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The X-ray structure of the adduct formed upon
reaction of aurothiomalate with apo-transferrin:
gold binding sites and a unique transferrin

structure along the apo/holo transition pathway+

Romualdo Troisi,
Antonello Merlino (2 *2

¥ Francesco Galardo,? Luigi Messori,

a

b Filomena Sica and

The interaction of sodium aurothiomalate with the apo form of human serum transferrin (hTF) was
studied by X-ray crystallography. The protein binds gold ions close to the side chains of His25, Asp63 and
His249, His207 and Tyr238, and His273, His289, His300, His473, His585, His598, His606, and His642; the
thiomalate ligand is released. Notably, the N- and C-lobes of one of the two hTF molecules in the asym-
metric unit of the Au-hTF adduct crystals exhibit conformations that are slightly different from those
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Introduction

Aurothiomalate (Na,[AuL] where L is the thiomalate ligand
[0,CCH,CH(S)CO,]*") (Fig. 1) is a water-soluble prescription
anti-arthritic gold drug" used, alone or in combination with
other drugs, to retard progressive cartilage destruction,” but is
currently being reconsidered as a candidate drug for cancer
(ClinicalTrials.gov ID: NCT00575393, NCT01383668)° and
HIV*® treatments.*’ Aurothiomalate has also been proposed
as a colistin adjuvant for combating mcr-1-positive bacterial
infections.® Indeed, X-ray investigations reveal that, like in the
case of other gold-based compounds, the gold ion of aurothio-
malate can occupy the active site of the enzyme mcr-encoding
transmembrane pEtN transferase (denoted as MCR-1), repla-
cing the cofactor zn**.®

Commercial aurothiomalate is a variable mixture of the
monosodium [NaAu(LH)] and disodium [Na,Au(L)] salts.>*°
Electrospray ionization mass spectrometry (ESI MS) studies
on the commercial product showed that the molecule
forms tetrameric Au, species (AuyL4Nay'). Peaks attributed to
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observed in the “fully opened” apo-hTF, with the N-lobe that is intermediate between the “partially
opened” form observed in the structure of hTF with Bi** and the “fully opened” form of apo-hTF. Thus,
our data provide relevant information about the binding of gold centers to hTF and on a unique hTF struc-
ture along the apo-hTF/holo-hTF transition pathway.

Au,L,Na;,**, AuL,Nas" and AuL,NasH' are also observed in
50 : 50 water-methyl cyanide solutions, plus ammonia,'* while
Au,L,NaHg*, AuwL,Na,H,", Au,L,NazH¢", Au,L,Na,Hs",
AuyL,NasH,", and AuyL4NagH;" species are also observed in
ammonium acetate buffer at pH 6.8."> Indeed, Na,[AuL] is
polymeric in the solid state. Crystallographic and EXAFS
studies indicated that, in the molecular structure, the gold()
atom is bonded to two (bridging) S atoms forming two interpe-
netrating spirals, with an approximate 4-fold helical
symmetry."?

As the biological effects of gold-based drugs seem to be
mainly mediated by their recognition by proteins, studies on
the interaction of aurothiomalate with these biological macro-
molecules are essential to discover its mechanism of
action."*'® According to DrugBank online (https:/go.drug-
bank.com/drugs/DB09276), once administered, 85-90% of aur-
othiomalate is protein bound.

Within this framework, some of us evaluated the metala-
tion pattern induced by aurothiomalate on some small model

Au
s
NaO
o 0” "ONa,

Fig. 1 Chemical structure of sodium aurothiomalate.
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proteins, i.e. bovine pancreatic ribonuclease, horse heart cyto-
chrome ¢ and hen egg white lysozyme.'> ESI MS analysis
revealed a non-covalent interaction of up to three tetrameric
Au, species (JAuL],*") on the surface of these three proteins
and the binding of monometallic gold ions (Au* and [AuL]*")
or of gold-coordinated glutathione (GSH) molecules ([Au
(GSH),]) in the presence of GSH." Along the same line, ESI
MS experiments carried out by Larabee, Hocker and Hanas"’
showed that Au' ions from Na,[AuL] coordinate the Sp1-3
peptide via one Cys thiolate (S7) and one Cys thiol (SH).

It has been suggested that the anticancer activity of aur-
othiomalate could be due to its recognition by a cysteine
residue of the PB1 domain of protein kinase C.'® It has also
been demonstrated that aurothiomalate binds and inhibits
cathepsins K and S (that play central roles in the inflammatory
and erosive components of rheumatoid arthritis).'® The X-ray
structure of the adduct that is formed upon reaction of aur-
othiomalate with cathepsin K revealed that a gold atom binds
the protease active site; the L ligand is missing.”® In contrast,
Isab studied the interaction of aurothiomalate with ergothio-
nine and showed that the compound can retain the metal
ligand when it reacts with this molecule.”"

Recently, 282 target proteins for aurothiomalate, including
glutathione S-transferase omega 1, aminoacyl tRNA synthetase
complex interacting multifunctional protein 2 (AIMP2), fatty
acid synthase (FASN), protein disulfide isomerase family A
member 3 (PDIA3), and thioredoxin reductase 1 (TXNRD1)
have been identified by competitive activity-based protein pro-
filing carried out using HeLa cell lysates.*”

The interaction of aurothiomalate with serum proteins has
also been studied. Igbal and coworkers™ revealed that after
24 h incubation of the gold drug with blood, albumin (HSA) is
the most metalated protein. This datum agrees with that
obtained by Herrlinger and Weikert>* who found that 94% of
gold is bound to HSA in patients treated with aurothiomalate.
It has been proposed that gold atoms from Na,[AuL] could
bind the side chain of Cys34 of HSA and that additional
weaker binding could occur via non-covalent interactions on
the protein surface.>® This view is in agreement with the idea
that the major binding site for gold drugs in plasma is the
Cys34 free thiol of HSA*® and with the crystallographic obser-
vation that Cys34 of bovine serum albumin binds gold ions.*”
Recently, Cosottini et al.>® used ESI MS and ICP-OES to charac-
terize the adduct formed when apoferritin reacts with aur-
othiomalate. This adduct contains approximately three gold
atoms per ferritin subunit, arranged in a small cluster linked
to Cys90 and Cys102.

Little is known about the interaction between aurothioma-
late and another important serum protein: transferrin (hTF).
hTF (679 residues, 78 kDa) is involved in the iron binding and
delivery to all biological tissues.”>** hTF contains two homolo-
gous domains (C-lobe and N-lobe), which are organized into
two subdomains (N1: residues 1-92 and 247-330, N2: residues
93-246; C1: residues 340-425 and 573-679, C2: residues
426-572). Each lobe comprises an iron-binding site (residues
Asp63, Tyr95, Tyr188, and His249 in the N-lobe and residues
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Asp392, Tyr426, Tyr517, and His585 in the C-lobe). In healthy
humans, the serum concentration of hTF is about 25-50 pM
with approximately 39% of the apo form (apo-hTF), 23% of the
monoferric form with iron bound to the N-lobe (Fen-hTF),
11% monoferric form with iron bound to the C-lobe (Fec-hTF)
and 27% diferric holo form (FexFec-hTF).*! Given its ability to
be recognized by transferrin receptor 1 (TfR1), which is over-
expressed in cancer cells, hTF has also been considered a
potential metallodrug delivery system.>*7*® It is known that
hTF undergoes conformational changes upon iron binding
and release: both N- and C-lobes are “fully opened” in the apo-
hTF structure, while they are “fully closed” in the holo
form.>*3® Three structures of intermediates along this
pathway are known: the structures of two diferric-hTF (PDB
codes 3QYT*’ and 6CTC,*° Fex*Fec-hTF) and the structure of a
mono-bismuth form of hTF (PDB code 4HOW,>® Biy*Fec-hTF).
All three of these structures adopt a “partially opened” confor-
mation of the N-lobe. Interestingly, Fex*Fec-hTF of the PDB
code 6CTC and the Biy*Fec-hTF, in which only the Tyr188
binds the metal ion, have a more open conformation than the
Fen*Fec-hTF of the PDB code 3QYT, where the Fe*' coordi-
nates not only with Tyr188 but also with Tyr95.

Here, in aiming to obtain information on the interaction
between aurothiomalate and hTF, we registered intrinsic fluo-
rescence and circular dichroism spectra of apo-hTF in the
presence of aurothiomalate and solved the crystal structure of
the adduct obtained upon the treatment of apo-hTF crystals
with this gold-based drug (Au-hTF). The elucidation of the Au/
hTF interaction is also important since hTF has been used to
form protein corona on the surface of gold nanoparticles*'*?
to improve the tumor targeting properties.** The Au-hTF struc-
ture allows information on the gold binding sites of hTF to be
obtained and provides details on the apo-hTF/holo-hTF tran-
sition pathway. Indeed, in one of the two hTF chains in the
asymmetric unit of Au-hTF crystals, both the N-lobe and
C-lobe have structures slightly different from that of the apo-
form, with the N-lobe adopting a conformation that is inter-
mediate between the “partially opened” forms, observed for
Bin*Fec-hTF*® and the Fey*Fec-hTF of the PDB code 6CTC,*°
and the “fully opened” form of apo-hTF.**

Results and discussion
Aurothiomalate binds apo-hTF in solution

First, we verified that the gold drug is able to bind apo-hTF by
recording the intrinsic fluorescence spectra of the protein at
25 °C, upon excitation at 280 and 295 nm, in the presence of
increasing amounts of aurothiomalate in 10 mM HEPES at pH
7.5. The spectra, reported in Fig. S1,f show that the fluo-
rescence intensity of apo-hTF dropped steadily with increasing
concentration of aurothiomalate. This finding indicates that
the gold drug binds the protein.

Circular dichroism spectra of apo-hTF in the presence of
aurothiomalate in 10 mM HEPES at pH 7.5 were then recorded
to evaluate if the binding of the gold-based drug could have an

This journal is © the Partner Organisations 2025
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effect on the protein secondary structure. Superimposition of
the spectra of the protein recorded in the absence and in the
presence of the metal compound after 16 h (Fig. S2A1) and 5
days (Fig. S2Bt) of incubation at 20 °C suggests that apo-hTF
retains its secondary structure upon metal compound binding.

Overall structures of the adduct formed upon reaction of
aurothiomalate with hTF

The reaction of aurothiomalate with apo-hTF was then studied
in the solid state. Crystals of the Au-hTF adduct belong to the
space group P2,2,2; thus, they are isomorphous to those of
apo-hTF (PDB code 2HAV**) and contain two molecules in the
asymmetric unit, hereafter denoted as chain A and chain B
(Fig. 2). The structure refines to Reactor and Ryee values of 0.243
and 0.296, respectively, and contains 10 649 atoms, including
a 2-acetamido-2-deoxy-p-p-glucopyranoses (NAG) covalently
linked to Asn413 (modeled only in chain B) (Fig. S371), 8 citrate
ions and 8 water molecules. The overall folding of the two
protein chains does not appear to be significantly affected by
the treatment with the gold compound: the two chains of Au-
hTF show the typical bilobal nature of hTF superfamily
members with the N-lobe (residues 1-330) and C-lobe (resi-
dues 340-679) separated by the peptide linker (residues
331-339) (Fig. 2). Root-mean-square deviation (rmsd) between
Co atoms of the two chains in the adducts is 1.39 A, while the
rmsd calculated against Ca atoms of apo-hTF (PDB code
2HAV") is within the range of 0.96-1.77 A. As expected, the
analysis of the iron binding residues reveals the absence of co-
ordinated Fe** ions (Fig. S47).

The N-lobe and C-lobe of Au-hTF chain A have non-canonical
structures

It is known that binding and release of Fe®* by hTF are
accompanied by an opening/closure of the N- and C-lobes. In
the apo and holo forms of hTF, the lobes adopt a “fully
opened” or a “fully closed” conformation.

In the N-lobe, upon Fe*" binding, the N-terminal a-helix
(a5, residues 129-135) pivots over oy; (residues 317-328),
driving a rotation of the N1 subdomain over the N2 subdo-
main. Two structural intermediates between the “fully opened”
and the “fully closed” forms of the N-lobe of hTF have been

| N2-subdomain J | |

ChainA Chain B

Fig. 2 Representation of the asymmetric unit of Au-hTF. Lobes N and C
of chain A are in orange and yellow, respectively. Lobes N and C of chain
B are in light orange and light green, respectively.

This journal is © the Partner Organisations 2025
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characterized while solving the structures of Fex*Fec-hTF and
Biy*Fec-hTF.*°

The structures of the N-lobes of the two Au-hTF chains are
not identical (rmsd = 0.47 A). A comparison with the N-lobes
of apo-hTF, holo-hTF, and intermediate structures reported in
the literature is shown in Fig. 3 and Fig. S5.1 In Fig. 3A, the N2
subdomain of Au-hTF chain A is superimposed onto those of
Fex*Fec-hTF (PDB code 3QYT?®), Biy*Fec-hTF (PDB code
4HOW?*?), apo-hTF (PDB code 2HAV**) and holo-hTF (PDB code
3V83*). Details of the superimposition reporting the key resi-
dues in the N-lobe iron binding center are shown in Fig. 3B.
Superimposition of the N2 subdomain of Au-hTF chain B onto
the same structures is shown in Fig. S5.7

As it can be clearly seen from Fig. 3, the N-lobe of Au-hTF
chain A adopts a conformation that is intermediate between
those of apo-hTF and Bin*Fec-hTF forms, thus representing a
new intermediate in the apo-hTF/holo-hTF transition pathway,

His249

Tyr95

Fig. 3 (A) Representation of the Ca trace of the N-lobes of Au-hTF
chain A, apo-hTF (PDB code 2HAV, chain A), Fey*Fec-hTF (PDB code
3QYT), Bin*Fec-hTF (PDB code 4HOW), and holo-hTF (PDB code 3V83,
chain A) after superimposition of the N2 subdomain. “Fully closed”
(holo-hTF) and “fully opened” (apo-hTF) conformations are in green and
blue, respectively. The “partially opened” conformations of hTF observed
in Fen*Fec-hTF and Biny*Fec-hTF structures are in gray and pink, respect-
ively. The structure of Au-hTF chain A is in orange. (B) Position shifts of
the key residues in the N-lobe iron binding center are shown as stick
models.

Inorg. Chem. Front,, 2025, 12, 2627-2637 | 2629
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which describes the first motion step of the N-lobe subdo-
mains, while the N-lobe of Au-hTF chain B adopts a confor-
mation that is rather similar to those of apo-hTF N-lobes. To
analyze the differences between the N-lobes of the above-men-
tioned structures, pairwise comparisons were performed by
calculating the rmsd and the rotation angle (y) that are
required to optimally superimpose N2 subdomains after the
best fitting of N1 subdomains. Initial analyses conducted by
comparing rmsd values confirm that the N-lobe of Au-hTF
chain B is more similar to the N-lobes of apo-hTF (rmsd =
0.44-0.52 A) when compared to the N-lobe of chain A (rmsd =
0.64-0.74 A). The rmsd values of the N-lobe of chain A with the
apo-hTF N-lobe are intermediate (rmsd = 0.64-0.74 A) between
those found when comparing the N-lobes of the apo-hTF struc-
ture (rmsd = 0.47-0.62 A) and those against the “partially
opened” structures Bix*Fec-hTF (rmsd = 0.91 A] and Fex*Fec-
hTF (rmsd = 1.62 A).

The analysis of the y values agrees with these observations
(Table S17). Indeed, the y value for the apo-hTF/holo-hTF tran-
sition for the N-lobes is about 60°; the values observed for
Bin*Fec-hTF to apo-hTF and for Feny*Fec-hTF to apo-hTF are
~7° and ~13°, respectively, while that of Au-hTF to apo-hTF is
4° in chain A and about 2° in chain B, further supporting the
idea that the N-lobe of Au-hTF chain A has structural features
that are intermediate between the “fully opened” apo-hTF and
the “partially opened” hTF structures, while the N-lobe of
chain B is almost “fully opened”. As reference values, it should
be considered that the comparison between the N-lobes of the
apo-hTF structures deposited with the PDB leads to an average
x value of 1.1° + 0.3° and the rmsd values between the N-lobes
of apo-hTF structures are within the range of 0.47-0.62 A. In
this respect, it should be recalled that in our structure a “fully
opened” and a “partially opened” form of the N-lobe coexist in
the asymmetric unit of the same crystal, under identical
experimental conditions.

A similar analysis has also been carried out for the C-lobes.
Upon Fe ion binding, hTF C-lobes adopt a “fully closed” con-
formation with a rotation of the C1 subdomain over the C2
subdomain, which is 42.1° + 0.5° for the monoferric Fec-hTF
forms and 50.3 + 0.4° for the “fully closed” holo-hTF confor-
mations (Table S1}). Up to now there are no described hTF
models with a C-lobe adopting a structure intermediate
between the apo and the holo forms, excluding the complex
between hTF and the membrane protein TbpA, where the
C-lobe adopts a conformation midway between “opened” and
“closed”, with a 24° rotation required to align C1 and C2 sub-
domains with holo-hTF.**

The C-lobes of Au-hTF present similar rmsd values to those
of the structure of the apo forms (rmsd = 0.72-0.91 A).
However, a deeper inspection of the structures based on the
best fitting of the C2 subdomain after superimposition of C1
suggests that the C-lobe of Au-hTF chain A is not identical to
that of apo-hFT. Indeed, the y angle needed to superimpose
the C2 subdomain after the best fitting of C1 in the case of Au-
hTF chain A to apo-hTF is ~4°. The same value is 2° in chain
B. In this respect, it is useful to recall that the average y angle
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value obtained comparing the C-lobes of the apo-hTF struc-
tures deposited with the PDB is 1.2° + 0.7° (Table S17).

Interestingly, the inspection of a recently released structure
of the adduct formed by apo-hTF with cisplatin (PDB code
9H49)** shows that, differently from the Au-hTF adduct, in the
presence of the Pt-based drug the protein preserves the “fully
opened” conformation of both the N-lobe and the C-lobe
(Table S17).

Gold binding sites

To try to understand the structural determinants that could
trigger the subtle differences in the structure of Au-hTF when
compared to apo-hTF forms, we evaluated the differences in
the investigated structures at the level of gold binding sites
and tertiary structure features.

The Fourier difference and the anomalous difference elec-
tron density maps of Au-hTF contain large peaks corres-
ponding to gold binding sites close to the side chains of
His25, Asp63 and His249, His207 and Tyr238, His273, His300,
His473, His598, His606, and His642 in chain A (Fig. 4) and
close to His25, Asp63 and His249, His273, His289, His473,
His585, His598, His606, and His642 in chain B (Fig. 5). The
binding of Au" ions to the protein has been confirmed by com-
paring the electron density maps of the Au binding sites with
those of more than one crystal structure of the apo-hTF
obtained independently under the same conditions, i.e., from
data measured on crystals that were not treated with aurothio-
malate, and by comparing the electron density maps of the Au
binding sites with those of the cisplatin adduct of apo-hTF**
(data not shown). His side chains have been identified as Au
binding sites in other proteins, including cyclophilin 3,*® hen
egg white lysozyme,””*® bovine pancreatic ribonuclease,**°
ferritin from different organisms,”">° urease,>® trypanothione
reductase,’” and in the nucleosome core particle,*® by crystal-
lographic studies and complementary techniques.

His25, Asp63 and His249, His273, His289 and His300 are
in the N1-sudomain; His207 and Tyr238 are in the N2-subdo-
main; His606, His585, His598 and His642 are in the C1-subdo-
main; and His473 is in the C2-subdomain. Asp63 has been
considered as a conserved putative metal binding residue in
all TF superfamily members®® and together with His249 is
involved in Fe** recognition.” His273 and His289 have been
previously identified as Ru** and Ru*/Os** binding sites
(Ru**/0s*" binding sites: His14/His289, His273, His349/
His350, Glu507/Lys489-490, and His578/Arg581), respect-
ively.®® The other gold binding sites have not been identified
in previous structures of hTF with metal ions or
metallodrugs.®*

At all of these binding sites, metal ligands are missing.
This is not surprising since it is known that the metal ligand
is detached from the gold ion of aurothiomalate within a few
hours in aqueous solutions,®” and that gold ions without the
original gold ligand have been found to be bound to cathepsin
K*° and MCR-1-S® in the X-ray structures of the adducts that
these proteins form upon reaction with the gold drug.

This journal is © the Partner Organisations 2025
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Fig. 4 Gold binding sites close to His25, Asp63 and His249, His207 and Tyr238, His273, His300, His473, His598, His606, and His642 in chain A. 2F,
— Fc (1.00) and anomalous difference (2.506) electron density maps are in gray and red, respectively. Lobes N and C are in orange and yellow,

respectively.

Fig. 5 Gold binding sites close to His25, Asp63 and His249, His273, His289, His473, His585, His598, His606, and His642 in chain B. 2F, — F. (1.00)
and anomalous difference (2.56) electron density maps are in gray and red, respectively. Lobes N and C are in light orange and light green,

respectively.

The comparison between the Au-hTF chains A and B shows
that the number and location of the gold binding sites are not
identical. In particular, gold ions were observed close to the
side chains of His207 and Tyr238, and close to the His300 side
chain only in chain A (Fig. 4), while a gold ion is found close
to His289 and His585 side chains only in chain B (Fig. 5). The
gold binding close to His289 of chain A is hampered by crystal
packing (Fig. S6T). His300 is solvent accessible and very
mobile. A small peak of the electron density map is visible
close to this residue in chain B, thus we cannot exclude a low
occupancy binding of a gold ion to this site. The reason for
the absence of a gold ion close to the side chains of His207

This journal is © the Partner Organisations 2025

and Tyr238 in chain B and close to the side chain of His585 in
chain A is less clear. At the former site, the metal ion binding
is associated with a small conformational variation of the side
chains of residues His207 and Tyr238 (Fig. S71). The side
chains of His207 and Tyr238 are almost parallel in chain B,
while they face each other in chain A, where an Au---n inter-
action between the metal and the aromatic electrons is
formed. This interaction has already been reported in previous
studies.>*>%

Conformational variations that are associated with the gold
ion binding can be evidenced by comparing the structure of
Au-hTF with that of apo-hTF (PDB code 2HAV**). Small confor-
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mational variations, which are strictly related to the presence
of Au centers, were observed at almost all gold binding sites.
Significant conformational variations (in both chains A and B)
were found at the level of His473. The side chain of this
residue rotates by ca. 140° to bind the gold ion in chain A and
by ca. 170° in chain B. In chain A, this rotation is accompanied
by a significant conformational variation of both main chain
and side chain atoms of Asn472 and Arg475 (Fig. 6A and
Fig. S8At). The side chains of Ser21, His25, Val29, His273 and
Glu281 also change their conformation in the structure of Au-
hTF when compared to that adopted in apo-hTF. In chain A,
these structural variations are associated with a change in the
main chain atom conformation of Val29 (Fig. 6B and
Fig. S8BT). A structural modification in the C-lobe occurs close
to Glu603, His606, Leu607 and Asn611 (Fig. 6C and Fig. S8Ct).

Gluzs1 ﬂ

Glu2s1

Leu607

Gln603

Fig. 6 Gold ion binding close to the side chains of (A) His473, (B) His25
and His273, and (C) His598, His606 and His642 in the Au-hTF chain A
(orange for N-lobe and yellow for C-lobe) superimposed onto the
corresponding residues of apo-hTF chain A (blue, PDB code 2HAV).
Residues 461-470 are superimposed in panel A; residues 13-25 are
superimposed in panel B; and residues 594-608 are superimposed in
panel C.
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Tertiary structure features and interlobe communication

Here, we analyzed other tertiary structural features that could
play a role in the dynamics of hTF.

According to Woodworth and coworkers,* the closed con-
formation of the N-lobe is stabilized by a di-lysine hydrogen
bridge (Lys206-Lys296) close to the N-lobe iron binding site.
Mutation of these residues allows hTF to retain iron at a pH
value 1 unit lower than that of the wild-type protein, and
release iron much more slowly.®® The di-lysine interaction is
found in the “fully closed” holo-hFT structure (NZ-NZ dis-
tances between 3.1 and 3.4 A), while it is absent in apo-hTF
(NZ-NZ distances = 8.7 and 9.6 A in the two chains of 2HAV),
Fen*Fec-hTF (NZ-NZ distance = 10.9 A), Biny*Fec-hTF (NZ-NZ
distance = 6.0), and Au-hTF structures (NZ-NZ distances = 8.2
and 9.0 A in the two chains) (Fig. $91). In the two chains of
Au-hTF, the side chain of Lys206 is close to a citrate ion,
similar to that found in the apo-hTF. In the B chain, the side
chain of Lys296 forms a strong salt bridge with the side chain
of Asp63, keeping the side chain of this residue in the right
position to bind a gold ion, together with the His249 side
chain (Fig. 7). In the A chain, this interaction is less strong
and more similar to that found in the apo-hTF (Fig. 7 and
Fig. S10%). This difference might contribute to explaining the
observed difference in the N-lobe conformation of chains A
and B.

The hTF N- and C-lobes are connected by two salt bridges,
which are formed by residues Arg308 and Asp376 and by resi-
dues Asp240 and Arg678.

The salt bridge formed by Arg308 and Asp376 is conserved
in all the investigated structures (distance between the two
side chains = 2.7 and 2.7 A in the two chains of apo-hTF,
between 3.2 and 3.7 A in the structure of holo-hTF, 2.6 A in
Biy*Fec-hTF, 2.4 A in Fey*Fec-hTF, and 3.2 and 2.8 A in the
two chains of Au-hTF).

The salt bridge Asp240-Arg678 is observed in apo-hTF (dis-
tance between the two side chains d,40675 = 2.5 and 3.1 A),
Bin*Fec-hTF (daa0-675 = 2.9 A), and Au-hTF (ds0-675 = 2.6 A in
the two chains), while it is not found in Fey*Fec-hTF and holo-
hTF. In Fen*Fec-hTF, the Arg678 side chain undergoes a
rotation of about 110° to form hydrogen bonds with main
chain atoms of Pro91 and side chain atoms of GIn92 and is far

Fig. 7 Salt bridge formed by Lys296 and Asp63, close to the gold ion
binding site, in (A) chain A and (B) chain B.

This journal is © the Partner Organisations 2025
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from the side chain of Asp240 (dy40_675 = 12.7 A). In holo-hTF,
residue 678 has not been modeled. Rangel and coworkers®”
claim that in this structure, an additional salt bridge is formed
by side chains of Lys312 and Glu385 (the distance between the
two side chains dj;,_355 is between 3.0 and 4.6 A).

This interaction is also found in Au-hTF (ds31, 385 = 2.8 and
3.2 A in the two chains), Fexy*Fec-hTF (d315 385 = 2.7 A), and
Bin*Fec-hTF (ds15-385 = 3.7 A), while it is observed only in one
of the two chains of apo-hTF (ds;2-355 = 5.1 and 3.4 A in the
two chains).

Experimental
Materials

Human serum transferrin was purchased from Sigma-Aldrich
(Merck) in its iron-free (apo) form (apo-hTF, T4382-100MG, in
the lyophilized form). Sodium aurothiomalate was purchased
from Sigma-Aldrich (Merck, code number: 157201) with the
following characteristics: purity > 98% (HPLC), "H NMR (D,0;
ppm): 4.08 (m; 1H); 2.86 (dd; J, = 15.84 Hz; J; = 8.08 Hz; 1H);
2.69 (dd; J, = 15.92 Hz; J; = 6.80 Hz; 1H); "*C NMR (D,O; ppm):
182.19; 179.71; 48.60; 48.22; log P: —1.8; UV/vis (H,0): broad-
band with absorption between 240 and 280 nm.

In solution studies

The fluorescence spectra of apo-hTF were recorded using a
Jasco FP-8700 spectrofluorometer with a 1.0 cm path length
quartz cell and a thermostat bath at 25 °C using excitation
wavelengths of 280 and 295 nm. Emission spectra were
recorded using the protein at a concentration of 0.5 pM in
10 mM HEPES buffer at pH 7.5 in the absence and in the pres-
ence of aurothiomalate at a concentration ranging from 0 to
10 pM.

Far-UV circular dichroism spectra were recorded at 25 °C
using a 3 uM apo-hTF sample in 10 mM HEPES buffer at pH
7.5 in the absence and in the presence of aurothiomalate in
1:1, 1:3, 1:5 and 1:20 protein-to-metal molar ratios and
after 16 h or 5 days of incubation at 20 °C. Spectra were
recorded using a Jasco J-1500 spectropolarimeter equipped
with a Peltier thermostat and using a 0.1 cm quartz cell (band-
width of 1 nm).

Crystallization and cryocooling

The protein solution was prepared by dissolving the lyophi-
lized sample in water and concentrating it to 80 mg ml™" in
10 mM NaHCOj; and 10 mM HEPES pH 7.5 buffer. Apo-hTF
crystals were grown in 20% w/v PEG 3350 and 0.2 M trisodium
citrate (condition 94 of the Hampton Research’s Index Kkit),
using the hanging drop vapor diffusion method. 1 pL of
protein solution was mixed with 1 pL of reservoir solution at
20 °C. The drop containing the apo-hTF crystals was saturated
with aurothiomalate 5 days before they were flash-cooled in
liquid N,. During this procedure aurothiomalate was directly
added to the drop. The crystals were cryoprotected by adding
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20% v/v glycerol to the crystallization solution. Attempts to
obtain crystals of the adduct by co-crystallization failed.

Data collection, structure resolution, refinement, and
structural analysis

Diffraction data were collected at the ID23-2 beamline of the
European Synchrotron Radiation Facility (ESRF) at 3.02 A
resolution, using 4 = 0.8731 A (360° rotation). The dataset was
processed using the autoPROC program.®”””! Initial phases
were determined by molecular replacement using Phaser
MR’®7? and the PDB entry 7Q1L*’ as a template, although the
structure could also be solved by the Fourier difference
method. REFMAC5”%7* and Coot™ programs were used for
refinement and model building, respectively. The presence of
Au ions in the structure was verified by visual inspection of
Fourier difference (2F, — F, F, — F.) and anomalous difference
electron density maps in Coot’* and comparing the electron
density with those of apo-hTF obtained using more than one
crystal of apo-hTF not treated with aurothiomalate and solved
at a resolution comparable or even better than that of Au-hTF.
Although the wavelength used for the data collection is not the
best one for Au identification, Au binding sites can be clearly
identified. The occupancies of Au® were evaluated by trying to
minimize the Fourier difference F, — F. electron density maps
at metal centers and to obtain the best Rector and Ryree Values.
However, the occupancy value should be considered with
caution because of the low resolution of the data used for the
refinement. The Au-hTF adduct structure was validated using
the Coot routines’* and the PDB validation server (https:/vali-
date-rcsb-1.wwpdb.org/). Data collection and refinement stat-
istics are reported in Table S2.1 The final coordinates and the
structural factors were deposited with the Protein Data Bank
(PDB code: 9H4V). Root-mean-square deviations (rmsd) and
the rotation angles needed to superimpose N2 subdomains
after best fitting N1 subdomains, and C2 subdomains after
best fitting C1 subdomains (y angles), were calculated using
the Superpose program from the CCP4 package.”® Molecular
graphics figures were rendered using PyMOL (DeLano
Scientific, Palo Alto, CA, USA).

Conclusions

In conclusion, herein we have verified that aurothiomalate
binds apo-hTF in solution and have studied the interaction of
the gold drug with the protein using X-ray crystallography.
Given the essential role of hTF in metallodrug trafficking,
understanding the interaction of the gold-based drug with this
protein at the atomic level provides a solid basis for the design
of more efficient aurotherapeutics. Our data indicate that gold
atoms bind the protein mainly close to residues that are not
involved in iron transportation. Along with the discovery of
gold binding sites on the transferrin structure, our findings
offer a structural basis for the potential role played by hTF as a
gold-based drug delivery system. Given that hTF is recognized
by the dimeric TfR1 overexpressed by cancer cells,”” our data
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suggest that gold-hTF adducts could be used to transport Au"
ions within the cancer cell cytosol. Of course, the possible
transport of Au’ in real cell environments must be further
investigated. However, given that gold binding sites are dis-
tinct from those observed for Pt**2° and other metals,>®7¢7%
our data suggest the possibility of using hFT to transport more
than one metallodrug at the same time.

Equally important, the crystal structure reported here
occupies a unique position along the apo-hTF/holo-hTF tran-
sition pathway, adopting conformations of the N- and C-lobes
that are slightly distinct when compared to those adopted by
apo-hTF (Fig. S111). Our structure provides the first example of
a small rigid-body motion of C-lobe subdomains starting from
the apo-hTF structure and shows an N-lobe conformation that
is intermediate between the “partially opened” form of the
protein described when the structure of Biy*Fec-hTF was
solved®® and the “fully opened” apo-structure,** thus providing
a fine sampling of the first steps of the apo/holo-hTF tran-
sition. Overall, these structural results indicate that apo-hTF
crystals have high plasticity, allowing subtle, but significant,
conformational variations of both N- and C-lobes, thus
pushing us to solve further structures of hTF with ligands in
this crystal form.
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