can be considered with this consideration in
mind.

Regarding the urea denaturation experiments (Fig. 3), the
Cm value obtained for A39D-TTR unfolding using circular
dichroism was 2.0 M while the value extracted from changes in

A

B

Figure 8. Scheme summarizing the thermodynamic parameters related to tetramer → dimer → monomer equilibria of TTR. A, free energy changes
for each step of TTR dissociation. The dissociation of A39D-TTR by HHP allowed us to assess the DGo of association of −7.78 kcal/mol related to the
formation of the A/B and C/D interfaces (monomer→dimer). Knowing the value for the conversion of tetramers into monomers extracted from the
dissociation of the WT-TTR (−28.14 kcal/mol), we could infer the DGo of association related to the AB/CD interface (dimer→tetramer), which
equals −12.6 kcal/mol. B, change in volume of association for each step of TTR dissociation. The same rationale was used to assess the DVo of association.
The dissociation of the A/B and C/D interfaces is followed by a change in the volume of 67 ml/mol. The complete dissociation of tetramers into monomers
furnishes a change in the volume of 177 ml/mol, which allows us to infer that the formation of the AB/CD interface is followed by a change in the volume of
43 ml/mol. The DGº and DVº values were extracted from HHP experiments according to Equations 3 and 4. Each TTR monomer is displayed in a different
color.
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tryptophan emission was 2.5 M. These two values are very
close, which suggests that the secondary and tertiary structures
are lost almost concomitantly. However, the most interesting
observation is the fact that at low concentrations of urea (up to
3 M), bis-ANS binding is enhanced, suggesting the formation
of hydrophobic pockets able to accommodate this probe, a
feature of molten globule structures. At these urea concen-
trations, A39D-TTR has already lost almost 40 to 50% of its
secondary and tertiary contacts but remains as a dimer, as
shown by SEC (Fig. 4D) and DLS. At present, we do not know
which region of the proteins is lost in the presence of sub-
denaturing concentrations of urea and whether this altered or
molten-globule dimer is aggregation prone, being an on-
pathway species in the aggregation process of TTR.

As the patient with A39D-TTR presented this mutation in
heterozygosis (37), we tried to recapitulate this scenario by
allowing hetero-tetramers (h-T) or hetero-dimers (h-D) to
form in a bacterial cell co-expressing A39D-TTR and WT-
TTR proteins. This approach was used previously to inves-
tigate the formation of h-T composed of V50M and T139M
monomers (61). Surprisingly, we did not observe the for-
mation of any hetero-species, only homo-dimers, and homo-
tetramers composed of A39D-TTR and WT subunits,
respectively. These data were unexpected and further ex-
periments are necessary to understand why the incorpora-
tion of a single A39D-TTR subunit renders tetramers
inviable or why the incorporation of a single WT into the
dimer was not noticed. Kinetics experiments could show
whether differences in folding kinetics would impede the
mixture of subunits. Also, using TTR-transfected mamma-
lian cells would be the best model to determine whether
hetero species composed of WT and A39D subunits would
be possible.

Finally, we investigated the aggregation prole of the new
variant in the absence and presence of diclofenac and diu-
nisal, nonsteroidal anti-inammatory drugs that bind into the
thyroxine-binding channels, stabilizing the tetramer and
inhibiting TTR aggregation (12, 13). As seen in Figure 7,
A39D-TTR aggregates faster and in a broader pH range when
compared to the WT-TTR forming ThT-positive brils with
the typical amyloid morphology (Fig. 7, D and F). Interestingly,
increasing concentrations of diclofenac inhibited progressively
the aggregation of A39D-TTR at pH 4.4 (Fig. 7H). Since
diclofenac does not induce tetramerization of A39D (Fig. S4),
which would result in thyroxine-binding sites formation, we
envision that other diclofenac-binding sites might exist in the
dimer. Since the A39D dimers bind bis-ANS despite the
absence of the hormone channels, it is possible that other
pockets indeed exist in the dimer that could accommodate
these and other molecules. Further structural studies are
necessary to map precisely where these sites are in the native
structure of A39D-TTR, an useful information for future
rational drug design against ATTR. There are other reports in
the literature showing that diclofenac inhibits the aggregation
of Ab (62), a-synuclein (63), and the islet amyloid polypeptide
(64), peptides that do not have binding pockets to accommo-
date this compound.

A39D-TTR is the second dimer of TTR. The other one is
S132I-TTR, which causes FAP and FAC (65). Nonetheless,
S132I- TTR, when denatured by urea, presented a Cm of 3.7 M
monitored by tryptophan uorescence emission, a value much
higher than the one displayed by A39D-TTR and more closely
related to that of the WT-TTR. S132I-TTR also presents a
faster aggregation kinetics spanning a broader pH range when
compared to WT-TTR as A39D-TTR does. However, differ-
ently from the A39D-TTR, aggregation of S132I-TTR was not
inhibited by thyroxine or ufenamic acid, another nonsteroidal
anti-inammatory drug (24). These differences in behavior
show how heterogenous can be these two dimers and the
impact of different mutations on the overall structure of TTR.
Position 132 is in GH loop, while position 39 is in AB loop.
These two loops are very important to dimer–dimer interac-
tion to form the tetramer (56, 57). Thus, mutations in these
loops are expected to impact TTR stability considerably and
they do impede the dimers to tetramerize.

The importance of TTR loops have been addressed since
they can impact the global TTR structure and stability (66–70).
The mutation D38G was described in a patient with ocular
leptomeningeal amyloidosis. Position 38 is very close to ours
and is also located in AB loop (23). This substitution was so
drastic that D38G-TTR is a monomer in solution. D38 makes
several important electrostatic contacts at the dimer–dimer
interface (57), and the replacement by glycine breaks this
array of electrostatic interactions necessary for tetramer
formation.

Conclusion

The present study dissected the thermodynamic stability
and aggregation properties of a novel dimeric and highly
amyloidogenic variant of TTR, namely, A39D-TTR. HHP-
induced denaturation studies allowed the calculation of DGo

and DVo of association for each step in TTR tetramer→
dimer→ monomer dissociation. Urea-induced unfolding
allowed the description of a molten globule dimer, which binds
high amounts of bis-ANS. The role of this altered dimeric
species in the TTR aggregation process needs further investi-
gation. The aggregation process of A39D-TTR was inhibited
by diclofenac and diunisal in a concentration-dependent
manner, which suggests the existence of additional binding
sites for compounds in TTR structure besides the thyroxine-
binding channels, thereby opening new avenues for the
description of new compounds for the treatment of ATTR.

Experimental procedures

Expression and purication of TTR in E. coli

Both expression and purication of TTR were carried out
following the methodology previously established in the work
of Lashuel (71). Protein expression was performed by trans-
forming competent Escherichia coli BL21 DE3 with the A39D-
TTR and WT-TTR plasmid in medium with the antibiotic
ampicillin (100 mg/ml) to select for the expression of WT-TTR
and kanamycin (100 mg/ml) to select for A39D-TTR
expression.
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TTR concentration was determined spectrophotometrically
at 280 nm using the molar extinction coefcient of
77,600 mol−1 cm−1 for WT-TTR and 38,800 mol−1 .cm−1 for
A39D-TTR.

Coexpression of A39D-TTR and WT-TTR in bacterial cells

To investigate the formation of hetero-tetramers and
hetero-dimers, competent E. coli BL21 DE3 cells were trans-
formed with both plasmids, which bear different resistance to
antibiotics as stated above. Bacterial cells resistant to both
antibiotics were grown for further TTR purication (see
scheme in Fig. 6A) using the same protocol already established
(71). In the last step of purication (SEC), the peaks corre-
sponding to the dimer and tetramer were carefully collected
and sent to mass spectrometry for protein identity assignment.
This experiment was repeated three times with the same
results.

SEC to investigate the oligomerization state of A39D-TTR in
low urea concentrations and in the presence of diclofenac

The 120 ml HiLoad 16/60 Superdex 75 prep grade column
was connected to an ÄKTA start system (GE Healthcare Life
Sciences) for SEC sample purication runs for use in the other
experiments, as well as in the experiments related to the
coexpression protocol, after the column was equilibrated with
a PBS solution (pH 7.4).

A 25 ml Superdex 75 10/300 Gl prep grade column
(Thermo Fisher Scientic Inc.) connected to a Shimadzu sys-
tem for HPLC runs was equilibrated with 25 mM Tris HCl,
100 mM KCl, and 1 mM EDTA (pH 8.0) as running buffer to
evaluate both purity and oligomerization prole of the WT-
TTR and A39D-TTR samples post purication in the 120 ml
HiLoad 16/60 Superdex 75 prep grade column. In addition,
25 mM Tris HCl, 100 mM KCl, and 1 mM EDTA (pH 8.0)
buffer with either 20 mM diclofenac or 2.5 M urea was used
when indicated. The following proteins were used as molecular
weight standards: a-globulin (158 kDa), ovalbumin (44 kDa),
and myoglobin (17 kDa).

Crystallization, data collection, and structure renement of
A39D-TTR

The mutant A39D-TTR was crystallized by hanging-drop
vapor diffusion. Crystals were grown for 1 week at 18 C in
100 mM HEPES (pH 7.5), 200 mM CaCl2, and 28% PEG400
using 10 mg/ml A39D-TTR. The crystal was cooled, and X-ray
diffraction data were collected at beamline I04-1 of Diamond
Light Source (l = 0.9200 Å). The diffraction data were pro-
cessed automatically using Xia2 (72) up to 1.37 Å resolution.
The structure of A39D-TTR was determined by molecular
replacement with Phaser using the apo form of human TTR as
a search model (Protein Data Bank entry 3CFM). The rene-
ment was performed using Pheni and Coot. The electron
density for the A39D-TTR mutation was identiable in the
rst map. Validation of the structural model was performed
with Molprobity.

Dynamic light scattering

DLS was performed using ZetaPALS equipment (Broo-
khaven Instruments Corp.). For particle-size estimation in
native conditions, A39D-TTR and WT-TTR samples were
diluted in 25 mM Tris HCl, 100 mM KCl, and 1 mM EDTA
(pH 8.0), to 10 mM protein concentration. In experiments
made to estimate particle size with and without 1 M and 2.5 M
urea concentrations, A39D-TTR and WT-TTR at 10 mM
protein concentration were diluted in 25 mM Tris HCl,
100 mM KCl, and 1 mM EDTA (pH 8.0) buffer and the desired
urea concentration. Analyses were performed at room tem-
perature using an Eppendorf UVette cuvette with a 10 mm
optical path. The results were obtained from an average of 5
runs, being represented by the average of the measurements.

Circular dichroism spectropolarimetry

For protein secondary structure determinations, far-UV
(190–260 nm) spectra of the samples were recorded at 25 C
using a Hirascan CD spectrometer. Spectra were recorded in a
1 mm quartz cell with 0.5 nm intervals and a speed of 70 nm/
min. Each spectrum represents the average of three scans.

For urea-induced denaturation experiments, the concen-
trations of WT-TTR and A39D-TTR were, respectively, 2 and
4 mM in increasing concentrations of urea (0–8 M) diluted in
PBS buffer pH 7.4. The data were analyzed by rst subtracting
the spectrum of the buffer with the same concentration of urea
from the spectrum containing the proteins at the same con-
centration of denaturant.

To estimate the content of the secondary structure of the
proteins in each concentration of urea, the degree of dena-
turation (a) was calculated according to Equation 1 using the
signal at 215 nm.

a¼ ½ðym−yiÞ=½ðyf−yiÞ (1)

In this equation, yi and yf are the signals at 215 nm at 0 and
8 M urea, respectively, while ym is the signal in the presence of
different concentration of urea. Since denaturation of WT-
TTR is incomplete even in the presence of 8M urea, when
necessary, we used the signal of A39D-TTR at 215 nm in
the presence of 8M urea to estimate its partial degree of
unfolding.

Tryptophan uorescence emission

TTR solutions were incubated for 96 h at 25 C in
increasing concentrations of urea (0–8 M). After this time,
tryptophan uorescence emission was measured by exciting
the samples at 280 nm and collecting emission from 300 to
400 nm in an ISSPC1 spectrouorimeter (ISS Inc.) at room
temperature. The spectrum of the buffer in the presence of
each urea concentration was always subtracted from its cor-
responding spectrum in the presence of protein.

To evaluate the extent of unfolding in the presence of urea,
the center of mass of tryptophan emission (Cm) was calculated
according to Equation 2, where Fi is the uorescence emission
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for a certain wavelength yi and the summation is carried out
over the measurement interval of the uorescence values. The
changes in Cm were converted into degree of denaturation
according to Equation 1, assuming that yi and yf are, respec-
tively, the Cm in 0 M and 8 M urea, while ym is the value at any
urea concentration. Again, when necessary, the Cm of the
completely unfolded A39D-TTR was used to estimate the
partial unfolding of the WT-TTR. The same equations were
used for measuring changes in tryptophan uorescence
emission induced by HHP.

Cm ¼
X

ðyi:FiÞ
.X

Fi (2)

The experiments were repeated three times and the results
shown are the means of the three measurements. The protein
concentrations were 1 mM WT-TTR and 1 and 10 mM A39D-
TTR.

Bis-ANS and VBO uorescence emission

Bis-ANS (4,40-dianilino-1,10-binaphthyl-5,50-disulphonic
acid, dipotassium salt) and VBO (2-[(3,5-dichlorophenyl)
amino]benzoic acid) emission spectra were recorded by
exciting the sample at 385 nm and 320 nm and collecting the
emission from 435 nm to 580 nm and from 450 to 600 nm,
respectively, in an ISSPC1 spectrouorimeter (ISS Inc.) (40).
The proteins were used at a nal concentration of 2 mM WT-
TTR and 4 mM A39D-TTR and the probes were both used at a
nal concentration of 10 mM for the analyses presented in
Figure 1C (VBO uorescence) and Figure 4 (bis-ANS uo-
rescence). The kinetic of A39D and WT-TTR binding to bis-
ANS at 2.5 M urea concentration was measured exciting the
samples at 385 nm and monitoring the uorescence emission
at 485 nm for a total time of 60 min.

To evaluate whether VBO could induce the tetramerization
of A39D-TTR at higher protein concentrations, we pre-
incubated A39D-TTR using a range of 2.5 to 40 mM protein
with either 1:1 or 1:2 proportion of ptn:VBO diluted in 25 mM
Tris HCl, 100 mM KCl, and 1 mM EDTA (pH 8.0) for 2 h prior
to uorescence measurements. We used WT-TTR (10 mM)
with VBO (20 mM and 40 mM) as a control measurement.

The experiments were repeated three independent times
and the results shown are the means of the three
measurements.

HHP-induced unfolding

HHP experiments were conducted in 50 mM Tris, 100 mM
KCl buffer at pH 7.0. The pressure was increased in steps of
200 bar. Tryptophan uorescence emission was collected be-
tween 300 and 400 nm, with excitation at 280 nm in an ISSPC1
spectrouorimeter (ISS Inc., Champaign). The experiments
were carried out at 1 C to favor TTR dissociation and
unfolding by HHP. The protein concentrations used were
1 mM and 10 mM for A39D-TTR and 1 mM for WT-TTR.

To calculate the thermodynamic parameters of association,
the curves with the degree of denaturation (a) versus pressure
were converted to log scale according to Equations 3 and 4, for

the dissociation of WT-TTR (tetramer to monomers) and
A39D-TTR (dimer to monomers), respectively. The standard
volume change of association (DVº) and the free energy change
of association (DGº) are, respectively, the slope and intercept
on the y axis (34, 73). In these equations, C is the protein
concentration used in the experiment, T the temperature (in
K), and R (cal.K-1.mol-1) the gas constant.

ln

"
ap

4

1− ap

#
¼ p


DV
RT


þ ln


Kd

256C3


(3)

ln

"
ap

2

1− ap

#
¼ p


DV
RT


þ ln


Kd

4C


(4)

Aggregation assays

In order to analyze the aggregation pH range of A39D-TTR
and WT-TTR, 10 and 5 mM protein, respectively, were diluted
in 100 mM sodium acetate, 100 mM KCl, 5 mM sodium azide
to pH values 4.0 to 5.2; 100 mM MES, 100 mM KCl, 5 mM
sodium azide, for pH 5.4 to 6.4, and 100 mM Tris HCl,
100 mM KCl, 5 mM sodium azide, for pH values 7.0 and 7.4.

To analyze the inuence of a protein stabilizer on the A39D-
TTR aggregation, diclofenac and diunisal were dissolved in a
DMSO in stock solutions of 5, 10, and 15 mM. WT- and
A39D-TTR were 10 and 20 mM, respectively, and incubated
for 2 h with increasing concentrations of diclofenac in a so-
lution of 10 mM Tris HCl, 100 mM KCl, and 5 mM sodium
azide pH 8.0 (49). Then, these samples were diluted 1:1 with
acidication buffer (200 mM sodium acetate, 100 mM KCl,
and 5 mM sodium azide pH 4.4) to trigger the kinetics.

Aggregation kinetics were performed at 37 C for 24 h, 48 h,
and 72 h without agitation in a microcentrifuge tube. Turbidity
at 330 nm was measured in a spectrophotometer (SpectraMAx
Plus 384). The solutions were shaken gently before measure-
ments. Short kinetics (up to 4h) were performed in a 96-well
plate on a Shimadzu UVmini-1240 spectrophotometer.
These experiments were repeated three independent times and
the results shown are the average and SD of the three
measurements.

ThT binding assays

ThT (Sigma, product no. T3516) was dissolved in ultrapure
water and ltered through a 0.2 mm syringe lter. Then, the
concentration was determined using an extinction coefcient
of 36 mM−1 .cm−1 at 412 nm. As the afnity of ThT to amyloid
brils generally decreases at acidic pH (74), after incubating
the protein samples at acidic pH values for the indicated times
at 37 C, samples were vortexed to achieve a homogeneous
solution. Aliquots of the samples with a nal concentration of
1 mM protein were diluted in 25 mM ThT in 200 mM Tris HCl,
100 mM KCl (pH 8.0) in a nal volume of 300 ml (70).

Samples were excited at 450 nm and emission collected at
482 nm in a plate reader (SpectraMax Gemini EM). These
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experiments were repeated three times and the result shown
denotes the average of the three measurements, as well as the
SDs.

Transmission electron microscopy

Aggregated suspensions were absorbed onto 200-mesh
carbon-coated copper grids for 5 min and then blotted to
remove excess material. Negative staining was performed by
adding 5 ml of 1% (w/v) uranyl acetate. Samples were dried
in air for 3 min. The grids were imaged with a ZEISS EM
900 (Carl Zeiss Inc.) electron microscope. The protein
concentration was 5 mM for WT-TTR and 10 mM for A39D-
TTR.

Mass spectrometry assays

Samples were diluted to 1 mM in a solution of 3% acetoni-
trile and 0.1% formic acid, and 5 ml were injected into the
Waters Nano Acquity system (Waters), which consists of a
nanochromatographic system with pre -Waters Symmetry C18
column (180 mm X 20 mm, 5 mm) and an HSS T3 C4 analytical
column (75 mm X 100 mm, 1.7 mm Waters). The sample was
injected and desalted in the pre-column and then eluted from
the analytical column at a ow rate of 0.5 ml/min, in a step of
30% acetonitrile containing 0.1% formic acid.

Mass spectra were acquired on a Synapt HDMS mass
spectrometer (Waters) in positive mode, and electrospray
ionization was performed using 4000 V, source temperature 80
C and cone voltage 40 V.

Data acquisition and instrument control were conducted in
the MassLynx program (Version 4.1, Waters). Chromato-
graphic runs were performed with a range of 50 to 2000 mass/
charge ratio (m/z), using 1 s scan intervals applied throughout
the chromatographic process.

The average mass value of each protein was determined
manually using the MassLynx program (Version 4.1, Waters)
by deconvolution of charge states with a maximum entropy
algorithm (MaxEnt 1, Waters). Spectra were calibrated in
real-time acquisition with the LockSpray system (Waters)
every 30 s.

Isothermal titration calorimetry

The dissociation constant (Kd) for diclofenac binding to
A39D-TTR was assessed in a MicroCal ITC200. A solution of
diclofenac (500 mM in 10 mM Tris HCl, 100 mM KCl, 0.5%
DMSO, pH = 8.0) was prepared and titrated into an ITC cell
containing A38D-TTR (10 mM in 10 mM Tris HCl, 100 mM
KCl, 0.5% DMSO, pH = 8.0). The initial injection of 0.4 ml was
followed by 19 injections of 2 ml each at 25 C, and the interval
between injections was 180 s with agitation of 750 rpm and a
reference power of 8 mcal/sec. The reference cell was lled
with ultrapure water. Integration of the thermogram after
subtraction of blanks yielded a binding isotherm that were
better tted to a model of one binding site with the Origin 7.0
program (MicroCal). The Kd value was calculated based on the
Ka value.

Statistics

Statistical analysis was performed using GraphPad Prism
Software (https://www.graphpad.com/), version 8.0 (Graph-
Pad). For statistical analyses, p values ;< 0.05 were considered
signicant. For the aggregation kinetics experiments by
absorbance and ThT with varying diclofenac concentrations or
different pH values, one-way ANOVA analysis with multiple
comparisons and Tukey’s correction was used. For aggregation
kinetics experiments comparing A39D-TTR and WT-TTR
only, we used a Student’s t test for paired samples.

Data availability

All data supporting the results of this study are available in
the article when requested.

Supporting information—This article contains supporting
information.

Acknowledgments—Mass Spectrometry results were obtained
thanks to the collaboration with the Mass Spectrometry and Pro-
teomics Unit (UEMP), coordinated by Dr Russolina Zingali at CCS,
UFRJ, to whom we thank for her enormous help. We thank Dr
Martha Sorenson for the review of the manuscript and Santiago
Alonso for the daily contribution to the project as our laboratory
technician. We are also grateful for Prof Yraima Cordeiro and her
Laboratory for technical assistance in performing ITC experiments.

Author contributions—L. d. A. M., P. S. F., O. A. L. d. S., L. O. M., L.
G. C. F. B., H. M. P., F. L. P., and D. F. investigation; L. d. A. M., P. S.
F., and F. L. P. formal analysis; L. d. A. M., P. S. F., H. M. P., and D. F.
data curation; M. W.-C. visualization; M. W.-C., F. L. P., and D. F.
conceptualization; F. L. P. and D. F. writing–review and editing; L. d.
A. M., H. M. P., and D. F. writing–original draft; P. S. F., F. L. P., and
D. F. supervision; M. W.-C. and D. F. funding acquisition; L. d. A.
M., P. S. F., O. A. L. d. S., L. O. M., L. G. C. F. B., and H. M. P.
methodology; M. W.-C. and D. F. resources.

Funding and additional information—This work was supported by
grants from CNPq and Capes from the Federal government of Brazil
and FAPERJ from the state of Rio de Janeiro, Brazil.

Conict of interest—The authors declare that they have no conicts
of interest with the contents of this article.

Abbreviations—The abbreviations used are: ATTR, TTR related
amyloidosis; ATTR-WT, Senile Systemic Amyloidosis; bis-ANS,
4,40-dianilino-1,10-binaphthyl-5,50-disulphonic acid dipotassium
salt; DLS, dynamic light scattering; FAC, familial amyloidotic car-
diomyopathy; h-D, heterodimer; HHP, high hydrostatic pressure; h-
T, heterotetramer; ITC, isothermal titration calorimetry; OLMA,
oculo leptomeningeal amyloidosis; SEC, size exclusion chromatog-
raphy; ThT, Thioavin T; TTR, transthyretin; VBO, (2-[(3,5-
dichlorophenyl)amino]benzoic acid); DVº, standard volume
change of association; DGº, free energy change of association.

References

1. Herbert, J., Wilcox, J. N., Pham, K.-T. C., Fremeau, R. T., Zeviani, M.,
Dwork, A., et al. (1986) Transthyretin: a choroid plexus-specic transport

Structural characterization of a new TTR dimeric mutation

J. Biol. Chem. (2024) 300(8) 107495 15



protein in human brain: the 1986 S. Weir Mitchell Award. Neurology 36,
900–911

2. Richardson, S. J. (2015) Tweaking the structure to radically change the
function: the evolution of transthyretin from 5-hydroxyisourate hydrolase
to triiodothyronine distributor to thyroxine distributor. Front. Endocrinol.
5, 245

3. Damas, A. M., and Saraiva, M. J. (2000) Review: TTR amyloidosis—
structural features leading to protein aggregation and their implications
on therapeutic strategies. J. Struct. Biol. 130, 290–299

4. Foss, T. R., Wiseman, R. L., and Kelly, J. W. (2005) The pathway by which
the tetrameric protein transthyretin dissociates. Biochemistry 44,
15525–15533

5. Wojtczak, A., Cody, V., Luft, J. R., and Pangborn, W. (1996) Structures of
human transthyretin complexed with thyroxine at 2.0 Å resolution and 3’,
5’-dinitro- N -acetyl- L -thyronine at 2.2 Å resolution. Acta Crystallogr. D
Biol. Crystallogr. 52, 758–765

6. Miroy, G. J., Lai, Z., Lashuel, H. A., Peterson, S. A., Strang, C., and Kelly,
J. W. (1996) Inhibiting transthyretin amyloid bril formation via protein
stabilization. Proc. Natl. Acad. Sci. U. S. A. 93, 15051–15056

7. Baures, P. W., Peterson, S. A., and Kelly, J. W. (1998) Discovering
transthyretin amyloid bril inhibitors by limited screening. Bioorg. Med.
Chem. 6, 1389–1401

8. Peterson, S. A., Klabunde, T., Lashuel, H. A., Purkey, H., Sacchettini, J. C.,
and Kelly, J. W. (1998) Inhibiting transthyretin conformational changes
that lead to amyloid bril formation. Proc. Natl. Acad. Sci. U. S. A. 95,
12956–12960

9. Baures, P. W., Oza, V. B., Peterson, S. A., and Kelly, J. W. (1999) Synthesis
and evaluation of inhibitors of transthyretin amyloid formation based on
the non-steroidal anti-inammatory drug, ufenamic acid. Bioorg. Med.
Chem. 7, 1339–1347

10. Oza, V. B., Petrassi, H. M., Purkey, H. E., and Kelly, J. W. (1999) Synthesis
and evaluation of anthranilic acid-based transthyretin amyloid bril in-
hibitors. Bioorg. Med. Chem. Lett. 9, 1–6

11. Sacchettini, J. C., Klabunde, T., Petrassi, H. M., Oza, V. B., Raman, P., and
Kelly, J. W. (2000) Rational design of potent human transthyretin amyloid
disease inhibitors. Nat. Struct. Biol. 7, 312–321

12. Oza, V. B., Smith, C., Raman, P., Koepf, E. K., Lashuel, H. A., Petrassi, H.
M., et al. (2002) Synthesis, structure, and activity of diclofenac analogues
as transthyretin amyloid bril formation inhibitors. J. Med. Chem. 45,
321–332

13. Almeida, M., Gales, L., Damas, A., Cardoso, I., and Saraiva, M. (2005)
Small transthyretin (TTR) ligands as possible therapeutic agents in TTR
amyloidoses. Curr. Drug Targets CNS Neurol. Disord. 4, 587–596

14. Sekijima, Y., Hammarström, P., Matsumura, M., Shimizu, Y., Iwata, M.,
Tokuda, T., et al. (2003) Energetic characteristics of the new transthyretin
variant A25T may explain its atypical central nervous system pathology.
Lab. Invest. 83, 409–417

15. Dungu, J., Sattianayagam, P. T., Whelan, C. J., Gibbs, S. D. J., Pinney, J. H.,
Banypersad, S. M., et al. (2012) The electrocardiographic features asso-
ciated with cardiac amyloidosis of variant transthyretin isoleucine 122
type in Afro-Caribbean patients. Am. Heart J. 164, 72–79

16. Vallat, J.-M., Funalot, B., Faugeras, F., and Magy, L. (2012) Familial
amyloidotic polyneuropathies. Bull. Acad. Natl. Med. 196, 1321–1329.
discussion 1329-1331

17. Cornwell, G. G., Sletten, K., Johansson, B., and Westermark, P. (1988)
Evidence that the amyloid bril protein in senile systemic amyloidosis is
derived from normal prealbumin. Biochem. Biophys. Res. Commun. 154,
648–653

18. Buxbaum, J. N., Dispenzieri, A., Eisenberg, D. S., Fändrich, M., Merlini,
G., Saraiva, M. J. M., et al. (2022) Amyloid nomenclature 2022: update,
novel proteins, and recommendations by the international society of
amyloidosis (ISA) nomenclature committee. Amyloid 29, 213–219

19. Gertz, M. A., Benson, M. D., Dyck, P. J., Grogan, M., Coelho, T., Cruz, M.,
et al. (2015) Diagnosis, prognosis, and therapy of transthyretin
amyloidosis. J. Am. Coll. Cardiol. 66, 2451–2466

20. Ando, Y., Coelho, T., Berk, J. L., Cruz, M. W., Ericzon, B.-G., Ikeda, S.,
et al. (2013) Guideline of transthyretin-related hereditary amyloidosis for
clinicians. Orphanet J. Rare Dis. 8, 31

21. Schmidt, H. H., Waddington-Cruz, M., Botteman, M. F., Carter, J. A.,
Chopra, A. S., Hopps, M., et al. (2018) Estimating the global prevalence of
transthyretin familial amyloid polyneuropathy: ATTR-FAP Global Prev-
alence. Muscle Nerve 57, 829–837

22. Jacobson, D. R., Pastore, R. D., Yaghoubian, R., Kane, I., Gallo, G., Buck,
F. S., et al. (1997) Variant-sequence transthyretin (isoleucine 122) in late-
onset cardiac amyloidosis in black Americans. N. Engl. J. Med. 336,
466–473

23. Hammarström, P., Wiseman, R. L., Powers, E. T., and Kelly, J. W. (2003)
Prevention of transthyretin amyloid disease by changing protein mis-
folding energetics. Science 299, 713–716

24. Matsubara, K., Mizuguchi, M., Igarashi, K., Shinohara, Y., Takeuchi, M.,
Matsuura, A., et al. (2005) Dimeric transthyretin variant assembles into
spherical neurotoxins. Biochemistry 44, 3280–3288

25. Lai, Z., Colón, W., and Kelly, J. W. (1996) The acid-mediated denatur-
ation pathway of transthyretin yields a conformational intermediate that
can self-assemble into amyloid. Biochemistry 35, 6470–6482

26. Colon, W., and Kelly, J. W. (1992) Partial denaturation of transthyretin is
sufcient for amyloid bril formation in vitro. Biochemistry 31,
8654–8660

27. Hurshman, A. R., White, J. T., Powers, E. T., and Kelly, J. W. (2004)
Transthyretin aggregation under partially denaturing conditions is a
downhill polymerization. Biochemistry 43, 7365–7381

28. Quintas, A., Saraiva, M. J. M., and Brito, R. M. M. (1999) The tetrameric
protein transthyretin dissociates to a non-native monomer in solution. J.
Biol. Chem. 274, 32943–32949

29. Quintas, A., Vaz, D. C., Cardoso, I., Saraiva, M. J. M., and Brito, R. M. M.
(2001) Tetramer dissociation and monomer partial unfolding precedes
protobril formation in amyloidogenic transthyretin variants. J. Biol.
Chem. 276, 27207–27213

30. Wiseman, R. L., Koulov, A., Powers, E., Kelly, J. W., and Balch, W. E.
(2007) Protein energetics in maturation of the early secretory pathway.
Curr. Opin. Cell Biol. 19, 359–367

31. Ferrão-Gonzales, A. D., Souto, S. O., Silva, J. L., and Foguel, D. (2000) The
preaggregated state of an amyloidogenic protein: hydrostatic pressure
converts native transthyretin into the amyloidogenic state. Proc. Natl.
Acad. Sci. U. S. A. 97, 6445–6450

32. Ferrão-Gonzales, A. D., Palmieri, L., Valory, M., Silva, J. L., Lashuel, H.,
Kelly, J. W., et al. (2003) Hydration and packing are crucial to amyloi-
dogenesis as revealed by pressure studies on transthyretin variants that
either protect or worsen amyloid disease. J. Mol. Biol. 328, 963–974

33. Saporta, M. A. C., Zaros, C., Cruz, M. W., André, C., Misrahi, M.,
Bonaïti-Pellié, C., et al. (2009) Penetrance estimation of TTR familial
amyloid polyneuropathy (type I) in Brazilian families. Eur. J. Neurol. 16,
337–341

34. Azevedo, E. P. C., Pereira, H. M., Garratt, R. C., Kelly, J. W., Foguel, D.,
and Palhano, F. L. (2011) Dissecting the structure, thermodynamic sta-
bility, and aggregation properties of the A25T transthyretin (A25T-TTR)
variant involved in leptomeningeal amyloidosis: identifying protein part-
ners that Co-aggregate during A25T-TTR brillogenesis in cerebrospinal
uid. Biochemistry 50, 11070–11083

35. Coelho, T., Maia, L. F., Martins da Silva, A., Waddington Cruz, M.,
Plante-Bordeneuve, V., Lozeron, P., et al. (2012) Tafamidis for trans-
thyretin familial amyloid polyneuropathy: a randomized, controlled trial.
Neurology 79, 785–792

36. Cruz, M. W. (2012) Regional differences and similarities of familial
amyloidotic polyneuropathy (FAP) presentation in Brazil. Amyloid 19,
65–67

37. Ferreira, P., Sant’Anna, O., Varejão, N., Lima, C., Novis, S., Barbosa, R. V.,
et al. (2013) Structure-based analysis of A19D, a variant of transthyretin
involved in familial amyloid cardiomyopathy. PLoS One 8, e82484

38. Sant’Anna, R., Almeida, M. R., Varej�ao, N., Gallego, P., Esperante, S.,
Ferreira, P., et al. (2017) Cavity lling mutations at the thyroxine-binding
site dramatically increase transthyretin stability and prevent its aggrega-
tion. Sci. Rep. 7, 44709

39. González-Duarte, A., Berk, J. L., Quan, D., Mauermann, M. L., Schmidt,
H. H., Polydefkis, M., et al. (2020) Analysis of autonomic outcomes in
APOLLO, a phase III trial of the RNAi therapeutic patisiran in patients

Structural characterization of a new TTR dimeric mutation

16 J. Biol. Chem. (2024) 300(8) 107495



with hereditary transthyretin-mediated amyloidosis. J. Neurol. 267,
703–712

40. Palhano, F. L., Leme, L. P., Busnardo, R. G., and Foguel, D. (2009)
Trapping the monomer of a non-amyloidogenic variant of transthyretin.
J. Biol. Chem. 284, 1443–1453

41. Silva, J. L., Silveira, C. F., Correia, A., and Pontes, L. (1992) Dissociation of
a native dimer to a molten globule monomer. J. Mol. Biol. 223, 545–555

42. Foguel, D., Silva, J. L., and de Prat-Gay, G. (1998) Characterization of a
partially folded monomer of the DNA-binding domain of human papil-
lomavirus E2 protein obtained at high pressure. J. Biol. Chem. 273,
9050–9057

43. Smoot, A. L., Panda, M., Brazil, B. T., Buckle, A. M., Fersht, A. R., and
Horowitz, P. M. (2001) The binding of bis-ANS to the isolated GroEL
apical domain fragment induces the formation of a folding intermediate
with increased hydrophobic surface not observed in tetradecameric
GroEL. Biochemistry 40, 4484–4492

44. Roche, J., and Royer, C. A. (2018) Lessons from pressure denaturation of
proteins. J. R. Soc. Interf. 15, 20180244

45. Meersman, F., and Heremans, K. (2003) Temperature-induced dissocia-
tion of protein aggregates: accessing the denatured state. Biochemistry 42,
14234–14241

46. Ramírez-Sarmiento, C. A., Baez, M., Wilson, C. A. M., Babul, J., Komives,
E. A., and Guixé, V. (2013) Observation of solvent penetration during
cold denaturation of E. coli phosphofructokinase-2. Biophys. J. 104,
2254–2263

47. Silva, J. L., Villas-Boas, M., Bonafe, C. F., and Meirelles, N. C. (1989)
Anomalous pressure dissociation of large protein aggregates. Lack of
concentration dependence and irreversibility at extreme degrees of
dissociation of extracellular hemoglobin. J. Biol. Chem. 264, 15863–15868

48. Sekijima, Y., Wiseman, R. L., Matteson, J., Hammarström, P., Miller, S. R.,
Sawkar, A. R., et al. (2005) The biological and chemical basis for tissue-
selective amyloid disease. Cell 121, 73–85

49. Miller, S. R., Sekijima, Y., and Kelly, J. W. (2004) Native state stabilization
by NSAIDs inhibits transthyretin amyloidogenesis from the most com-
mon familial disease variants. Lab. Invest. 84, 545–552

50. Hyung, S.-J., Deroo, S., and Robinson, C. V. (2010) Retinol and retinol-
binding protein stabilize transthyretin via formation of retinol transport
complex. ACS Chem. Biol. 5, 1137–1146

51. Bulawa, C. E., Connelly, S., DeVit, M., Wang, L., Weigel, C., Fleming, J. A.,
et al. (2012) Tafamidis, a potent and selective transthyretin kinetic sta-
bilizer that inhibits the amyloid cascade. Proc. Natl. Acad. Sci. U. S. A.
109, 9629–9634

52. Pinto, M. V., França, M. C., Jr., Gonçalves, M. V. M., Machado-Costa, M.
C., Freitas, M. R. G. D., Gondim, F. D. A. A., et al. (2023) Brazilian
consensus for diagnosis, management and treatment of hereditary
transthyretin amyloidosis with peripheral neuropathy: second edition.
Arq. Neuropsiquiatr. 81, 308–321

53. Castaño, A., Helmke, S., Alvarez, J., Delisle, S., and Maurer, M. S. (2012)
Diunisal for ATTR cardiac amyloidosis. Congest. Heart Fail. 18,
315–319

54. Dharmarajan, K., and Maurer, M. S. (2012) Transthyretin cardiac amy-
loidoses in older north Americans. J. Am. Geriatr. Soc. 60, 765–777

55. Sant’Anna, R., Gallego, P., Robinson, L. Z., Pereira-Henriques, A., Fer-
reira, N., Pinheiro, F., et al. (2016) Repositioning tolcapone as a potent
inhibitor of transthyretin amyloidogenesis and associated cellular toxicity.
Nat. Commun. 7, 10787

56. Blake, C. C. F., Geisow, M. J., Oatley, S. J., Rérat, B., and Rérat, C. (1978)
Structure of prealbumin: secondary, tertiary and quaternary interactions
determined by Fourier renement at 1.8 Å. J. Mol. Biol. 121, 339–356

57. Hörnberg, A., Eneqvist, T., Olofsson, A., Lundgren, E., and Sauer-Eriks-
son, A. E. (2000) A comparative analysis of 23 structures of the amyloi-
dogenic protein transthyretin. J. Mol. Biol. 302, 649–669

58. Palaninathan, S. K., Mohamedmohaideen, N. N., Snee, W. C., Kelly, J. W.,
and Sacchettini, J. C. (2008) Structural insight into pH-induced confor-
mational changes within the native human transthyretin tetramer. J. Mol.
Biol. 382, 1157–1167

59. Zhou, S., Cheng, J., Yang, T., Ma, M., Zhang, W., Yuan, S., et al. (2019)
Exploration of the misfolding mechanism of transthyretin monomer:
insights from hybrid-resolution simulations and markov state model
analysis. Biomolecules 9, 889

60. Childers, M. C., and Daggett, V. (2020) Edge strand dissociation and
conformational changes in transthyretin under amyloidogenic conditions.
Biophys. J. 119, 1995–2009

61. Hammarström, P., Schneider, F., and Kelly, J. W. (2001) Trans -sup-
pression of misfolding in an amyloid disease. Science 293, 2459–2462

62. Guo, J.-P., Yu, S., and McGeer, P. L. (2010) Simple in vitro assays to
identify amyloid-b aggregation blockers for alzheimer’s disease therapy. J.
Alzheimers Dis. 19, 1359–1370

63. Hirohata, M., Ono, K., Morinaga, A., and Yamada, M. (2008) Non-ste-
roidal anti-inammatory drugs have potent anti-brillogenic and bril-
destabilizing effects for a-synuclein brils in vitro. Neuropharmacology
54, 620–627

64. Fortin, J. S., and Benoit-Biancamano, M.-O. (2016) Inhibition of islet
amyloid polypeptide aggregation and associated cytotoxicity by
nonsteroidal anti-inammatory drugs. Can. J. Physiol. Pharmacol. 94,
35–48

65. De Lucia, R., Mauro, A., Di Scarpio, A., Buffo, A., Mortara, P., Orsi, L.,
et al. (1993) A new mutation on the transthyretin gene (Ser112 to Ile)
causes an amyloid neuropathy with severe cardiac impairment. Clin.
Neuropathol. 12, S44

66. Takeuchi, M., Mizuguchi, M., Kouno, T., Shinohara, Y., Aizawa, T.,
Demura, M., et al. (2006) Destabilization of transthyretin by pathogenic
mutations in the DE loop. Proteins 66, 716–725

67. Ferguson, R. N., Edelhoch, H., Saroff, H. A., Robbins, J., and Cahnmann,
H. J. (1975) Negative cooperativity in the binding of thyroxine to human
serum prealbumin. Biochemistry 14, 282–289

68. Saldaño, T. E., Zanotti, G., Parisi, G., and Fernandez-Alberti, S. (2017)
Evaluating the effect of mutations and ligand binding on transthyretin
homotetramer dynamics. PLoS One 12, e0181019

69. Klimtchuk, E. S., Prokaeva, T., Frame, N. M., Abdullahi, H. A., Spencer,
B., Dasari, S., et al. (2018) Unusual duplication mutation in a surface loop
of human transthyretin leads to an aggressive drug-resistant amyloid
disease. Proc. Natl. Acad. Sci. U. S. A. 115, E6428–E6436

70. Esperante, S. A., Varej�ao, N., Pinheiro, F., Sant’Anna, R., Luque-Ortega, J.
R., Alfonso, C., et al. (2021) Disease-associated mutations impacting BC-
loop exibility trigger long-range transthyretin tetramer destabilization
and aggregation. J. Biol. Chem. 297, 101039

71. Lashuel, H. A., Lai, Z., and Kelly, J. W. (1998) Characterization of the
transthyretin acid denaturation pathways by analytical ultracentrifuga-
tion: implications for wild-type, V30M, and L55P amyloid bril forma-
tion. Biochemistry 37, 17851–17864

72. Winter, G., Lobley, C. M. C., and Prince, S. M. (2013) Decision making in
xia 2. Acta Crystallogr. D Biol. Crystallogr. 69, 1260–1273

73. Silva, J. L., and Weber, G. (1993) Pressure stability of proteins. Annu. Rev.
Phys. Chem. 44, 89–113

74. Groenning, M. (2010) Binding mode of Thioavin T and other molecular
probes in the context of amyloid brils—current status. J. Chem. Biol. 3,
1–18

Structural characterization of a new TTR dimeric mutation

J. Biol. Chem. (2024) 300(8) 107495 17


