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Abstract: The bioavailability of copper (Cu) in human cells may depend on a complex interplay
with zinc (Zn) ions. We investigated the ability of the Zn ion to target the human Cu-chaperone
Atox1, a small cytosolic protein capable of anchoring Cu(I), by a conserved surface-exposed Cys-
X-X-Cys (CXXC) motif, and deliver it to Cu-transporting ATPases in the trans-Golgi network. The
crystal structure of Atox1 loaded with Zn displays the metal ion bridging the CXXC motifs of
two Atox1 molecules in a homodimer. The identity and location of the Zn ion were confirmed
through the anomalous scattering of the metal by collecting X-ray diffraction data near the Zn K-edge.
Furthermore, soaking experiments of the Zn-loaded Atox1 crystals with a strong chelating agent,
such as EDTA, caused only limited removal of the metal ion from the tetrahedral coordination cage,
suggesting a potential role of Atox1 in Zn metabolism and, more generally, that Cu and Zn transport
mechanisms could be interlocked in human cells.

Keywords: X-ray crystallography; molecular structure; metal ions; zinc; copper transport proteins;
metallochaperones; Atox1

1. Introduction

Zinc (Zn) is an essential element in living organisms and the mechanism of how cells
ensure its proper allocation to specific metalloproteins is a topic of current interest. Zn
ion serves as catalytic or structural cofactor for a plethora of different proteins, which
are located in the cytoplasm and in many organelles of eukaryotic cells, including the
nucleus, endoplasmic reticulum, Golgi apparatus, secretory vesicles and mitochondria [1,2].
Evolution has selected effective mechanisms for transport, storage, and distribution of Zn
ion within the cell. Cellular import/export of Zn ions is tightly controlled by the ZIP and ZnT
families of proteins that regulate the Zn fluxes across membranes [3]. The buffering of free
Zn ions is entrusted to metallothioneins, whilst Zn excess is stored in subcellular organelles,
such as vesicles [4]. Alteration in the Zn homeostasis can cause serious health problems,
such as in the case of Zn deficiency, which, according to the World Health Organization,
can affect from 4 to 73% of the population depending upon the geographical areas [5].
Zn deficiency, due to inadequate dietary intakes or physiological unbalances, can also
lead to harmful diseases, such as cancer [6–8], diabetes [9–11], neurodegeneration [12,13],
autoimmunity [14], etc. [4,15].

The strong relationship between Zn dyshomeostasis and serious chronic diseases asks
for increasing efforts in understanding the mechanisms by which the level of Zn is tightly
regulated in the cell and how Zn is transferred to specific metalloproteins.

An intriguing possibility is that the transport mechanisms of Zn and copper (Cu)
can be closely interconnected, although the two essential metal ions appear to differ in
their functions. Cu is primarily utilized for its redox activity, which also contributes to
the toxicity of this metal [16], whereas the Zn ion is considered redox-inactive, but can
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affect several cellular redox processes [17]. With respect to Cu, Zn is more abundant in
biological systems (the Zn:Cu molar ratio ranging between 108 and 1012 [18,19]) and exerts
a structural/catalytic role in a much greater number of proteins [20]. Nevertheless, the
intracellular availability of both metals has to be carefully controlled [21]. Another impor-
tant difference between these two metal ions is the delivery mechanism. Cu trafficking
generally involves specific metallochaperones that transport and deliver the metal ion
to its targets [21,22]. In contrast, in the case of Zn, the most accepted hypothesis is that
metallothioneins involved in Zn storage can also act as a direct source of Zn for the target
proteins [23,24]. However, recent evidence indicates that ZNG1 can use GTP hydrolysis to
deliver Zn2+ ions to the catalytic sites of target enzymes [25].

The discovery that Cu and Zn metabolisms are tightly connected has led to the
approval by the US FDA of Zn acetate administration as maintenance therapy for patients
affected by Wilson disease, a disorder of Cu metabolism leading to Cu overload [26]. Such
an effect may be related to the Zn-induced overexpression of intestinal metallothioneins that
bind Cu very tightly [27]. Moreover, it is also possible that administration of Zn can prevent
the reabsorption of endogenously secreted Cu, leading to a substantial negative Cu balance
in patients with Wilson disease. In Chlamydomonas, it has also been demonstrated that an
excess of Zn can induce Cu deficiency [28], whereas, under Zn starvation, Cu is trapped in
lysosome-related organelles (called cuprosomes). Extended X-ray absorption fine structure
(EXAFS) measurements indicate that, in storage vesicles, Zn [29] and Cu [30] share a
similar coordination environment, with two N and one S-donor ligands. Furthermore, Cu
transporter 1 (Ctr1) transcripts are abundant in Zn-limited cells, supporting the notion that
Cu hyperaccumulation is driven by high Ctr1 expression. When the Zn levels return to
normal range, Cu is released with simultaneous trapping of Zn [30]; however, the driving
force for moving Cu in and out of these traps is still unknown. All these data indicate
that Cu bioavailability might depend on a complex interplay with Zn that involves metal
binding motifs of Cu transporters.

Based on the above-mentioned considerations, we have investigated the Zn ion target-
ing of proteins involved in Cu homeostasis, focusing our attention on the structural aspects
of the interaction between Zn and the human Cu-chaperone antioxidant-1 (Atox1). Atox1
is a cytosolic small protein (68 amino acids) able to chelate Cu by a conserved surface-
exposed Cys-X-X-Cys (CXXC) motif [22,31,32]. Once bound to Atox1, Cu is delivered
to cytoplasmic metal-binding domains of ATP7A and ATP7B (also called Menkes and
Wilson disease proteins, respectively), two homologous multi-domain P1B-type ATPases
located in the trans-Golgi network, for incorporation into Cu-dependent enzymes. The
structure of human Atox1 has been extensively investigated and the structures of the pro-
tein loaded with various metal ions, such as copper [33], cadmium [33], mercury [33], and
platinum [34] (PDB ID: 1FEE, 1FE0, 1FE4, and 4QOT, respectively), have been determined
by X-ray diffraction. However, high-resolution atomic models of Atox1 loaded with Zn ions
have not been reported so far. Badarau and colleagues investigated the crosstalk between
Zn and Cu in cyanobacteria and obtained the structure of the Cu-chaperone Atx1 from
cyanobacterium Synechocystis loaded with Zn ions, gaining insight into the Zn and Cu
binding motifs [35,36].

In this study, we report the first structure of the human Cu chaperone Atox1 loaded
with Zn ion, highlighting how the protein could also be involved in human Zn metabolism
and, more generally, how the transport mechanisms of Cu and Zn could be closely inter-
connected in human cells.

2. Materials and Methods
2.1. Atox1 Expression and Purification

BL21(DE3)Gold Escherichia coli cells containing pET21a with the gene encoding Atox1
were grown at 37 ◦C to an optical density of 0.5 at 600 nm; then, the protein expression was
induced with 1 mM isopropyl β-D-1-thiogalactopyranoside. After 4 h of induction, the
cells were harvested and centrifuged for 20 min at 4 ◦C. The cellular pellet was suspended
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in 20 mM 2-(N-morpholino)ethanesulfonic acid (MES; pH 5.5), 1 mM ethylenediaminete-
traacetic acid (EDTA), 5 mM dithiothreitol (DTT), and 1 mM phenylmethylsulfonyl chloride
(protease inhibitor), and it was lysed by sonication. The cellular lysate was centrifuged at
20,000 rpm at 4 ◦C for 1 h. The supernatant, containing the recombinant protein, was loaded
onto a HiPrep Sepharose Fast Flow cation exchange column (SP FF 16/10, GE Healthcare,
Chicago, IL, USA) pre-equilibrated with 20 mM MES, 5 mM DTT and 5 mM EDTA (pH
5.5), and eluted with a column volume gradient of 20 mM MES (pH 5.5), 5 mM DTT,
5 mM EDTA and 500 mM NaCl. Atox1-containing fractions, eluted at ∼200 mM NaCl, were
concentrated and further purified on a size-exclusion column (Superdex 75 10/300 GL, GE
Healthcare, Chicago, IL, USA) equilibrated with 20 mM MES, 5 mM DTT, 5 mM EDTA, and
150 mM NaCl (pH 6.0). Fractions containing pure Atox1 were pooled and washed with
25 mM sodium phosphate and 2 mM DTT (pH 7.0), by using Amicon Ultra centrifugal
filters with 3 kDa cutoff (Millipore, Burlington, VT, USA). The protein sample was con-
centrated to 1.5 mg mL−1 (protein concentration determined by UV-visible absorbance at
280 nm) and stored at −20 ◦C. All purification steps of Atox1 were performed in the pres-
ence of 5 mM DTT as reducing agent to preserve the protein in its active form by keeping
reduced its cysteine residues. The purity of the protein was determined by sodium dodecyl
sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) and electrospray ionization mass
spectrometry (ESI-MS).

2.2. Crystallization and Structure Determination of the Zn-Atox1 Adduct

Atox1 samples were concentrated to 12.5 mg mL−1 and treated with different amounts
of ZnSO4, previously dissolved in 25 mM sodium phosphate and 2 mM DTT (pH 7.0), in
order to obtain 1:0.5 and 1:1 protein/metal ion ratio. The reaction solution was incubated at
20 ◦C for 1 h and used for the crystallization. Crystallization experiments were performed
at 20 ◦C by using the sitting drop technique: 2 µL of protein solution (concentration ranging
from 12.5 to 10 mg/mL) was mixed with 2 µL of the reservoir solution made of Li2SO4
(concentration ranging from 1.8 to 2.05 M), MES 100 mM at pH 6.5, and 2.5% glycerol.
Needle-shaped crystals were obtained by equilibration of the drop against the reservoir
solution for one week. Some Zn-Atox1 crystals were put in a soaking solution containing
ethylenediaminetetraacetic acid (EDTA) at 2 mM concentration. Data collections on crystals
were made at the European Synchrotron Radiation Facility (ESRF). The X-ray diffraction
experiment was performed at 100 K at the microfocused beamline ID-23-1 equipped with a
PILATUS 6M-F detector (Dectris AG, Baden-Daettwil, Switzerland). To enable the detection
of Zn or Cu ions bound to the protein through anomalous diffusion, data were taken at
X-ray beam energies of 9090 and 9690 eV (the energies related to the K transition absorption
for Cu and Zn, respectively), by using different crystals of the same drop and/or pointing
the beam at different points of the same crystal. Data processing has been performed
by autoPROC toolbox [37], which exploits the XDS program [38] for data reduction, the
POINTLESS program [39] for space group assignment, and the AIMLESS program [40]
for data scaling and merging. The structure was solved by molecular replacement using
the REMO program [41,42] included in SIR2014 (v. 17.01) [43]. The crystal structure with
PDB code 4QOT [34], having 100% sequence identity, deprived of heavy metal ions and
water molecules, was used as a molecular replacement model. The matching between
experimental and calculated electron densities was improved by performing an automatic
building procedure on the structure obtained by molecular replacement in “rebuilt-in-place”
mode by using Autobuild wizard [44] included in the PHENIX crystallographic structural
solution suite. Experimental phase information has been exploited to confirm the position
of the heavy metals by using the SAD target function in the REFMAC software (v. 5.032) of
the CCP4 crystallographic package (v. 7.0.078) [45]. The Zn-S bond distance was restrained
to 2.34 Å (ideal distance suggested by REFMAC software) to avoid the collapse in the high
electron density of the metal ion of the cysteine residues of the CXXC motif. The refinement
procedure of the whole structure was performed using the REFINE software [46] included
in the PHENIX crystallographic structural solution suite (v. 1.20.14487). The COOT program
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(v. 0.8.9.2) [44] was used to complete the crystal structure model by taking into account
the electron density maps 2Fo-Fc and Fo-Fc. Finally, the crystal structure was validated by
using the MolProbity validation tool [47] and deposited in the Protein Data Bank under
PDB code 7ZC3.

3. Results and Discussion

Atox1, co-crystallized with different amounts of ZnSO4 (1:0.5 and 1:1 protein/metal ion
ratio) yielded needle-shaped crystals, which were bigger in size for the 1:1 protein/metal
ratio (Figure 1). Data collections were made on needle-shaped crystals of about 50 µm.

Biomolecules 2022, 12, x FOR PEER REVIEW 4 of 9 
 

distance was restrained to 2.34 Å  (ideal distance suggested by REFMAC software) to avoid 
the collapse in the high electron density of the metal ion of the cysteine residues of the 
CXXC motif. The refinement procedure of the whole structure was performed using the 

REFINE software [46] included in the PHENIX crystallographic structural solution suite 
(v. 1.20.14487). The COOT program (v. 0.8.9.2) [44] was used to complete the crystal struc-

ture model by taking into account the electron density maps 2Fo-Fc and Fo-Fc. Finally, the 
crystal structure was validated by using the MolProbity validation tool [47] and deposited 
in the Protein Data Bank under PDB code 7ZC3. 

3. Results and Discussion 

Atox1, co-crystallized with different amounts of ZnSO4 (1:0.5 and 1:1 protein/metal 
ion ratio) yielded needle-shaped crystals, which were bigger in size for the 1:1 pro-
tein/metal ratio (Figure 1). Data collections were made on needle-shaped crystals of about 

50 µm. 

 

Figure 1. Microscopic images of the crystallization outcomes of Atox1 co-crystallized with increas-
ing amounts of ZnSO4. 

The structure (PDB ID code 7ZC3) was solved to a resolution of 1.9 Å , which is close 
to that reported for Atox1 dimers crystallized in the presence of copper or platinum ions, 

ranging from 1.75 to 1.85 Å  [33,34]. The crystals exhibit P65 symmetry and two protein 
molecules per asymmetric unit (hereinafter named chains A and B). The two chains are 
equally folded and arranged in a two-fold axis passing through the cage of the metal bind-

ing motif (Figure 2), similar to what was found in the previously solved dimeric structures 
[34]. The main crystallographic parameters are reported in Table 1. 

 

Figure 2. Crystal structure of the Atox1 dimer crystallized in the presence of ZnSO4 (PDB code 
7ZC3). The Atox1 molecules are shown in cartoon representation and the metal ion as a gray sphere. 
Protein residues within 3 Å  from the metal are shown as sticks, with C and S atoms colored in green 
and yellow, respectively. 

Figure 1. Microscopic images of the crystallization outcomes of Atox1 co-crystallized with increasing
amounts of ZnSO4.

The structure (PDB ID code 7ZC3) was solved to a resolution of 1.9 Å, which is close
to that reported for Atox1 dimers crystallized in the presence of copper or platinum ions,
ranging from 1.75 to 1.85 Å [33,34]. The crystals exhibit P65 symmetry and two protein
molecules per asymmetric unit (hereinafter named chains A and B). The two chains are
equally folded and arranged in a two-fold axis passing through the cage of the metal
binding motif (Figure 2), similar to what was found in the previously solved dimeric
structures [34]. The main crystallographic parameters are reported in Table 1.
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Figure 2. Crystal structure of the Atox1 dimer crystallized in the presence of ZnSO4 (PDB code 7ZC3).
The Atox1 molecules are shown in cartoon representation and the metal ion as a gray sphere. Protein
residues within 3 Å from the metal are shown as sticks, with C and S atoms colored in green and
yellow, respectively.
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Table 1. Diffraction data statistics of crystals obtained from co-crystallization of Atox1 and ZnSO4 in
1:1 ratio (PDB code 7ZC3). Values related to the outer high-resolution shell are in brackets.

Parameter Values

Wavelength (Å) 1.28
Resolution range (Å) 42.53–1.91 (1.95–1.91)

Space group P65
Unit cell parameters (Å)

a 78.226
b 78.226
c 54.637

Total number of reflections 81,486 (5587)
Total number of unique reflections 23,876 (968)

<I/σ(I)> 10.4 (2.1)
Half-set correlation CC (1/2) 0.997 (0.711)

Rmerge 0.093 (0.911)
Completeness (%) 99.1 (97.2)

Multiplicity 5.6 (5.6)
Anomalous completeness (%) 92.4 (89.7)

Anomalous multiplicity 2.7 (2.7)
DelAnom CC (1/2) 0.266 (0.044)

A positive Fo-Fc electron density signal was found between the two protein chains
near the Cys12 and Cys15 residues, supporting the presence of a metal ion (Figure 3a).
However, the identity of this metal ion could remain uncertain, although exogenous
Zn was added to the crystallization solution. In fact, it is well known that Atox1 has a
high affinity for the physiological metal Cu, for which a very low dissociation constant
has been determined (KD < 10−17 M) [48]. Therefore, adventitious Cu could efficiently
compete with exogenous Zn (added in the crystallization procedure) for coordination to
the protein. Cu and Zn affinity constants were determined by Dennison’s group for Atx1,
the Atox1 homologue in cyanobacteria, by competition experiments. The Cu affinity for
the monomeric protein (Kb = 4.7 × 1017 M−1) was found to be several orders of magnitude
greater than that of Zn (Kb = 7.2 × 108 M−1) [49]. As a consequence of such a large affinity
for Cu, a recently reported structure of Atox1 contained Cu (PDB ID: 4YEA) [50] instead
of platinum (PDB ID: 3IWX), although cisplatin had been added to the crystallization
sample [51]. Fortunately, it is possible to confirm the identity and location of a metal ion
within a protein by collecting X-ray diffraction data at photon energies close to the metal
absorption edge. In our case, a peak in the anomalous scattering density map close to the
cysteine residues of the CXXC motifs was found at 9690 eV (Figure 3b), an energy right
above the Zn K-edge (9640 eV), while no anomalous signal was found close to the Cu
K-edge (8970 eV), as shown in Figure 3c. X-ray diffraction data collected at 8970 eV are
included in the Supporting Data. Therefore, it is possible to conclude that the electron
density found in between the CXXC metal binding motifs of the two chains belongs to a Zn
ion. Zn binds to the sulfur atoms of Cys12 and Cys15 of the two chains in a tetrahedral
arrangement (Figure 3b), similarly to the Atox1 homodimers formed with other metal ions.
Moreover, the present structure is in full agreement with that of Atx1 reported by Badarau
and colleagues [35]. It should be emphasized that, unlike Atox1, Atx1 contains an unusual
His in position 61 (Lys in the case of human Atox1), which is also a metal-binding ligand
and is supposed to further stabilize the dimeric form of the protein in solution. Additionally,
we have confirmed the identity and location of the Zn metal ion in the Atox1 structure via
anomalous scattering experiments above the Zn K-edge and between the Cu K-edge and
the Zn K-edge, thus overcoming a possible assignment ambiguity with the Cu ion.
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map (yellow 3.5σ) obtained at 9690 eV, 50 eV above the Zn K-edge. (c) Metal binding site with the
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Comparison of the present structure with those of other Atox1 dimers containing
different metal ions (PDB ID: 1FEE [33], 1FE0 [33], 1FE4 [33], and 4QOT [34]) indicates that
the protein backbones are similar, with RMSDs of Cα atoms (calculated by superposition
of the homodimer present in the asymmetric unit) as low as 0.178, 0.233, 0.350, and 0.157 Å,
respectively. The superposition of the PDB structures containing an Atox1 dimer is reported
in Figure 4 and confirms that there are no significant backbone displacements.
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The Zn ion presents a crystallographic occupancy of 0.69 and is surrounded by four
cysteine residues (Cys12 and Cys15 of chains A and B). A partial crystallographic occupancy
of the metal-binding site is reported also in other deposited Atox1 dimeric structures (PDB
ID: 1FEE, 1FE0, 1FE4, and 4QOT), with values of 0.90 (Cu), 1.00 (Cd), 0.71 (Hg), and
0.35 (Cu)–0.65 (Pt), respectively. The sulfur atoms of the cysteines around the cage are at
2.3–2.4 Å from the metal center and arranged in a tetrahedral geometry, with bond angles
ranging from 105◦ to 118◦, as expected for a regular tetrahedral coordination environment.

The Zn-Atox1 crystals were also soaked for 10 min with 2 mM EDTA, a powerful
Zn-chelator, which has an affinity constant several orders of magnitude greater than that
of Atox1 towards Zn2+ [52] and is normally used to test the affinity of proteins for metal
ions in biological studies. After soaking, the crystal was subjected to an X-ray diffraction
experiment and the structure solved to a resolution of 1.7 Å. It was found that the Zn ion
keeps the same coordination but the crystallographic occupancy decreases to 0.59 (Figure 5).
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Figure 5. Metal-binding site of Zn-Atox1 crystals soaked with 2 mM EDTA for 10 min. The 2Fo-Fc
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are shown.

4. Conclusions

The aim of this investigation was to prove the interaction between the Zn ion and the
human Cu-chaperone Atox1. For the first time, crystals of Zn-bound human Cu-chaperone
Atox1 have been obtained and the structure solved by X-ray diffraction to a resolution
of 1.9 Å. Moreover, although the affinity of Atox1 for Zn2+ is lower than that of EDTA,
soaking of the Zn-loaded Atox1 crystals with 2 mM EDTA for 10 min resulted in only
limited removal of the metal ion from the coordination cage. Although other phenomena,
such as crystal packing, diffusion of EDTA in the crystal and the kinetics of Zn exchange
between the cysteine cage and EDTA, may contribute to the stability of the Zn-Atox1 dimer
in the solid state, it appears that the CXXC motif of Atox1 can tightly bind a Zn2+ ion in a
homodimer and, owing to the high level of Zn in the cell, the Zn-Atox1 binding could play
a role in modulating the binding of Cu to its target proteins.

To summarize, this investigation indicates that Atox1 may be involved in Zn metabolism
and that, more generally, Cu and Zn transport mechanisms may be closely related. These
findings can also contribute to a better understanding of diseases caused by defective metal
homeostasis in mammals.

Many questions remain to be answered in order to obtain a clear picture of the rela-
tionship between Zn and Cu transport proteins. Furthermore, this type of investigation
needs to be extended to other Cu-binding proteins, including multi-domain proteins, such
as Cu-ATPases.
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2. Krężel, A.; Maret, W. The Biological Inorganic Chemistry of Zinc Ions. Arch. Biochem. Biophys. 2016, 611, 3–19. [CrossRef]

[PubMed]
3. Palmiter, R.D.; Huang, L. Efflux and Compartmentalization of Zinc by Members of the SLC30 Family of Solute Carriers. Pflug.

Arch. Eur. J. Physiol. 2004, 447, 744–751. [CrossRef]
4. Pan, Z. Zinc Transporters and Dysregulated Channels in Cancers. Front. Biosci. 2017, 22, 623–643. [CrossRef] [PubMed]
5. Ezzati, M.; Lopez, A.D.; Rodgers, A.A.; Murray, C.J.L. Comparative Quantification of Health Risks: Global and Regional Burden of

Disease Attributable to Selected Major Risk Factors; World Health Organization: Geneve, Switzerland, 2004; Volume 1.
6. Kambe, T.; Hashimoto, A.; Fujimoto, S. Current Understanding of ZIP and ZnT Zinc Transporters in Human Health and Diseases.

Cell. Mol. Life Sci. 2014, 71, 3281–3295. [CrossRef] [PubMed]
7. Stocks, P.; Davies, R.I. Zinc and Copper Content of Soils Associated with the Incidence of Cancer of the Stomach and Other

Organs. Br. J. Cancer 1964, 18, 14–24. [CrossRef]
8. Platz, E.A.; Helzlsouer, K.J. Diet: Selenium, Zinc, and Prostate Cancer. Epidemiol. Rev. 2001, 23, 93–101. [CrossRef]
9. Jansen, J.; Karges, W.; Rink, L. Zinc and Diabetes-Clinical Links and Molecular Mechanisms. J. Nutr. Biochem. 2009, 20, 399–417.

[CrossRef] [PubMed]
10. Huang, G.; Xiang, Y.; Pan, L.; Li, X.; Luo, S.; Zhou, Z. Zinc Transporter 8 Autoantibody (ZnT8A) Could Help Differentiate Latent

Autoimmune Diabetes in Adults (LADA) from Phenotypic Type 2 Diabetes Mellitus: ZnT8A Differentiate LADA from T2DM.
Diabetes Meta. Res. Rev. 2013, 29, 363–368. [CrossRef] [PubMed]

11. Haglund, B.; Ryckenberg, K.; Selinus, O.; Dahlquist, G. Evidence of a Relationship Between Childhood-Onset Type I Diabetes and
Low Groundwater Concentration of Zinc. Diabetes Care 1996, 19, 873–875. [CrossRef] [PubMed]

12. Prasad, A.S. Zinc: An Antioxidant and Anti-Inflammatory Agent: Role of Zinc in Degenerative Disorders of Aging. J. Trace Elem.
Med. Biol. 2014, 28, 364–371. [CrossRef] [PubMed]

13. Szewczyk, B. Zinc Homeostasis and Neurodegenerative Disorders. Front. Aging Neurosci. 2013, 5. [CrossRef] [PubMed]
14. Devirgiliis, C.; Zalewski, P.D.; Perozzi, G.; Murgia, C. Zinc Fluxes and Zinc Transporter Genes in Chronic Diseases. Mutat. Res.

2007, 622, 84–93. [CrossRef]
15. Kambe, T.; Tsuji, T.; Hashimoto, A.; Itsumura, N. The Physiological, Biochemical, and Molecular Roles of Zinc Transporters in

Zinc Homeostasis and Metabolism. Physiol. Rev. 2015, 95, 749–784. [CrossRef] [PubMed]
16. Turski, M.L.; Thiele, D.J. New Roles for Copper Metabolism in Cell Proliferation, Signaling, and Disease. J. Biol. Chem. 2009,

284, 717–721. [CrossRef] [PubMed]
17. Maret, W. The Redox Biology of Redox-Inert Zinc Ions. Free Radic. Biol. Med. 2019, 134, 311–326. [CrossRef] [PubMed]
18. Chang, K.-L.; Hung, T.-C.; Hsieh, B.-S.; Chen, Y.-H.; Chen, T.-F.; Cheng, H.-L. Zinc at Pharmacologic Concentrations Affects

Cytokine Expression and Induces Apoptosis of Human Peripheral Blood Mononuclear Cells. Nutrition 2006, 22, 465–474.
[CrossRef] [PubMed]

19. Tapiero, H.; Townsend, D.M.; Tew, K.D. Trace Elements in Human Physiology and Pathology. Copper. Biomed. Pharmacother. 2003,
57, 386–398. [CrossRef]

20. Vallee, B.L.; Auld, D.S. Zinc Coordination, Function, and Structure of Zinc Enzymes and Other Proteins. Biochemistry 1990,
29, 5647–5659. [CrossRef] [PubMed]

21. Finney, L.A.; O’Halloran, T.V. Transition Metal Speciation in the Cell: Insights from the Chemistry of Metal Ion Receptors. Science
2003, 300, 931–936. [CrossRef] [PubMed]

22. Huffman, D.L.; O’Halloran, T.V. Function, Structure, and Mechanism of Intracellular Copper Trafficking Proteins. Annu. Rev.
Biochem. 2001, 70, 677–701. [CrossRef] [PubMed]

23. Nies, D.H. How Cells Control Zinc Homeostasis. Science 2007, 317, 1695–1696. [CrossRef] [PubMed]
24. Maret, W.; Li, Y. Coordination Dynamics of Zinc in Proteins. Chem. Rev. 2009, 109, 4682–4707. [CrossRef] [PubMed]
25. Weiss, A.; Murdoch, C.C.; Edmonds, K.A.; Jordan, M.R.; Monteith, A.J.; Perera, Y.R.; Rodríguez Nassif, A.M.; Petoletti, A.M.;

Beavers, W.N.; Munneke, M.J.; et al. Zn-Regulated GTPase Metalloprotein Activator 1 Modulates Vertebrate Zinc Homeostasis.
Cell 2022, 185, 2148–2163.e27. [CrossRef]

26. Brewer, G.J. Zinc Acetate for the Treatment of Wilson’s Disease. Expert Opin. Pharmacother. 2001, 2, 1473–1477. [CrossRef]
27. Hall, A.C.; Young, B.W.; Bremner, I. Intestinal Metallothionein and the Mutual Antagonism between Copper and Zinc in the Rat.

J. Inorg. Biochem. 1979, 11, 57–66. [CrossRef]
28. Hoffman, H.N.; Phyliky, R.L.; Fleming, C.R. Zinc-Induced Copper Deficiency. Gastroenterology 1988, 94, 508–512. [CrossRef]

http://doi.org/10.1016/j.bbamcr.2006.03.005
http://www.ncbi.nlm.nih.gov/pubmed/16675045
http://doi.org/10.1016/j.abb.2016.04.010
http://www.ncbi.nlm.nih.gov/pubmed/27117234
http://doi.org/10.1007/s00424-003-1070-7
http://doi.org/10.2741/4507
http://www.ncbi.nlm.nih.gov/pubmed/27814637
http://doi.org/10.1007/s00018-014-1617-0
http://www.ncbi.nlm.nih.gov/pubmed/24710731
http://doi.org/10.1038/bjc.1964.2
http://doi.org/10.1093/oxfordjournals.epirev.a000801
http://doi.org/10.1016/j.jnutbio.2009.01.009
http://www.ncbi.nlm.nih.gov/pubmed/19442898
http://doi.org/10.1002/dmrr.2396
http://www.ncbi.nlm.nih.gov/pubmed/23390067
http://doi.org/10.2337/diacare.19.8.873
http://www.ncbi.nlm.nih.gov/pubmed/8842606
http://doi.org/10.1016/j.jtemb.2014.07.019
http://www.ncbi.nlm.nih.gov/pubmed/25200490
http://doi.org/10.3389/fnagi.2013.00033
http://www.ncbi.nlm.nih.gov/pubmed/23882214
http://doi.org/10.1016/j.mrfmmm.2007.01.013
http://doi.org/10.1152/physrev.00035.2014
http://www.ncbi.nlm.nih.gov/pubmed/26084690
http://doi.org/10.1074/jbc.R800055200
http://www.ncbi.nlm.nih.gov/pubmed/18757361
http://doi.org/10.1016/j.freeradbiomed.2019.01.006
http://www.ncbi.nlm.nih.gov/pubmed/30625394
http://doi.org/10.1016/j.nut.2005.11.009
http://www.ncbi.nlm.nih.gov/pubmed/16472982
http://doi.org/10.1016/S0753-3322(03)00012-X
http://doi.org/10.1021/bi00476a001
http://www.ncbi.nlm.nih.gov/pubmed/2200508
http://doi.org/10.1126/science.1085049
http://www.ncbi.nlm.nih.gov/pubmed/12738850
http://doi.org/10.1146/annurev.biochem.70.1.677
http://www.ncbi.nlm.nih.gov/pubmed/11395420
http://doi.org/10.1126/science.1149048
http://www.ncbi.nlm.nih.gov/pubmed/17885121
http://doi.org/10.1021/cr800556u
http://www.ncbi.nlm.nih.gov/pubmed/19728700
http://doi.org/10.1016/j.cell.2022.04.011
http://doi.org/10.1517/14656566.2.9.1473
http://doi.org/10.1016/S0162-0134(00)80054-9
http://doi.org/10.1016/0016-5085(88)90445-3


Biomolecules 2022, 12, 1494 9 of 9

29. Wellenreuther, G.; Cianci, M.; Tucoulou, R.; Meyer-Klaucke, W.; Haase, H. The Ligand Environment of Zinc Stored in Vesicles.
Biochem. Biophys. Res. Commun. 2009, 380, 198–203. [CrossRef]

30. Hong-Hermesdorf, A.; Miethke, M.; Gallaher, S.D.; Kropat, J.; Dodani, S.C.; Chan, J.; Barupala, D.; Domaille, D.W.; Shirasaki, D.I.;
Loo, J.A.; et al. Subcellular Metal Imaging Identifies Dynamic Sites of Cu Accumulation in Chlamydomonas. Nat. Chem. Biol.
2014, 10, 1034–1042. [CrossRef]

31. Arnesano, F.; Banci, L.; Bertini, I.; Ciofi-Baffoni, S.; Molteni, E.; Huffman, D.L.; O’Halloran, T.V. Metallochaperones and Metal-
Transporting ATPases: A Comparative Analysis of Sequences and Structures. Genome Res. 2002, 12, 255–271. [CrossRef]

32. Hatori, Y.; Lutsenko, S. An Expanding Range of Functions for the Copper Chaperone/Antioxidant Protein Atox1. Antioxid Redox.
Signal 2013, 19, 945–957. [CrossRef] [PubMed]

33. Rosenzweig, A.C.; Wernimont, A.K.; Huffman, D.L.; Lamb, A.L.; O’Halloran, T.V. Structural Basis for Copper Transfer by the
Metallochaperone for the Menkes/Wilson Disease Proteins. Nat. Struct. Mol. Biol. 2000, 7, 766–771. [CrossRef]

34. Belviso, B.D.; Galliani, A.; Lasorsa, A.; Mirabelli, V.; Caliandro, R.; Arnesano, F.; Natile, G. Oxaliplatin Binding to Human Copper
Chaperone Atox1 and Protein Dimerization. Inorg. Chem. 2016, 55, 6563–6573. [CrossRef] [PubMed]

35. Badarau, A.; Baslé, A.; Firbank, S.J.; Dennison, C. Crosstalk between Cu(I) and Zn(II) Homeostasis via Atx1 and Cognate Domains.
Chem. Commun. 2013, 49, 8000. [CrossRef] [PubMed]

36. Badarau, A.; Baslé, A.; Firbank, S.J.; Dennison, C. Investigating the Role of Zinc and Copper Binding Motifs of Trafficking Sites in
the Cyanobacterium Synechocystis PCC 6803. Biochemistry 2013, 52, 6816–6823. [CrossRef] [PubMed]

37. Vonrhein, C.; Flensburg, C.; Keller, P.; Sharff, A.; Smart, O.; Paciorek, W.; Womack, T.; Bricogne, G. Data Processing and Analysis
with the AutoPROC Toolbox. Acta Crystallogr. D Biol. Crystallogr. 2011, 67, 293–302. [CrossRef]

38. Kabsch, W. XDS. Acta Crystallogr. D Biol. Crystallogr 2010, 66, 125–132. [CrossRef]
39. Evans, P. Scaling and Assessment of Data Quality. Acta Crystallogr. D Biol. Crystallogr. 2006, 62, 72–82. [CrossRef]
40. Evans, P.R.; Murshudov, G.N. How Good Are My Data and What Is the Resolution? Acta Crystallogr. D Biol. Crystallogr. 2013,

69, 1204–1214. [CrossRef]
41. Caliandro, R.; Carrozzini, B.; Cascarano, G.L.; Giacovazzo, C.; Mazzone, A.; Siliqi, D. Molecular Replacement: The Probabilistic

Approach of the Program REMO09 and Its Applications. Acta Cryst. 2009, 65, 512–527. [CrossRef]
42. Caliandro, R.; Carrozzini, B.; Cascarano, G.L.; De Caro, L.; Giacovazzo, C.; Mazzone, A.M.; Siliqi, D. Molecular Replacement: The

Approach of the Program REMO. J. Appl. Crystallogr. 2006, 39, 185–193. [CrossRef]
43. Burla, M.C.; Caliandro, R.; Carrozzini, B.; Cascarano, G.L.; Cuocci, C.; Giacovazzo, C.; Mallamo, M.; Mazzone, A.; Polidori, G.

Crystal Structure Determination and Refinement via SIR2014. J. Appl. Crystallogr. 2015, 48, 306–309. [CrossRef]
44. Emsley, P.; Cowtan, K. Coot: Model-Building Tools for Molecular Graphics. Acta Crystallogr. D Biol. Crystallogr. 2004, 60, 2126–2132.

[CrossRef] [PubMed]
45. Gurusaran, M.; Shankar, M.; Nagarajan, R.; Helliwell, J.R.; Sekar, K. Do We See What We Should See? Describing Non-Covalent

Interactions in Protein Structures Including Precision. IUCrJ 2014, 1, 74–81. [CrossRef] [PubMed]
46. Afonine, P.V.; Grosse-Kunstleve, R.W.; Echols, N.; Headd, J.J.; Moriarty, N.W.; Mustyakimov, M.; Terwilliger, T.C.; Urzhumtsev, A.;

Zwart, P.H.; Adams, P.D. Towards Automated Crystallographic Structure Refinement with Phenix.Refine. Acta Crystallogr. D Biol.
Crystallogr. 2012, 68, 352–367. [CrossRef] [PubMed]

47. Davis, I.W.; Leaver-Fay, A.; Chen, V.B.; Block, J.N.; Kapral, G.J.; Wang, X.; Murray, L.W.; Arendall, W.B.; Snoeyink, J.;
Richardson, J.S.; et al. MolProbity: All-Atom Contacts and Structure Validation for Proteins and Nucleic Acids. Nucleic Acids Res.
Spec. Publ. 2007, 35, 375–383. [CrossRef] [PubMed]

48. Xiao, Z.; Brose, J.; Schimo, S.; Ackland, S.M.; La Fontaine, S.; Wedd, A.G. Unification of the Copper(I) Binding Affinities of the
Metallo-Chaperones Atx1, Atox1, and Related Proteins. J. Biol. Chem. 2011, 286, 11047–11055. [CrossRef] [PubMed]

49. Badarau, A.; Dennison, C. Thermodynamics of Copper and Zinc Distribution in the Cyanobacterium Synechocystis PCC 6803.
Proc. Natl. Acad. Sci. USA 2011, 108, 13007–13012. [CrossRef]

50. Shabalin, I.; Dauter, Z.; Jaskolski, M.; Minor, W.; Wlodawer, A. Crystallography and Chemistry Should Always Go Together: A
Cautionary Tale of Protein Complexes with Cisplatin and Carboplatin. Acta Crystallogr. D Biol. Crystallogr. 2015, 71, 1965–1979.
[CrossRef] [PubMed]

51. Boal, A.K.; Rosenzweig, A.C. Crystal Structures of Cisplatin Bound to a Human Copper Chaperone. J. Am. Chem. Soc. 2009,
131, 14196–14197. [CrossRef] [PubMed]

52. Nyborg, J.K.; Peersen, O.B. That Zincing Feeling: The Effects of EDTA on the Behaviour of Zinc-Binding Transcriptional Regulators.
Biochemistry 2004, 381, e3. [CrossRef] [PubMed]

http://doi.org/10.1016/j.bbrc.2009.01.074
http://doi.org/10.1038/nchembio.1662
http://doi.org/10.1101/gr.196802
http://doi.org/10.1089/ars.2012.5086
http://www.ncbi.nlm.nih.gov/pubmed/23249252
http://doi.org/10.1038/78999
http://doi.org/10.1021/acs.inorgchem.6b00750
http://www.ncbi.nlm.nih.gov/pubmed/27305454
http://doi.org/10.1039/c3cc42709a
http://www.ncbi.nlm.nih.gov/pubmed/23926594
http://doi.org/10.1021/bi400492t
http://www.ncbi.nlm.nih.gov/pubmed/24050657
http://doi.org/10.1107/S0907444911007773
http://doi.org/10.1107/S0907444909047337
http://doi.org/10.1107/S0907444905036693
http://doi.org/10.1107/S0907444913000061
http://doi.org/10.1107/S0108767309035612
http://doi.org/10.1107/S0021889806000331
http://doi.org/10.1107/S1600576715001132
http://doi.org/10.1107/S0907444904019158
http://www.ncbi.nlm.nih.gov/pubmed/15572765
http://doi.org/10.1107/S2052252513031485
http://www.ncbi.nlm.nih.gov/pubmed/25075321
http://doi.org/10.1107/S0907444912001308
http://www.ncbi.nlm.nih.gov/pubmed/22505256
http://doi.org/10.1093/nar/gkm216
http://www.ncbi.nlm.nih.gov/pubmed/17452350
http://doi.org/10.1074/jbc.M110.213074
http://www.ncbi.nlm.nih.gov/pubmed/21258123
http://doi.org/10.1073/pnas.1101448108
http://doi.org/10.1107/S139900471500629X
http://www.ncbi.nlm.nih.gov/pubmed/26327386
http://doi.org/10.1021/ja906363t
http://www.ncbi.nlm.nih.gov/pubmed/19807176
http://doi.org/10.1042/BJ20041096
http://www.ncbi.nlm.nih.gov/pubmed/15270700

	Introduction 
	Materials and Methods 
	Atox1 Expression and Purification 
	Crystallization and Structure Determination of the Zn-Atox1 Adduct 

	Results and Discussion 
	Conclusions 
	References

