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Abstract: Ferroportin (Fpn), a member of the major facilitator superfamily (MFS) of transporters,
is the only known iron exporter found in mammals and plays a crucial role in regulating cellular
and systemic iron levels. MFSs take on different conformational states during the transport cycle:
inward open, occluded, and outward open. However, the precise molecular mechanism of iron
translocation by Fpn remains unclear, with conflicting data proposing different models. In this work,
amber codon suppression was employed to introduce dansylalanine (DA), an environment-sensitive
fluorescent amino acid, into specific positions of human Fpn (V46, Y54, V161, Y331) predicted to
undergo major conformational changes during metal translocation. The results obtained indicate that
different mutants exhibit distinct fluorescence spectra depending on the position of the fluorophore
within the Fpn structure, suggesting that different local environments can be probed. Cobalt titration
experiments revealed fluorescence quenching and blue-shifts of λmax in Y54DA, V161DA, and
Y331DA, while V46DA exhibited increased fluorescence and blue-shift of λmax. These observations
suggest metal-induced conformational transitions, interpreted in terms of shifts from an outward-
open to an occluded conformation. Our study highlights the potential of genetically incorporating
DA into Fpn, enabling the investigation of conformational changes using fluorescence spectroscopy.
This approach holds great promise for the study of the alternating access mechanism of Fpn and
advancing our understanding of the molecular basis of iron transport.

Keywords: ferroportin; iron; MFS; genetic code expansion; dansylalanine; fluorescence spectroscopy;
Pichia pastoris

1. Introduction

Safe trafficking of iron across the cell membrane is a delicate process that requires
specific protein carriers. Ferroportin (SLC40A1, Fpn) is the only known cellular iron
export membrane protein identified so far in mammals and it is essential for physiological
regulation of cellular and systemic iron levels [1]. Missense mutations of Fpn cause type
4 hereditary hemochromatosis (also known as ‘ferroportin disease’), a dominant form of
hemochromatosis with parenchymal and/or reticulo-endothelial iron overload [2,3]. The
recently reported cryoEM structure of human Fpn in complex with hepcidin has finally
provided a framework for a clearer understanding of metal binding and has allowed us
to propose a model of how the peptide regulates the transporter [4]. Experimental data
have corroborated previous in silico predictions and confirm that Fpn belongs to the major
facilitator superfamily (MFS) of secondary transporters [4–8]. Proteins belonging to this
widespread group typically display a 12 TM organization (the ‘MFS fold’) and are believed
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to act with an alternating access mechanism that involves extensive conformational changes
to translocate their substrate across the membrane. These include at least three different
conformations, namely inward-open, occluded, and outward-open. An open question
regards the molecular mechanism of iron translocation by Fpn; in fact, conflicting data have
been reported suggesting that Fpn is a uniporter [9], a proton-coupled symporter [10], or a
proton-coupled antiporter [11,12].

The conformational states of membrane proteins can be probed directly using
fluorescence-based techniques. Analysis of the fluorescence of naturally occurring and/or
engineered tryptophan residues has been widely employed. Additionally, chemical reac-
tions that target cysteine thiol groups have been used to covalently attach environment-
sensitive probes to proteins. However, these approaches can be challenging because they
require the generation of a tryptophan- or cysteine-free background to achieve single-site
labeling. Such limitations can be overcome by site-specific introduction of unnatural amino
acids with unique functional groups that are not found in native proteins.

In this work the amber codon suppression strategy has been used to achieve site-specific
incorporation of non-canonical amino acids into Fpn. Amber codon suppression relies on
the ability of an engineered orthogonal aminoacyl-tRNA synthetase (aaRS) to charge
its cognate tRNA with an unnatural amino acid and suppress a TAG amber stop codon
placed within a coding sequence. This approach has been used to introduce genetically
encoded unnatural amino acids to label target proteins selectively and site-specifically
with different probes [13,14]. We show here that the fluorescent amino acid dansylalanine
(DA) can be successfully introduced into human Fpn using this strategy. Fluorescence
spectroscopy has been employed to investigate the potential of this approach for the study
of the conformational changes in Fpn predicted to take place during the transport of iron.

2. Results and Discussion
2.1. Selection of Reporter Residues and Incorporation of Dansylalanine (DA) into Fpn

To identify regions of the protein predicted to undergo major conformational changes
during the transport cycle, the structural models of human Fpn in different conforma-
tions [15] were employed, as this work was started before experimentally determined
structures of Fpn became available. This preliminary analysis was performed with the pur-
pose of selecting appropriate positions to place the unnatural amino acid DA. Of note, the
recently solved structure of human Fpn turned out to be fully consistent with our in silico
model, thus validating the selection of specific residues to be mutated for the present study.
On the extracellular side of the protein, in the inward-open conformation, residue Y331,
located on TM7, is close to Y54 that is found in the loop connecting TM1 and TM2 (Figure 1).
When Fpn switches to the outward-open conformation these two residues are predicted
to move away from each other and residue Y54 is predicted to substantially increase its
solvent exposure (Figure 1). Therefore, positions 54 and 331 appeared to be suitable to
act as sensors of the conformational transitions of Fpn. A sequence of three consecutive
valines is found on the intracellular side of the protein in the loop connecting TM4 and TM5.
Deletion of one of these valine residues was one of the first loss-of-function Fpn mutations
identified, giving rise to hemochromatosis type 4A [16]. We therefore chose to mutate
the central valine in the sequence, namely V161. Another valine, residue V46, was also
chosen because it is located within TM1 in the channel through which iron is translocated.
Changes in solvent accessibility between inward-open and outward-open conformations of
Fpn are predicted to lead to decreased exposure of both these valine residues.

Fpn V46amber, Y54amber, V161amber, and Y331amber mutants were produced in order
to exploit amber codon suppression in the yeast host P. pastoris to achieve the incorporation
of dansylalanine (DA) into Fpn. The dansyl group of DA is an environment-sensitive fluo-
rophore and this non-canonical amino acid has been used for the fluorescence spectroscopy
analysis of protein unfolding [17]. Mutations Y54F and Y331F were shown to have no
impact on the iron transport ability of Fpn [7], suggesting that amino acid changes in these
positions are well-tolerated by the protein.
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Figure 1. Structural models of the inward-facing conformation (A) and outward-facing confor-
mation (B) of human Fpn. Residues V46 (yellow), Y54 (magenta), V161 (red), and Y331 (green) are 
shown in spacefill representation. (C) Structure of dansylalanine. 
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P. pastoris strains expressing the tRNA/aaRS pair specific for DA and the Fpn mutants 
under control of methanol-inducible promoters were grown for 96 h in the presence of 
methanol with or without the unnatural amino acid. Western blot analysis evidenced the 
presence of full-length Fpn (ca. 62 kDa), indicating that suppression of the amber stop co-
don is effective and appears to be quite specific since much lower expression is found in 
cells grown in the absence of the unnatural amino acid (Figure 2). Expression levels varied, 
with Y54amber and V161amber showing significantly higher expression compared to 
V46amber and Y331amber. 

 
Figure 2. Expression of Fpn amber mutants. Western blot analysis of Fpn mutants ± DA. 

Single-step purification of Fpn from membrane extracts was performed by immu-
noaffinity anti-FLAG chromatography. The purity of the protein was assessed by SDS-
PAGE and was similar for all mutants (Figure 3). Yields of Fpn DA mutants were ca. 0.2–
0.3 mg per liter of culture, somewhat lower than those obtained for wild type Fpn (ca. 0.5 
mg per liter of culture). This result is in line with the consistently lower expression levels 

Figure 1. Structural models of the inward-facing conformation (A) and outward-facing conformation
(B) of human Fpn. Residues V46 (yellow), Y54 (magenta), V161 (red), and Y331 (green) are shown in
spacefill representation. (C) Structure of dansylalanine.

P. pastoris strains expressing the tRNA/aaRS pair specific for DA and the Fpn mutants
under control of methanol-inducible promoters were grown for 96 h in the presence of
methanol with or without the unnatural amino acid. Western blot analysis evidenced the
presence of full-length Fpn (ca. 62 kDa), indicating that suppression of the amber stop codon
is effective and appears to be quite specific since much lower expression is found in cells
grown in the absence of the unnatural amino acid (Figure 2). Expression levels varied, with
Y54amber and V161amber showing significantly higher expression compared to V46amber
and Y331amber.
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Figure 2. Expression of Fpn amber mutants. Western blot analysis of Fpn mutants ± DA.

Single-step purification of Fpn from membrane extracts was performed by immunoaffin-
ity anti-FLAG chromatography. The purity of the protein was assessed by SDS-PAGE and
was similar for all mutants (Figure 3). Yields of Fpn DA mutants were ca. 0.2–0.3 mg per
liter of culture, somewhat lower than those obtained for wild type Fpn (ca. 0.5 mg per liter
of culture). This result is in line with the consistently lower expression levels reported for
other proteins incorporating genetically encoded unnatural amino acids compared to the
wild type counterparts [17,18].
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Figure 3. SDS-PAGE analysis of purified Fpn amber mutants.

2.2. Fluorescence Spectroscopy of Fpn DA

Fluorescence spectroscopy analysis of Fpn was performed in order to evaluate the
incorporation of the fluorescent probe. The dansylalanine fluorophore is maximally excited
at 340 nm and emits at about 550–570 nm in aqueous solution [17]. The emission peak is
significantly blue shifted when the dansyl group is in a hydrophobic milieu. Fluorescence
of DA originates from an intramolecular charge transfer excited state in which electron
density is transferred from the NMe2 group to the electron-accepting sulfonyl substituent
of dansyl. Solvation and hydrogen bonding (together with the presence of nearby charged
residues) affect emission maximum and quantum yield, making the dansyl group useful to
probe the polarity and dynamics of the local environment in proteins [19].

The emission spectra of purified Fpn V46DA, Y54DA, V161DA, and Y331DA show
a significantly blue-shifted peak with different maxima depending on the local position
of the fluorophore (Figure 4). Human Fpn wild type (non-dansylated) showed a weak
emission close to 400 nm, possibly due to the 10 tryptophan residues present in the protein
(Figure 4, dashed line). This result confirms that the emission band in the 470–490 nm
region can be attributed to the genetically incorporated non-canonical amino acid DA.
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Figure 4. Fluorescence spectra of Fpn V46DA, Y54DA, V161DA, and Y331DA. Emission spectra were
recorded in MOPS 25 mM pH 7.0, NaCl 150 mM, DDM 0.01%. Excitation was at 340 nm; the spectra
are normalized on protein content determined by BCA. The spectrum of non-dansylated Fpn wild
type is also shown.

Among the mutants, V46DA appears to be the variant with the most hydrophobic
environment surrounding dansylalanine (λmax 470 nm), followed by Y54DA (λmax 473 nm),
V161DA (λmax 485 nm), and Y331DA (λmax 489 nm) with a 19 nm shift between V46DA and
Y331DA. Based on the spectral properties of the mutants and the position of dansylalanine
in the protein structure, interpretation of the resting state of Fpn is not clear-cut. A confor-
mation more closely resembling the outward-open state could be in line with the observed
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λmax values which indicate that positions 161 and 331 (which are found on opposite sides
of the membrane bilayer) are in the most polar environment. This assumption is supported
by the analysis of two recently reported outward-open structures of human Fpn solved by
cryoEM (PDB 6W4S [4] and 8C03 [20]) which indicates that accessible surface area (ASA) is
highest for Y331 (53–47 Å2), followed by V161 (42–31 Å2) and confirms that V46 is buried
(ASA 10–9 Å2). The calculated solvent-accessible area for Y54 yields two significantly
different values (ASA 61 Å2 for 6W4S or 27 Å2 for 8C03) possibly due to slight changes
in the position of TM2 and of the loop connecting TM3 and TM4 in the two structures,
suggesting a certain degree of flexibility in this region. It should be pointed out that the
two structures differ for the absence (6W4S) or presence (8C03) of the inhibitor vamifeport
in the central cavity of Fpn. The λmax value for the Y54DA protein is consistent with a less
polar environment compared to Y331DA and V161DA. Whether this is correlated to a more
buried location of Y54 or to local higher hydrophobicity due to other factors, such as a lack
of neighboring hydrogen bonding or charged residues, remains to be established.

2.3. Cobalt Titration

To evaluate whether dansylalanine can be useful to probe the conformational changes
that Fpn undergoes during metal translocation, all DA mutants (1 µM) were titrated with
CoCl2 (0–52 µM), which is more stable than Fe2+ and has been routinely employed as
Fe substitute.

Fluorescence spectra (Figure 5A) were collected immediately after metal addition, and
fluorescence intensity values at λmax for each mutant were then plotted as a function of the
metal concentration (Figure 5B). To better evaluate changes in the DA probe, spectra ob-
tained for the wild type (non-dansylated) Fpn (1 µM) at 340 nm excitation were subtracted
from all spectra of the DA mutants.

All data were fitted to a one-site binding model to obtain KD values (Table 1). Although
two cobalt-binding sites are found in the 3D structure of human Fpn [4], fitting the data
to a two-site binding model was very poor, yielding ambiguous results. Thus, it may be
hypothesized that the affinity of the two sites for cobalt is similar, thus making a one-site
binding model appropriate.

Table 1. KD values for cobalt.

Fpn KD (µM)

Wild type 7
V46DA 9
Y54DA 7

V161DA 14
Y331DA 6

All mutants exhibited a similar affinity for Co2+ (KD 6–14 µM). The KD for Fpn wild
type was determined in the same conditions except that excitation was at 295 nm and the
protein was 0.1 µM to avoid saturation of the fluorescence signal (Figure S1). The KD values
are in line with KM values in the low µM range reported for the transport activity of Fpn
reconstituted in liposomes and assayed with calcein [10,20].

Following the addition of cobalt, Y54DA, V161DA, and Y331DA exhibited a similar
trend with a significant quenching of fluorescence and limited blue shifts of λmax (5–10 nm).
V46DA, instead, showed an opposite behavior: increasing DA fluorescence during metal
titration and blue shifting its λmax by about 15 nm.

Size exclusion chromatography (SEC) on a PD10 desalting column was performed to
remove CoCl2 from samples in order to check the reversibility of the observed changes.
Changes affecting λmax appeared to be fully reversible, as demonstrated by the spectra
measured after the removal of cobalt by SEC. Figure 6 shows the spectra for Fpn Y54DA
and V161DA; analogous results were obtained for V46DA and Y331DA.
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Figure 6. Fluorescence spectra of Fpn Y54DA and V161DA after the removal of CoCl2. Emission
spectra of Fpn 1 µM as such, after titration with cobalt (36/28 µM), and after gel-filtration (PD10)
were recorded in MOPS 25 mM pH 7.0, NaCl 150 mM, DDM 0.01%. The PD10 spectrum is arbitrarily
scaled to evidence the λmax position. Excitation was at 340 nm.

In the 3D structure of Fpn, two binding sites for cobalt have been identified: one
formed by D39 and H43 and a second site which includes C326 and H507 [4,21]. V46 is
close to the first cobalt binding site, and Y331 is relatively close to the second site, while
Y54 and V161 are located in regions of the protein distant from the metal binding sites.
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Direct quenching of DA fluorescence by cobalt does not appear to be responsible for
the observed changes, as titration of free DA with CoCl2 induces no substantial spectral
variation (Figure S2). Thus, it can be assumed that conformational changes due to metal
binding alter the polarity of the probe microenvironment, thus affecting emission λmax and
intensity. The λmax blue shift indicates an increase in hydrophobicity. For V46DA, this also
leads to an increase in fluorescence intensity, while for Y54DA, V161DA, and Y331DA a
decrease is apparent. In the case of V46DA it is tempting to speculate that cobalt binding
may induce a local conformational change that diminishes quenching by neighboring W42.
It is known that tryptophan is able to quench fluorescence of (dimethylamino)naphthalene-
based dyes [22].

Inspection of the recently reported structure of Fpn in occluded conformation (PDB
8C02, [20]) shows that the solvent accessible area is decreased mainly for Y331 (14 Å2),
followed by Y54 (38 Å2), while V161 (41 Å2) and V46 (9 Å2) are only modestly affected. No
experimentally determined 3D structure is available for human Fpn in the inward-open
conformation, so the local environment of specific sidechains can only be inferred from the
model, which suggests that V161 and V46 increase their solvent accessibility, at variance
with Y54 and Y331.

Taken together, the observed spectral changes could be tentatively explained by a
cobalt-induced transition from an outward-open to occluded conformation, consistent with
structure-based solvent accessibility information and the local rearrangement of hydrogen
bonding networks/van der Waals interactions. A more compact occluded conformation
would lead to decreased polarity in the microenvironment for all four positions of the
DA probe.

In conclusion, the genetic incorporation of DA in Fpn has been achieved and the
potential of this approach for the analysis of conformational transitions induced by the
binding of cobalt has been investigated. Future studies will address the effects of hepcidin
and of Fe2+ to fully understand the details of the metal transport cycle of Fpn at the
molecular level.

3. Materials and Methods
3.1. Vectors and Constructs

The pREAV vector carrying the tRNA/aaRS pair specific for dansylalanine (DA)
was a generous gift from Prof. P.G. Schultz (The Scripps Research Institute). This vector
allows expression of the DA-RS in P. pastoris under control of the methanol-inducible FLD1
promoter [18]. The plasmid was linearized with AatII prior to transformation in P. pastoris
JC300 (ade1, arg4, his4) cells by electroporation.

The cDNA of wild-type human Fpn, Flag-tagged at the C-terminus, was cloned in
pIB2 vector for constitutive expression under the control of the GAP promoter in the
P. pastoris GS115 strain [7]. The pIB4 vector allows expression from the methanol-inducible
AOX1 promoter [23] and it was used to construct the pADE vector by replacing the HIS4
auxotrophic marker with the P. pastoris ADE1 gene. Wild-type Flag-tagged Fpn was cloned
in EcoRI/KpnI in pADE. Fpn mutants V46amber, Y54amber, V161amber, and Y331amber were
obtained through site-directed mutagenesis using QuikChange II XL kit (Agilent, Santa
Clara, CA, USA) or by overlap extension PCR. All constructs were sequence-verified by
automated DNA sequencing at GATC Biotech/Microsynth (Gottingen, Germany). Plasmids
were linearized with StuI (pIB2) or EcoNI (pADE) prior to transformation in P. pastoris
JC300/DA-RS cells by electroporation.

Integration of all plasmids in the P. pastoris genome was confirmed by PCR on genomic
DNA extracted from His+ (GS115) or Arg+, Ade+ (JC300) colonies.

3.2. Expression and Purification of Recombinant Fpn

For medium-scale expression of wild type Fpn, GS115 cells were grown in YPD (1 L)
to OD600 8–10 and harvested by centrifugation at 4500 rpm for 10 min. The cell pellet
(10–15 mL) was resuspended in an equal volume of lysis buffer (MOPS 25 mM, NaCl
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150 mM, pH 7.4, complete protease inhibitor cocktail (Roche, Monza, Italy), leupeptin and
pepstatin 2 µg/mL, PMSF 1 mM, DNase 10 U/mL, RNase 2 µg/mL) and lysed by the
glass beads method. Cell membranes were collected by ultracentrifugation at 35,000 rpm
(Beckman 70Ti rotor) for 50 min and were washed with MOPS 25 mM, NaCl 300 mM, pH
7.4 and centrifuged at 35,000 rpm for 20 min. Membrane proteins were extracted in 15 mL
extraction buffer (MOPS 25 mM, NaCl 150 mM, pH 7.4, Triton X-100 1%, leupeptin and
pepstatin 2 µg/mL, PMSF 1 mM) for 1 h at room temperature, followed by centrifugation
at 35,000 rpm for 20 min.

For medium-scale expression of dansylalanine (DA) Fpn amber mutants, yeast cells
were grown in YPD (1 L) to OD600 8–10, centrifuged, and induced in 200 mL BMMYH (yeast
nitrogen base 0.67%, potassium phosphate buffer 50 mM pH 6.8, methanol 1%, histidine
50 µg/mL) supplemented with 1 mM DA (synthesized according to [17]) for 72–96 h
adding 1% methanol daily. Cell lysis and membrane protein extraction were performed as
described above for wild-type Fpn.

Fpn was purified by affinity chromatography on anti-Flag M2 agarose (Merck Sigma
Aldrich, Milan, Italy) or anti-Flag G1 agarose (GenScript, Rijswijk, Netherlands). The resin
(1 mL) was washed with 50–55 bed volumes of MOPS 25 mM, NaCl 300 mM, DDM 0.01%
pH 7.0 to OD280 < 0.03 to remove contaminants and exchange Triton X-100 with dodecyl-
maltoside (DDM). The elution step was performed with MOPS/NaCl/DDM containing 0.1
mg/mL Flag peptide (3 mL) followed by glycine 100 mM, NaCl 150 mM, DDM 0.01% pH
3.5 (6 mL). Millipore Ultra 30 K devices were used to concentrate purified Fpn and exchange
the protein with buffer when required. Protein content was measured with the microBCA
assay (ThermoFisher, Monza, Italy). The monoclonal anti-human Fpn antibodies, 31A5 and
38G6, used for Western blot were a generous gift of Dr. Tara Arvedson (Amgen, Thousand
Oaks, CA, USA).

3.3. Fluorescence Spectroscopy

Fluorescence spectra were obtained using a Jobin Yvon Fluoromax-3 spectrofluorome-
ter. Protein samples were diluted in MOPS 25 mM, NaCl 150 mM, DDM 0.01% pH 7.0 and
titrated with CoCl2 2–60 µM. The excitation wavelength was 340 nm and the emission spec-
tra were recorded between 400 and 650 nm at room temperature (slit width 5 nm for both
excitation and emission). For cobalt titration of Fpn wild type (non-dansylated), excitation
was at 295 nm and emission spectra were recorded between 300 and 450 nm. Titration data
were fitted to a one-site binding model with GraphPad Prism 8. Cobalt was removed by
gel-filtration on a PD10 prepacked column (GE-Cytiva, Milan, Italy) equilibrated in MOPS
25 mM, NaCl 150 mM, DDM 0.01% pH 7.0.

Supplementary Materials: The supporting information can be downloaded at: https://www.mdpi.
com/article/10.3390/ijms241511919/s1.

Author Contributions: Conceptualization, F.P., G.M., and M.C.B.d.P.; methodology, M.A., A.N.,
and M.C.B.d.P.; validation, M.A., A.N., and M.C.B.d.P.; formal analysis, M.A., A.N., F.P., G.M., and
M.C.B.d.P.; investigation, M.A., A.N., M.R.F., and R.M.; data curation, M.A, A.N., and M.C.B.d.P.;
writing—original draft preparation, M.A. and M.C.B.d.P.; writing—review and editing, F.P., G.M.,
and M.C.B.d.P.; supervision, M.C.B.d.P.; funding acquisition, F.P. All authors have read and agreed to
the published version of the manuscript.

Funding: This research was funded by MUR (articolo 1, commi 314–337 legge 232/2016), grant of
Excellence Department of Sciences 2023–2027 (ROMA TRE University) to F.P.

Data Availability Statement: The data supporting results reported in this study are available in the
current article.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript; or
in the decision to publish the results.

https://www.mdpi.com/article/10.3390/ijms241511919/s1
https://www.mdpi.com/article/10.3390/ijms241511919/s1


Int. J. Mol. Sci. 2023, 24, 11919 9 of 9

References
1. Drakesmith, H.; Nemeth, E.; Ganz, T. Ironing out ferroportin. Cell Metab. 2015, 22, 777–787. [CrossRef] [PubMed]
2. Vlasveld, L.T.; Janssen, R.; Bardou-Jacquet, E.; Venselaar, H.; Hamdi-Roze, H.; Drakesmith, H.; Swinkels, D.W. Twenty years of

ferroportin disease: A review or an update of published clinical, biochemical, molecular, and functional features. Pharmaceuticals
2019, 12, 132. [CrossRef] [PubMed]

3. Pietrangelo, A. The ferroportin disease: Pathogenesis, diagnosis and treatment. Haematologica 2017, 102, 1972–1984. [CrossRef]
[PubMed]

4. Billesbølle, C.B.; Azumaya, C.M.; Kretsch, R.C.; Powers, A.S.; Gonen, S.; Schneider, S.; Arvedson, T.; Dror, R.O.; Cheng, Y.;
Manglik, A. Structure of hepcidin-bound ferroportin reveals iron homeostatic mechanisms. Nature 2020, 586, 807–811. [CrossRef]
[PubMed]

5. Wallace, D.F.; Harris, J.M.; Subramaniam, V.N. Functional analysis and theoretical modeling of ferroportin reveals clustering of
mutations according to phenotype. Am. J. Physiol. Cell Physiol. 2010, 298, C75–C84. [CrossRef]

6. Le Gac, G.; Ka, C.; Joubrel, R.; Gourlaouen, I.; Lehn, P.; Mornon, J.P.; Ferec, C.; Callebaut, I. Structure-function analysis of the
human ferroportin iron exporter (SLC40A1): Effect of hemochromatosis type 4 mutations and identification of critical residues.
Hum. Mut. 2013, 34, 1371–1380. [CrossRef]

7. Bonaccorsi di Patti, M.C.; Polticelli, F.; Cece, G.; Cutone, A.; Felici, F.; Persichini, T.; Musci, G. A structural model of human
ferroportin and of its iron binding sites. FEBS J. 2014, 281, 2851–2860. [CrossRef]

8. Taniguchi, R.; Kato, H.E.; Font, J.; Deshpande, C.N.; Wada, M.; Ito, K.; Ishitani, R.; Jormakka, M.; Nureki, O. Outward- and
inward-facing structures of a putative bacterial transition-metal transporter with homology to ferroportin. Nat. Commun. 2015, 6,
8545. [CrossRef]

9. Deshpande, C.N.; Ruwe, T.A.; Shawki, A.; Xin, V.; Vieth, K.R.; Valore, E.V.; Qiao, B.; Ganz, T.; Nemeth, E.; Mackenzie, B.; et al.
Calcium is an essential cofactor for metal efflux by the ferroportin transporter family. Nat. Commun. 2018, 9, 3075. [CrossRef]

10. Li, S.; Yang, Y.; Li, W. Human ferroportin mediates proton-coupled active transport of iron. Blood Adv. 2020, 4, 4758–4768.
[CrossRef]

11. Shen, J.; Wilbon, A.S.; Zhou, M.; Pan, Y. Mechanism of Ca2+ transport by ferroportin. eLife 2023, 12, e82947. [CrossRef] [PubMed]
12. Pan, Y.; Ren, Z.; Gao, S.; Shen, J.; Wang, L.; Xu, Z.; Yu, Y.; Bachina, P.; Zhang, H.; Fan, X.; et al. Structural basis of ion transport and

inhibition in ferroportin. Nat. Commun. 2020, 11, 5686. [CrossRef] [PubMed]
13. Liu, C.C.; Schultz, P.G. Adding new chemistries to the genetic code. Annu. Rev. Biochem. 2010, 79, 413–444. [CrossRef] [PubMed]
14. Wang, L. Engineering the genetic code in cells and animals: Biological considerations and impacts. Acc. Chem. Res. 2017, 50,

2667–2675. [CrossRef]
15. Tortosa, V.; Bonaccorsi di Patti, M.C.; Brandi, V.; Musci, G.; Polticelli, F. An improved structural model of the human iron exporter

ferroportin. Insight into the role of pathogenic mutations in hereditary hemochromatosis type 4. Bio-Algorithms Med.-Syst. 2017,
13, 215–222. [CrossRef]

16. Montosi, G.; Donovan, A.; Totaro, A.; Garuti, C.; Pignatti, E.; Cassanelli, S.; Trenor, C.C.; Gasparini, P.; Andrews, N.C.; Pietrangelo,
A. Autosomal-dominant hemochromatosis is associated with a mutation in the ferroportin (SLC11A3) gene. J. Clin. Investig. 2001,
108, 619–623. [CrossRef]

17. Summerer, D.; Chen, S.; Wu, N.; Deiters, A.; Chin, J.W.; Schultz, P.G. A genetically encoded fluorescent amino acid. Proc. Natl.
Acad. Sci. USA 2006, 103, 9785–9789. [CrossRef]

18. Young, T.S.; Ahmad, I.; Brock, A.; Schultz, P.G. Expanding the genetic repertoire of the methylotrophic yeast Pichia pastoris.
Biochemistry 2009, 48, 2643–2653. [CrossRef]

19. Lakowicz, J.R. Principles of Fluorescence Spectroscopy, 3rd ed.; Springer: Boston, MA, USA, 2006.
20. Lehmann, E.F.; Liziczai, M.; Drozdzyk, K.; Altermatt, P.; Langini, C.; Manolova, V.; Sundstrom, H.; Durrenberger, F.; Dutzler, R.;

Manatschal, C. Structures of ferroportin in complex with its specific inhibitor vamifeport. eLife 2023, 12, e83053. [CrossRef]
21. Wilbon, A.S.; Shen, J.; Ruchala, P.; Zhou, M.; Pan, Y. Structural basis of ferroportin inhibition by minihepcidin PR73. PLoS Biol.

2023, 21, e3001936. [CrossRef]
22. Pospisil, P.; Luxem, K.E.; Ener, M.; Sykora, J.; Kocabova, J.; Gray, H.B.; Vlcek, A.; Hof, M. Fluorescence quenching of (dimethy-

lamino)naphthalene dyes Badan and Prodan by tryptophan in cytochromes P450 and micelles. J. Phys. Chem. B 2014, 118,
10085–10091. [CrossRef] [PubMed]

23. Sears, I.B.; O’Connor, J.; Rossanese, O.W.; Glick, B.S. A versatile set of vectors for constitutive and regulated gene expression in
Pichia pastoris. Yeast 1998, 14, 783–790. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.cmet.2015.09.006
https://www.ncbi.nlm.nih.gov/pubmed/26437604
https://doi.org/10.3390/ph12030132
https://www.ncbi.nlm.nih.gov/pubmed/31505869
https://doi.org/10.3324/haematol.2017.170720
https://www.ncbi.nlm.nih.gov/pubmed/29101207
https://doi.org/10.1038/s41586-020-2668-z
https://www.ncbi.nlm.nih.gov/pubmed/32814342
https://doi.org/10.1152/ajpcell.00621.2008
https://doi.org/10.1002/humu.22369
https://doi.org/10.1111/febs.12825
https://doi.org/10.1038/ncomms9545
https://doi.org/10.1038/s41467-018-05446-4
https://doi.org/10.1182/bloodadvances.2020001864
https://doi.org/10.7554/eLife.82947
https://www.ncbi.nlm.nih.gov/pubmed/36648329
https://doi.org/10.1038/s41467-020-19458-6
https://www.ncbi.nlm.nih.gov/pubmed/33173040
https://doi.org/10.1146/annurev.biochem.052308.105824
https://www.ncbi.nlm.nih.gov/pubmed/20307192
https://doi.org/10.1021/acs.accounts.7b00376
https://doi.org/10.1515/bams-2017-0029
https://doi.org/10.1172/JCI200113468
https://doi.org/10.1073/pnas.0603965103
https://doi.org/10.1021/bi802178k
https://doi.org/10.7554/eLife.83053
https://doi.org/10.1371/journal.pbio.3001936
https://doi.org/10.1021/jp504625d
https://www.ncbi.nlm.nih.gov/pubmed/25079965
https://doi.org/10.1002/(SICI)1097-0061(19980615)14:8&lt;783::AID-YEA272&gt;3.0.CO;2-Y

	Introduction 
	Results and Discussion 
	Selection of Reporter Residues and Incorporation of Dansylalanine (DA) into Fpn 
	Fluorescence Spectroscopy of Fpn DA 
	Cobalt Titration 

	Materials and Methods 
	Vectors and Constructs 
	Expression and Purification of Recombinant Fpn 
	Fluorescence Spectroscopy 

	References

